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Abstract: Bacillus megateriumwhich was efficient resistant to 2,4-D, recycled the 1 ~4 kb DNA fragments of digested B.

megaterium genomic DNA | and with digested vector pACYC184 overnight connection, transferred it to BL21 competent cells, af-

ter the blue-white screening and chloramphenicol resistance screening by colony PCR to detect the connection efficiency and

quality of the library. Successfully constructed the B. megaterium genomic library and obtain 8 900 positive clones with an aver-

age insert fragment length of 2.5 kb. And this library covers approximately 556 times B. megaterium genome. This library es-

tablish the theoretical basis for 2,4-D resistant transgenic soybean.
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Fig.1 The DNA of Bacillus megaterium
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1 kb

1 ~6:Sau3A 1 Reu BE ok 1: 50, j v it [A) 15,30,45,60,75,
90 min;M:Marker(1 kb)
1-6:Sau3 A 1 diluted by 50 times,reaction time:15,30,45,60,
75,90 min;M;Marker(1 kb).
2 DNA BRI R
Fig.2 The results of DNA digestion

1.8 50 1509 Sau3 A T E 53] DNA 30 min;M:1 kb plus
DNA Ladder,

1:The results of DNA diggested after 30 min by Sau3A 1 with
50 times dilution;M;1kb plus DNA Ladder.
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Fig.3 The results of DNA digestion
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Fig.4 The digested vector by BamH 1
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1:The vector after dephosphorylation;2:the vector after purifi-
cation;M:1 kb DNA Ladder.
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Fig.5 Dephosphorylation and purification of vector
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6 PHEEH PCR &R
Fig.6 The results of PCR and plasmids of positive strain
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