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Preparing and Digesting Megabase-size Nuclear DNA of Glycine soja Genome

LI Xiao-ling'?, LI Ke-xiu®, ZHAO Hong-kun', DONG Ying-shan'

(1. Biotechnology Research Centre, Jinlin Academy of Agricultural Sciences, Changchun 130033 ; 2. School of Chemistry and Life Science Changchun U-

niversity of Technology, Changchun 130012, Jilin, China)

Abstract: Nuclear DNA was extracted from etiolated seedlings of Glycine soja. Generally, the nuclei were embeded in low-

melting-point agarose pulgs, digested with proteinase K and depurated with pulsed field gel electrophoresis to yield about two-

Megabase-size DNA. The concentration of DNA solution could be up to 10 ng - wL ™" after partial digestion by Hind Il , elu-

tion by pulsed field gel electrophoresis, concentration and dialysis. The result of examination by ligation and eletroporation

showed that the DNA obtained by the method was suitable for consequent construction of genomic library of Glycine soja.
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Fig.1 The nuclei of Glycine soja by the phase

contrast microscope (40 x )
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A: About two-Megabase-size DNA from the nuclei of Glycine soja was
evaluated(1: Yeast Chromosome PFG Marker;2 & 3: Nuclear DNA
of Glycine soja) ; B: About two-Megabase-size DNA from the nuclei
of Glycine soja was recovered (1 & 15: Yeast Chromosome PFG
Marker; From 2 to 14: Nuclear DNA of Glycine soja ).
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Fig.2 About two-Megabase-size DNA from the nuclei
of Glycine soja was recovered without staining in

EB by pulsed field gel electrophoresis
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A :The DNA fragments yielded after partial digestion were recovered
(1: Low Range PFG Marker(NEB) ; From 2 to 14; DNA fragments
yielded after partial digestion; 15: Midrange PFG Marker ( NEB) ).
B: About two-Megabase-size DNA from the nuclei of Glycine soja was
digested partially and evaluated preliminarily.
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Fig.3 About two-Megabase-size DNA from the nuclei
of Glycine soja was digested partially and the

DNA fragments yielded were recovered
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Fig.4 Positive clones obtained by

electrotransformation
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1: A\DNA/Hind Il Marker( Takara) ; 2. Intact pYLTAC747NH/sacB
vector; 3; Linar pYLTAC747NH/sacB vector prepared by Hind I ;
4,6, 8 & 10; Plasmids extracted from positive clones ; 5, 7, 9 &
11: Corresponding positive plasmids digested by Hind Il .
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Fig.5 The plasmids extracted and digested from

positive clones
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