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Fig. 2 PCR products of EK; exons
M2: 100 bp ladder marker; EI: Exonl; E2: Exon2; E3: Exon3; E4:
Exon4; E5: ExonS.
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Fig. 3 Digestion (b) and PCR (a) analysis of pBV-EK,
recombinants

MI:\-EcoT14 1 digest marker; M2: 100 bp ladder marker; 7,2,3,4: PCR

products of pBV-EK; recombinant 1,2,3,4; 0: PCR of pBV220 vector; 5:

Double digestion of pBV220; 6,7: Double digestion of pBV-EK,

recombinant 1,2.
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—: The direction of primers; GAAGAC: Bbs | recognition sequence;
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DNA Sequence may be cleaved at | by Bbs | , emerging adhesive end
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"Have been used in our laboratory.
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A Novel Method for Quickly Cloning Genes With Multiple DNA
Fragments Using Isoschizomer-heterotail Restriction Endonuclease (IHRE)

DU Guang-Ying, ZHU Nai-Shuo”
(Laboratory of Molecular Immunology & Virology, School of Life Sciences, Fudan University,
Fudan  Jinying Biomedical Research Centre, Shanghai 200433, China)

Abstract A novel method for quickly cloning genes with multiple DNA fragments one step cloning
technique using isoschizomer-heterotail restriction endonuclease (IHRE) is described. Up to six DNA segments are
ligated by using only one restriction endonuclease in this method. Comparing with routine method, it is simple,
fast, economical and generates products with higher purity and achievement. Light chain of human enterokinase,

DNA multi-epitope vaccine to HSV2 have been designed and successfully constructed via this method.

Key words molecular biology, isoschizomer-heterotail restriction endonuclease (IHRE), cloning, gene with
multiple DNA fragments
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