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Abstract

cin. According to the sequence alignment of several glycosytransferases, we cloned the fragment of snogE gene

This study investigated the influence of snogE disruption in biosynthesis pathway of nogalamy-

sharing the highest homology with the published anthracycline antibiotics glycosyltransferase sequence. The gene
disruption plasmid pSXW-2-62 was constructed and transferred into Streptomyces nogalater ATCC27451 by conju-
gation. Finally, we got the recombinant strain mSXW-2-71 by homologous recombination. The genotype and
fermentation product of mSXW-2-71 were identified. As a result, the gene disruption plasmid was integrated into
the genome and interrupted snogE gene successfully. Nogalymycin could not be detected in fermentation
broth. The snogk encoding glycosyltransferase is necessary in nogalamycin biosynthesis pathway.
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Figure 1  Construction of the plasmid pSXW -2-62 for snogE gene in-

activation
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Figure 2 Phylogenetic relationships among SnogE and related enzymes
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Figure 3 A Electrophoresis analysis of PCR product (1) and DNA
maker ( M ); B: Enzyme digest assay for pSXW-2-62 verification
(1:Digested by Hind III and EcoR 1;M:DNA maker)
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Figure 4 A.PCR assay of snogk gene inactivated mutant( 1,3 : Total
DNA of mSXW-2-71 strain as PCR template;2,4: Total DNA of wide
type strain as PCR template; 1, 2 using the P3/P4 as primers;
3,4 .using the P5/P6 as primers; M ; Maker 1kb ladder ) ;B :Illustration
of single crossover Homologous recombination between plasmid pSXW-2-
62 and genome ATCC27451
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Figure 5 HPLC analysis of fermentation broth for nogalamycin
A :Fermentation broth of ATCC27451 ;B Fermentation broth of mSXW-
2-71;C; Nogalamycin standard
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