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Fig.1 The phylogenetic tree of amino acid sequence of type [l PKS

22 MEBRTHRRTEHK AsahA W, 2 R RS B AR 13 T sah A B BAAS B vp ;98 AF
KT — USRI F TR, M T R R Asah AL WA 2-A, i3t Sourthern 2% 58 X A
pMSBFAY1, il it # S B K H 3 A S. sahachiroi  3R15 89578 B bk AT IOE (8 2-B) .

S.sahachiroi
1000 bp

kb 1 2 3WIMCK1 2 3WTMCK
10.0
30 kb

5.7

4.0

3.0 2.9

pUCI18

pMSBFAY1
4300bp

0.8

A 3 AR BRI IR P T S8 AR TR bR AsahAs B:AsahA B9 Southern 2438 B0 ;s I 2 e 1 %5 M5 BT 45 J2 T B8, LA 385 =2 4540 19 0. 8
kb /M DNA R BECEcoR | B#4) pMSBFAYL [ A 5D S B 4H 2 @ )5 B . 4 #88 DNA Hd L Por | BB Y1, i T BURL pMSB-
FAYLJZLL 0.8 kb B[R] U8 DX H 3R A A1 R B9 sah AL BFAE TR BRI D 2. 9 kbR WD T S 3 Bk R B4 D 5.7 kb A 1.5 kb (5%
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gration of plasmid pMSBFAY1 in the chromosome of S. sahachiroi by single crossover to obtain the gene disruption mutant strain
AsahA; B:Confirmation of the gene disruption mutant AsahA by Southern hybridization. Il is the color-developed nylon membrane of
Southern transfer of the gel I using dig-dUTP-labeled 0. 8 kb DNA fragment recovered from the EcoR I . Digestion of pMSBFAY1
(lane CK) as the probes. The genome DNA samples were all digested with Psz [ . The positive band of 2. 9 kb DNA fragment should be
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tion strains (lane 1-3) because the plasmid pMSBFAY1 was integrated into sahA gene region of genome by homologous recombination
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Fig.2 Obtain the gene disruption mutant strain AsahA
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Functional analysis of a type [l polyketide synthase gene sahA
in Streptomyces sahachiroi ATCC 33158

LI Hua LU Hui-nan HE Jing

College of Life Science and Technology/State Key Laboratory of Agricultural Microbiology ,
Huazhong Agricultural University sWuhan 430070,China

Abstract A putative polyketide synthase (PKS) gene sahA was found in the Streptom yces sahachi-
roi genome by PCR using degenerated primers for the ketosynthase alpha(KSa) gene. The phylogenetic
tree and blast analysis revealed that sahA was belonged to the type Il PKS gene family and closely relat-
ed with the subgroup of spore-pigment biosynthetic PKS genes. Once sahA was disrupted by single
crossover, the spores color of Streptomyces turned into white from leaden but the time of spore-forming,
quantity of sporulation, UV-resistant ability of spores and azinomycin B production had no change. It
demonstrated that the putative type [[ PKS gene sahA might be involved in the biosynthesis of S. sa-
hachiroi spore-pigment.

Key words Streptomyces sahachiroi ATCC 33158; type Il polyketide synthase; spore-pigment;

phylogenetic tree analysis; single crossover
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