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XYL22 TAFUTDEIFG 50
XYL11 TSFUTDEISG 50
XYL15 50
XYL16 50
XYL5S TSFUTDEISG 50
XYL24 TSFUTDEIFG 50
XYL23 8GO 50
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XYL1 TIFUTD 50
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Fg 3 Mutiple dignment of deduced amiro acid of xylanase fragments
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1
Table1l GenBank accesson numbers o partid xylanase gene and conmparion of deduced amiro acid by BLAST
onparion of deduced amiro acid by BLAST
GerBank
Gene fragments Accesson numbers ank
Microbid gecies Accesson numbers Horrology References
xyl1 AY857187 Streptomyces codlicolor T37005 93 % [16]
xyl5 AY857188 Cdlulomonas fimi CAA54145 838 % [17]
xyl 7 AY857189 Pseudomonas . ND137 BAB79287 81 % Unpublished
xyl11 AY857190 Thermobifida fusca AAA21480 84% [18]
xyl15 AY857191 Cdlulomonas fimi CAA54145 86 % [17]
xyl 16 AY857192 Cdlulomonas fimi CAA54145 86 % [19]
xyl18 AY857193 Pseudomonas . ND137 BAB79287 7% Unpublished
xyl 22 AY857194 Streptomyces thermovid aceus BAD02383 7% [19]
xyl23 AY857195 Streptomyces Viri dosporus AAF09501 86 % Unpublished
Xyl 24 AY857196 Cdlulomonas fimi CAA54145 89 % [17]
100% 95% 90% 85% 80% 75% 70% [14] Gass bead ,
L 1 1 L 1 1 J
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XYLIL ' ’
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4 1 . . 1
Fg 4 Phylogenetic tree condructed based on the 1 PCR ( Geromic demg PCR,
deduced amino acid sequences GNFCR) ) )
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DIVERSITY OF XYLANASE GENE FROM SOIL MICROBIAL DNA

Zhang Qimin  Zhuang Yongtong Liu Ting MalLixin
( Cdlege o Life Sdence, Hubei University, Wuhan 430062, China)

Abgract An inproved method was used to extract il microbid DNA by indigerous slica gd indead of inported gass
beads. A new degenerate PCR-primer pair PL/ P2 was desgned to anmplify directly xylanase gene fragments from il microbid
DNA. PCR productswere ligated with pMD18T vector. Trandormants were got by trandorming ligation product into E. cdi. Ten
dfferent recombinants that were corfirmed by RALP were sequenced. The sequence andys's shows thet dl of the ten fragments
encode partid xylanase. The BLAST of deduced amino acid of fragments show that eight out of the ten were high in sequence ho-
nology with xylanase from Actinomycetes, two with Pseudomonas. Asn27 was found in dl partid xylanase based on the dign-
ment of deduced amino acid sequences, which means that dl xylanase fragments were dkai-tolerant. Phylogenetic tree shows
that al xylanase fragments were postive and over 70 % of smilarity.
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