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Abstract: Beauveria bassiana is one of the entomopathogenic fungi and has been successfully applied to

bio—control Ostrinia furnacalis and Dendralimus punctatus. Beauveria bassiana mainly depends on cuticle degrading

enzymes including proteases, chitinases and lipases to penetrate host's cuticle. In the present study, a chitinase gene

BbChitl was firstly cloned from Beauveria bassiana isolated from Ostrinia furnacalis. Sequence analysis revealed a

c¢DNA sequence of 1047bp long and encoded an open-reading from consisting of 348 amino acids. The deduced

amino acid sequence exhibited 99% and 82% identity to that of Cordyceps bassiana chitinase and Trichoderma

harzianum chitinase respectively.
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clones: pMD18-T-BhChitl 1%,2%; 4 swimlane is 1kb Mark—
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Fig.1  Electrophoresis analysis of BbChitl positive clone

of Beauveria bassiana
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WAPFLOGTSLALLPLLASTMNY
1 ATGGCACCTTTTGTTCAAAGGAGCCTCGCGCTCCTTCCATTGTTEGCTTCCAGCATGETC
S ASPLAPRADTOGATIKGRPAGEG
61 AGCGCCTCGGCCTTEGCGCCGCGAGCCEAGACCTGCGCAACCAAGGGCCGECCEGCOGEE
KYLQGYWENMNWDGAKNGVYHTPP
121 AAAGTGCTCCAGGGCTACTGGEAGAACTGGEACGETGCCAAGAACGEGGTGCACCCTCCE
FGWTPIONPDIRKHGY NV IN
181 TTTGGCTGGACGCCGATCCAAAAGCGCGAGATTCGCAAGCACGGCTACAACGTCATCAAT
AAFP I I QPDGTALWEDGMWHDT
241 GCTGCCTTTCCGATCATCCAGCCTGACGGCACCGCRCTCTGAGABGACGGCATGEACACE
G YKYASPADMNCGCEAKAAGAT.
301 GGCETCAAGGTGGCGAGCCCGGCCGACATGTGCGAGGCCAAGGCAGCAGGTGCCACCATC
L MS 1 GG6ATAAIDLSSSAVATD
361 TTGATGTGGATTGGCGGCGCTACTGCGGCCATTGACCTGAGCTCATCGECTGTGGCTAAC
K FYsSTIVPILKKYNFDGIDI
421 AAGTTTGTCTCGAGCATTGTGCCGATTCTGAAAAAGTACAACTTTGACGGCATTGATATC
DI ESGLTGS GNINTLSTSAOT
481 GACATTGAATCGGGCCTCACAGGCAGCGGAAACATAAACACCCTRTCCACCTCRCAGAGE
NLIRIIDGVLAGMWNPANFGLT
541 AACCTGATTAGAATCATTGAGGGCATTGTCGCACAGATGCCCGCCAACTTTGGCTTGAGE
WAPETAYVTGEGET I TYGS I WG
601 ATGECGCCAGAGACTGCCTAGGTTACCGGTGGEACTATTACGTACGGATCAATCTGGGGC
SYLPI | KKYLDHNGRLWWLNM
661 TCTTAGCTCGCGATTATCAAAAAGTACCTGGACAATGATCGTCTCTGRTGGCTCAACATG
QY YNGEMYGCS GDSHKAGTY
721 CAGTACTACAATGGGGAAATGTACGECTGCTCTGGCGACTCGCACAAGGCCGGTACTETC
EGFVAGTDGLNEKGLSIOGYVT
781 GAAGGATTCGTTGCTGAGACGGAGTGCGTGAAGAAGGGACTTAGTATTCAGGGCGTGACA
| TI PYDKOGOVYPGLPAQPGAGSE
841 ATCACGATTCCCTATGACAAGCAAGTGCCTGGCCTTCCTGCCCABCCTRGGGCTRECAGE
G HMNSPSNYAQYLSHYKG GALEK
901 GGGGAGATGTCCCCGTGCAAGGTAGCGCAAGTTCTCTCGCACTACAAGGGCGCTTTGAAG
G LMNTWSLNWDGSKNWTFGDN
961 GGATTGATGACTTGGTCTCTGAACTGGGACGGCTCCAAGAATTGBACATTTGGCGACAAT
VKGTLGTA=*
1021 GTCAAGGGGACTTTGGGGACTGCGTAA
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Fig.2 DNA sequence and deduced amino acids
sequence of BbChitl
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Fig.3  Cluster analysis of Bb.CHITI and homologous protein

I 3t AAB81998: Metarhizium anisopliae chiti—
nase CHIT42;AAC33265: Metarhizium anisopliae chiti—
nase; AALO1372: Trichoderma harzianum endochitinase
chit36Y; AAM93196: Trichoderma harzianum chitinase
37kDa; AAN41259: Cordyceps bassiana chitinase; AA-
N41260: Beauveria bassiana endochitinase; AAP10651:
Bacillus cereus ATCC 14579 Exochitinase; CAB44709:
Metarhizium flavoviride chitinase; CAB69724: Strepto-
myces coelicolor A3 chitinase; CAC07216: Metarhizium
anisopliae var. aridum endochitinase CHI2; CAC07217:
Metarhizium anisopliae var. aridum endochitinase CHI3;
NP_826813: Streptomyces avermitilis MA-4680 endo—

chitinase.
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