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(Oschi) cDNA [ EHE B ¥4 A 101

15" CTT GGA TGE CTG CAG GTC GAC GAT TEC GGG ATC CAG CAA CTC AGC GAT CTT ATA TTT ACC

61  CAA CAC ACC ATG AGA GCG CTC GCT GTG GTG GCC ATG GTG GCC ACG GCC TTC CTC GCG GCG
M R A L AV VA MY AT AF L AA
(n
121 GCC GTG CAT GCC GAG CAG TGE GGG AGE CAG GGC GGC GGG GCG GTG TGE CCEC AAC TGC cre
AY H AE Q CG $Q AG GA Y G PN CL

181 TGC TGC AGC CAG TTC GGC TGE TEEC GGEC TCC ACC TCC GAC TAC TGC GGE GEC GGA TGC CAG

CC §Q F G W € 68 TS D Y €6 A G CQ
(2)

241 AGE CAG TGE TCE GEE GCC GGE TEE 6GE GGC GGE GG GG AGE €C6 GEG TCC GGC GGL GCT

§ QCS AA G CG G 6 P TP P SGC GG
(3)

301 G6C AGE GGG GTC GCG TCE ATC GTG TCE CGC POE CTC TTC GAC CAG ATG CTG CTC CAC €GO
G S G V A $.1 Y s R S L F DQ MLL H R

361 AAC GAT GGG GCG TGE GCG GEC AGE AAC TTC TAC ACC TAC GAC GCC TTE GTC GCL GLC GCC
N DA A C P A S NF Y T .Y DA F V. A A A

421 AGE GEC TTC CCG GGC TTE GCC GCC GO GGE GGC GAC GCE GAC ACC AAC AAG CGC GAG GTC
§ A F P G F A A A G G D A DT NK RE ¥

(4)

481 GCC GGG TTC CTT GEG CAG ACG TCC CAC GAG ACC ACC GGC GGG GG GGG ACG GEG CCC GAC
AA FL A QTS HETT G GW A TA PD

541 GGC CCC TAC ACG TGE GGG TAC TGC TTC AAG GAG GAG AAC GGC GGG GLC GCE GGG CCE GAC
CP Y TW 6GY CFKEENGGCA AG PD

601 TAC TGC CAG CAG AGC GCG CAG T6G CCG TGE GLE GEE GEE AAG AAG TAC TAC GG €66 66T
Y C Q QS A4 Q W PCAAN G KKYY G RG

661  CCC ATC CAG CTC TCC TAC AAC TTC AAC TAC GGG CCG GCG GGG €AG GCC ATC GGC GCC GAC
P1 Q LS YNF NY G PAGQ AL GAD

721 CTG CTC GGE GAC CCG GAC CTC GTC GEEG TEC GAC GCC ACC GTC TCC TTC GAL ACE GCCTTC
L L*6¢GD P DLY ASDATVYS F DT ANF

781 TGG TTC TGG ATG GG GG CAG TCG GGC AAG €CGC TCG "l‘(?(] CAC GCE GTC GO ACE GGC CAG
WF WM AP QS PK P SCHAVATGQ

841 TGG ACG CLC TEC GCC GAC GAC CAG GEG GEG GGE G6C GT6 COG 6GL TAG GGE GTC ATC ACC
W TP SADDOQAANGRYVY PG YGVIT

901 AAC ATC ATG AAG GGG GGG CTG GAG TGG GGC CAT GGC GAG GAC GAT CGC 6TC GCC GTEC GGG
N1 1 XN G GLE GG HGEDD RV AV R

I¢ FY K RY €C DI LG VY SY G ANLD

1021 TGC TAC GGE CAG AGG CCC TTC GGE TCC TAA GGT TCG GOT ACC TAG CTT CCA CAC AGE GGT
G Y 6 QR P F G § = 3

1081 AAA TAT AAG ATC GCT GAG TTG CTG GAT COC GGA AT
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Fig. 5 sequence of gene Oschi and deduced amino acid se-
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Fig. 7 construction a cladogram of amino acid sequence of

rice Oschi and chitinase from other plant
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The Analysis of the Cloning and Sequence of the
c¢DNA Gene Encoding Chitinase from Rice (Oschi)

CHEN Ai-kui' YU Lu-jun® ,FAN Jian-ming” , FENG Dong-ru’ ,WANG Jin-fa’
(1. Biology Department, Guangdong Education Institute, Guangzhou 510303, China;
2. School of Life Sciences,Sun Yat-sen University , Guangzhou 510275, China)

Abstract: Using a degenerate primer designed for cloning chitinase ¢cDNA from plantain banana (MpChi —1) , we
obtained a full-length cDNA clone named Oschi from rice by RT — PCR. The rice chitinase ¢cDNA was 1 115 bp
long and registered in GenBank with the accession number, EU045451. Using Clustal W online, we compared the
cDNA sequence and amino acid sequence of Oschi with that from the plantain banana and the other monocotyledon,
and constructed a phylogeny tree. The result shows that Oschi has some basic structures which are common among
chitinase I gene. It shares a 99% homology with the gene sequence as well as amino sequence with those from plan-
tain banana, and a 98% homology with that from Oryza sativa (japonica cultivar-group) which has been reported.
These evidences supported that Oschi and Mpchi — 1 were highly identical to the gene sequences and protein struc-
tures.

Key words: chitinase; genes; cloning; sequence analysis; rice; genetic engineering





