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Fig. 1 Photograph of Irpex lacteus

3. MRELER

BRI Ex2 & Ex-1 OE (0FE. BEE.
pHZEM. pl) #H#& L7ed D% Tablel IZ7T,
Ex-2 D4y FEH 56,000,885 &5 4.0%. Ex-1 D7 F
B8 53,000, HAEMN 2.0% Tli.&IXIEEIZR L
7eMEE 2R LTS, Ex-2 D& 5 A o pH 4815
TREWREN, LW EERR 5N, Ex2 %
aA—RFLTWb B DRI+ (cel2d) DT/
E4BCY| & Ex-1 BN Ex-2 OFD7 X/ BERcY & %
&Lz A—B Lz &6, Exl& Ex2iX
F—RIzF (cel2) FEMTE DEEBHMNR 2 DR L #HE
EEnrk (Fig.2) .

Fig. 31T ce 2RIz LML L T —VBIEF LD
REuP—0RERT, ZOFETud—»"»56, Ex-
1 RN Ex2 1Bk fEER77 IV —TIZET5
Z &R STz,

Fig. 4 121% cel2 BizF DO#EER AR AR

— 104 —



Table. 1 Comparison of enzymatic properties of Ex-2 and Ex-1.

purified enzyme Ex-2 Ex-1

Mw 56,000 53,000

Opt.pH* 5.0 5.0

pH stability” 3.0~8.0 3.0~7.0
85% 70%

Opt.temp 50°C 50C

Temp.stability” <50C <50°C
80% 80%

Sugar content 4.0% 2.0%

p! 4.8 4.5

a)Avicel was used as substrate

. lacteus CEL 2
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N-glycosylatiaon site

Fig. 2 Comparison of amino acid sequence deduced from
cel2 gene with the partial amino acid sequece determined
from the purified Ex-1 and Ex-2

149 4B7NZS

intron intron

D signal peptide @ catalytic domain

linker region cellulose binding domain

Two Glu residues in catalytic center are marked by arrows.
+ indicates a putative N-glycosylation site.

Fig. 4 Schematic representation of the deduced Ex-2 protein
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Fig. 3 Comparison of amino acid sequences of I lacteus
Ex-2, with CBHIs from P. chrysos porium, A.aculeatus and
T.reesei.
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