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Abstract . [Objective]In order to improve the expression of glucoamylase from Aspergillus niger
ASP-S21 and the hydrolysis ability of raw starch, the fusion expression of starch binding do-
main(SBD) with glu was conducted in Pichia pastoris GS115. [Methods)The fusion expression
plasmid was constructed by inserting the SBD fragment to 5'-end of glucoamylase gene glu with
In-fusionTM PCR Cloning technology. The recombinant enzyme (PSG) was over expressed in
Pichia pastoris GS115 and its enzymatic properties were characterized. [ Results] The PSG
showed strong raw cassava starch hydrolyzing activity,which was 29. 6% higher than the wild-
type PG.and 86.5% higher than parental strain. The reaction temperature and pH of the acfu-

sion enzyme were more broad than that of the

wildtype. It was stable in temperature range of

:2015-01-27 60~70°C and pH range from 4.0 to 7. 0. [Con-

:2015-03-12 clusion] The fusion of SBD with glucoamylase

(1983—), . enables the fusion enzymes to hydrolyze raw
starch more effectively.
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Table 1 Comparision of glucoamylase activity and raw cassava

starch hydrolyzing activity between the fusion enzyme and the

wildtype
S Glucoamylase Raw cassava
Sn iy et bl g
(U/mlL) Wl %
ASP-S21  136.34+0. 24 0.3940.08 4.5740. 25
PG-3 7.72+0. 35 1.844+0.05 23.8040. 80
PSG-2 7.8140.21 2.6440.14 33.8041.43
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Fig.4 Thermal stability of PG and PSG at 65°C
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