%30 5% 3 s H A ERKFER Vol.30 No.3
20114 5 A Journal of Food Science and Biotechnology May 2011

: 1673 1689( 2011) 03 0453 05

U ST ok 2 P M M S
LI FEL S AR e

A, BEE, MM, KK, ®He®n?
(. THA¥ TUVAMBAHEHRELS LRE, LA L5 214122;2. TH A¥ AT EF R, L
7 45 214122)

c BR BEGRAF 2 FT A, AR R WA BEARA S, BEXRERRE B FIRASE
i A IS Bty T e E & @A RFER AR M4 AR pH ARRRE M A AR
EHBEFX R F ARG KSR Rt LT & ST 4B KRB RS B A M I S B 316
VKK, R T o PR RS, T RMEUTE G Wk E I, a4 Bed K R
Fowy B A RS B J0 A, AR S A A ROR SR T ARk

D BXEIE; X o MM K B ALY R LK

: TS 262.4 DA

Establishment of a Two Dimensional Electrophoresis Protocol for
Extracellular Enzymes Excreted by Microorganisms from
Shaoxing Rice Wine Wheat Qu

1,2

KONG Ling qiong">, GUAN Zheng-bing’, LU Jian ">, ZHANG Bo’, SHANG Yue ling’
(1. Key Laboratory of Industrial Biotechnology, M inistry of Education, Jiangnan U niversity, Wuxi214122, China;

2. School of Biotechnology, Jiangnan University, Wuxi 214122, China)

Abstract: In this study, the two dimensional (2-D) electrophoresis was used to separate the total
extracellular enzymes were excreted by the microorganisms of wheat qu of Shaoxing rice wine. A
2-D electrophoresis technique which was suitable for the extracellular enzymes was established
through investigating the the isoelectric focusing conditions, pH values of extraction buffer, and
sampling volumes and other key factors on the effects of 2D electrophoresis.. It was
demonstrated that the 2-D electrophoresis profiles had high resolution and good reproducibility.
The results present here provideda basis for further identification of the extracellular enzymes
excreted by the microorganisms from Shaoxing rice wine wheat qu by MALDFTOF-MS/MS
analy sis.
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pH 3~ 10(7cm) IPG ,
100 Hg s
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