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Metabolic pathways related to thermo-tolerance in yeast cells
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Table 2 Enzymes related to thermotolerance in yeast cells
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Enzymes related to thermo-tolerance Function Reference
ATP fili o 2 i 4R 3 A it r66]
ATPase Provide energy for cells
GTP fif§ Sy 4 42 A1 g R R 4 T AR AR [72]
GTPase Provide energy or act as molecular chaperones for cells
it F AL A R AN T ROS, SR TE 41 5 32 S AL 51 4 r19]
Catalase Remove ROS in cell to protect the cells from oxidative damage
e b . BRI ROS, BIF 41 il 5 52 5 Ak 450 40
ALY WG Peroxidase Remove ROS in cell to protect the cells from oxidative damage [81]

Y VEY = AL B
ALY I AL Superoxide dismutase TR R AL Tt ROS . (8l 21 0 5 52 S A 45 3 [80]

Remove ROS in cell to protect the cells from oxidative damage
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Research Progress on Chemical Substance Basis and the Develop-
ment and Utilization of Comprehensive Health Products of Sir-
aitia grosvenorii in Guangxi

DONG Fei'?,L.U Fenglai®, YAN Xiaojie®, LI Dianpeng®
(1. School of Chemistry and Chemical Engineering, Guangxi University, Nanning, Guangxi, 530004, China; 2. Key Laboratory of
Functional Phytochemicals Research and Utilization. Guangxi Institute of Botany, Guangxi Zhuang Autonomous Region and Chi-

nese Academy of Sciences,Guilin, Guangxi,541006,China)

Abstract: Mogroside is the main active components of Siraitia grosvenorii , and they are also a functional nat-
ural sweetener with great application prospect. In this article, the structural characteristics, formation rules,
relationship between structure and sweetness, efficacy,characteristics of metabolism and product distribution
in vivo, and the development and application status of comprehensive health products were reviewed. It is
hope to lay the foundation for further development and utilization of mogrosides.

Key words: Siraitia grosvenorii ; chemical composition; biological activity; metabolite; comprehensive health
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Research Progress on Molecular Mechanism of Thermo-tolerance
in Yeast

QI Yanhua, QIN Qijian, WANG Bin,JIN Cheng, FANG Wenxia

(National Engineering Research Center for Non-Food Biorefinery, Guangxi Academy of Sciences, Nanning,Guangxi,530007,

China)

Abstract: Thermo-tolerance is one of the important characteristics of yeast in industrial production. In recent
years,more and more attentions have been paid to the application of thermo-tolerant yeast and great progress
has been made,but the molecular mechanism of thermo-tolerance has not been clearly explained. The current
research results indicated that the mechanism of yeast thermo-tolerance involved metabolic network regula-
tion,signal transduction pathway and the interaction of multiple genes/proteins. In this article, the current re-
search progress on molecular mechanisms of thermo-tolerance in yeast is reviewed from four aspects,inclu-
ding metabolic pathways, gene expression, characteristics of enzyme activity and protein interactions, which
will provide a theoretical basis for rational design and improvement of yeast heat resistance and reduction of
industrial production cost.

Key words: yeast; thermo-tolerance; metabolic pathway;gene expression;heat shock protein
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