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Fig. 1 Differential spots in 2-D PAGE map of Bacillus thur-
ingiensis CT-43, CT-43-1C and BMBO0806 stained with
coomassie brilliant blue G-250. Arrows indicates the 29 differ-
entia protein spots analysised by PDQuest 2-DE. Protein Marker
was at the end of pH4. A: Bacillus thuringiensis strain CT-43; B:
strain CT-43-1C; C: strain BMB0806.
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®1 HELFMAE CT-43 & CT-43-1C 5 BMB0806 K= R EH K FIL 247
Table 1 Database searching result and related information of interesting spots of Bacillus thuringiensis CT-43 and CT-43-1C with
BMB0806
No. NCBI GI Common name Change of pr;)tem Fumction
Identifer contents
1 21/89208529 UvrB/UvrC protein ! Nucleotide-excision repair, Chaperone
4 2142736630 Stage IV sporulation protein A ! sporulation metabolism
8 2130022561 trigger factor 1 chaperone
13 21(30020822 Cytosolic Protein 1 cellular processes
14 2i|75761297 PhoH protein _ metabolism and Phosphotransferase system
19 2i|30264131 N-acetylglucosamine Aminosugars metabolism
-6-phosphate deacetylase B
23 2189208420 Aconitate hydratase 1 1 TCA cycle
24 2130022810 leucyl-tRNA synthetase ! protein synthesis
25 2i|30313440 dihydroxyacetone kinase _ Glycerolipid metabolism

*

Protein increase (1), decrease (|) and absence (—) between thuringiensin non-production strain BMB0806 and wild strain CT-43,

high-production strain CT-43-1C.
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Differential expression protein between the thuringiensin-yield Bacillus thur-
ingiensis strain CT-43 and its mutants

Chengliang Guo, Zhenfei Hu, Xiaoyan Liu, Ziquan Yu, Lifang Ruan, Ming Sun®, Ziniu Yu®

(State Key Laboratory of Agricultural Microbiology, National Engineering Research Center for Microbial Pesticides,
Huazhong Agricultural University, Wuhan 430070, China)

Abstract: [Objective] The purpose of this research is trying to uncover the biosynthetic or metabolic relative protein of thur-
ingiensis by proteomics. [Methods] We conducted differential expression analysis between the high thuringiensin-yield Bacillus
thuringiensis strain CT-43 and its mutants, high production strain CT-43-1C and non-production strain BMB0806, based on the 2-D
gel. Then through mass spectrum (MS) identification and bio-informatics we analyzed the detected proteins. [Results] Thirteen
spots were selected to be detected by the MS, and nine of them were identified. Among them, six proteins including in the basal
metabolism pathway were possibly deduced that relative with the synthesis or metabolism of thuringiensin production. [Conclusion]
There were six proteins found to be connected with the influential role protein of biosynthesis and metabolic of thuringiensin pro-
duction by comparative proteomics. This research provides the evidence of thuringiensis gene cluster cloning and biosynthetic

analysis.
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