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ABSTRACT

Project code = MRG5080106

Project title Study of expression proteomics of molt-related proteins in the epidermis of the black
tiger shrimp, Penaeus monodon

Investigator Assistant Professor Dr. Waraporn Promwikorn
Department of Anatomy, Faculty of Science, Prince of Songkla University
E-mail: waraporn.p@psu.ac.th

Project period 2 years (December 2006 — November 2008)

The aim of this study is to investigate the protein profiling of epidermal protein and the
identifications of molted-related proteins using proteomics approach throughout 8 different molting
stages; including DO, D1, D2, D3, D4, A, B1 and B2, of the black tiger shrimp. The results show that the
intensity of 48 of 603 proteins is significantly changed (p < 0.05), while the molting cycle progresses.
There are 3 protein spots that are maximal expressed in DO stage, 1 protein spot that is maximal
expressed in D1 stage, 4 protein spots that are maximal expressed in D2 stage, 1 protein spot that is
maximal expressed in D3 stage, 24 protein spots that are maximal expressed in D4 stage, 9 protein
spots that are maximal expressed in A stage, 3 protein spots that are maximal expressed in B1 stage,
and 3 protein spots that are maximal expressed in B2 stage. These 48 protein spots are further
characterized for the identifications with LC-MS/MS (Q-TOF MS). Their partial peptide sequences are
acquired from in-gel digestion, and searched for the protein informatics against the NCBInr database.
So far, 18 protein spots are successfully identified. These include Pyruvate kinase, Phosphoglucose
isomerase, Vitellogenin, Putative fructose 1,6- bisphosphate aldolase, Allergen pen m 2, Arginine
kinase, Glyceraldehyde 3-phosphate dehydrogenase, Mitochondrial FO-ATP synthase B-chain, Keratin
9, Keratin type Il, Keratin 10, Inhibitor of angiotensin converting enzyme, Catalase CG6871-PA, Heat
shock protein 70, o-Crustacyanin-C1, Keratin-1, Gelsolin and MICAL-like protein. The results suggest
that different sets of proteins take turn to be expressed in, and play important role on a particular molting
stage. This is in accord with previous information that each molting stage is responsible for different
crucial tasks in regulating the molting cycle progression. It seems that the epidermal protein functions
are most highly active in D4 stage. The possible role of each protein on the molting cycle is discussed
in the report. Further studies are required for completing the knowledge of regulatory mechanism of
molting. The protein expression would be next confirmed with other methods, and more protein

identifications related to the molting cycle are necessary.

Keywords Penaeus monodon, molting cycle, epidermal tissue, proteomics



	1.pdf
	2.pdf
	3.pdf



