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Technology exploration for proteomics analysis in hepatopancreas of shrimp A SCORBERT R S5
(Fenneropenaeus chinensis) with white spot syndrome b ERELEGAE
QIN Zhao-yu?, LIU Shi-lianZ", YANG Yin-rong?, LIU Fu-jun3, LI Jian-yuan3, SONG Chun- ' TEXSERFBEAR
huat (RSP
1.Biology Science Department in Marine College, Shandong University at Weihai;2. Institute of b X ] Bk

Biochemistry and Molecular Biology, School of Medicine, Shandong Univ.;3. Central Laboratory, Affiliated (W

Yuhuangding Hospital of Qingdao University SO 3 5

Abstract: b ke

A proteomics technology platform on hepatopancreas of Chinese shrimp (Fenneropenaeus chinensis) b XU
with white spot syndrome was established. These methods were used to search for and identify the b I HRR
differential proteins between shrimp with WSS and normal shrimp. 2DE (4~7 IPG, 10%SDS-PAGE) was } X|&E
used to separate total proteins. Silver nitrate was applied to stain the proteins. 2-dimensional maps were b 2T
analyzed by Imagemaster 6.0 (GE). The peptides mass fingerprint was obtained by MOLDI-TOF. After .

. _ . . s ) . P R
analysis by Data Explorer, differential proteins were identified using Mascot on line. Hepatopancreas
proteomics 2-dimensional maps of shrimp with WSS and normal shrimp were obtained, and 203 and 107
protein spots were identified, respectively. Several differential proteins were screened and identified.
Several helpful suggestions were given on experimental procedures. A proteomics technology platform
including 2DE and Bio-Mass Spectrometry was proved to be valuable in the study of the immunity and
other physiological phenomena of shrimp. It is helpful in seeking drug targets for the therapy of
diseases.
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