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F1 AXHEERMMRER
Tab.1 The identified plasma proteins in this study

[ ] pl (%)
Structural and Cytoskeletal
gi|50513239| calpain B (Gecarcinus lateralis) 87563.1 4.49 19.23
0i|22651822| muscle-specific calpain (Homarus americanus) 66321.9 5.17 19.13
gi|414985| fast myosin heavy chain (Homarus gammarus) 47883.0 5.24 23.24
gi|37925239| slow muscle myosin S1 heavy chain (Homarus americanus) 58564.1 5.22 12.23
gi|607633| tropomyosin (Metapenaeus ensis) 31705.8 4.66 8.76
0i|6689047| actin (Litopenaeus vannamei) 29479.3 5.95 13.58
Immune function
0i|16612121| hemocyanin (Penaeus monodon) 51152.3 5.10 55.46
gi|27463265| allergen Pen m 2 (Penaeus monodon) 40113.5 6.05 26.69
gil52788273| t(’fltﬁoéeif;h’scig:rlg‘::gg protein precursor (BGBP) 164012.8 6024 20.91
gi|6601498| clottable protein (Penaeus monodon) 188457.5 5.27 6.35
gi[81230850| cryptocyanin 2 (Cancer magister) 78261.7 8.00 16.02
gi|28465341| c-type lysozyme (Marsupenaeus japonicus) 18227.6 8.79 39.24
itsesaes exacel sparoide demtuse prcura
gi|1771447| integrin (Pacifastacus leniusculus) 88480.2 5.52 25.84
gi|86264151| leucine-rich repeat protein (Penaeus monodon) 62479.2 6.77 19.96
gi|17221657| lysozyme like protein (Marsupenaeus japonicus) 16609.6 8.93 44.92
0i]|119655552| peritrophin 3 precursor (Penaeus monodon) 34627.9 5.22 11.04
gi|1150532| peroxinectin (Pacifastacus leniusculus) 89316.6 7.49 21.03
0i|16303283| prophenoloxidase (Marsupenaeus japonicus) 78973.3 6.14 22.97
0i|118429535| ferritin protein (Artemia franciscana) 18823.1 5.30 18.63
gi|37575429| serine proteinase (Penaeus monodon) 31591.1 4.70 8.28
0i]89258155| carboxypeptidase B (Litopenaeus vannamei) 33120.4 4.43 5.41
Energy metabolism
gi|7677489| vacuolar ATP synthase subunit B L form (Carcinus maenas) 54517.2 5.31 20.86
gi|56182374| arginine kinase (Fenneropenaeus chinensis) 40130.5 5.92 39.61
gi|116735062| cytochrome oxidase subunit | (Sida crystallina) 20866.9 9.46 20.51
gilL15361509) ?ﬂ‘éﬁenggfﬂ?;ﬁds ‘:;'Icr’r:gi‘?sc)ha””e' alpha subunit 51600.1 9.36 31.15
0i|116874254| Na*-K*-ATPase (Armases miersii) 52094.3 5.01 24.37
gi|48427654| NADH dehydrogenase subunit 1 (Cherax destructor) 34161.9 6.31 13.49
gi|20513962| 2-domain hemoglobin protein subunit (Daphnia spinulata) 29456.5 9.01 20.53
Carbohydrate metabolism
0i|6946697| aconitase (Daphnia pulex) 85887.5 7.03 14.34
0i]20126736| glucose-6-phosphate isomerase (Alpheus colombiensis) 13894.9 8.22 26.64
gi|89521254| ?é?;gfj:%i;ﬁlg?ﬁsph“e dehydrogenase 29668.7 5.79 23.02
0i|6688857| phosphoenolpyruvate carboxykinase (Nephrops norvegicus) 71617.6 6.90 33.21
gi|705408| phosphoglucose isomerase (Calanus finmarchicus) 34460.6 6.05 26.64
gi|3885968| phosphopyruvate hydratase (Penaeus monodon) 47265.7 6.18 20.97
0i]19848023| triosephosphate isomerase (Archaeopotamobius sibiriensis) 24371.6 5.33 5.8
gi|74046621| putative glycogen synthase (Nebalia hessleri) 36712.8 7.35 26.46
gil113374110| ribulose 1,5-bisphosphate carboxylase large subunit 48713.2 720 908

(Lindernia crustacea)
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[ ] pl (%)
Amino acid and lipid metabolism
0i|21358765| dopamine beta hydroxylase (Homarus americanus) 46610.1 5.31 19.08
0i|108744354| glutathione reductase (Tigriopus japonicus) 49637.8 6.55 24.45
0i|113207860| glutamate dehydrogenase (Litopenaeus vannamei) 52448.6 6.68 10.97
gi|13752282| aldoketoreductase-like protein (Orconectes limosus) 37628 8.70 29.46
qi[4894766| ?ﬂﬁiﬁ’;ﬁd;p;ﬂqﬁl}%ﬁi;'p“e C beta isoform 128555.1 7.41 10.22
gi|71534669| trypsin (Lepeophtheirus salmonis) 26415.7 4.98 14.86
Calcium homeostasis
gil41018885| crustacean calcium-binding protein 23 (Homarus americanus) 15055.9 5.46 31.39
gi|8272624| frequenin (Procambarus clarkii) 19091.5 5.53 36.2
0i|74849932| orchestin precursor (Orchestia cavimana) 14578.7 4.46 26.56
0i|134315| Sarcoplasmic calcium-binding protein, beta chain (Penaeus sp.) 21968.4 4.52 14.06
Antioxidant
0i]41323499| catalase (Litopenaeus vannamei) 57268.8 6.71 23.37
Protein synthesis and processing
gi|13111506| elongation factor-2 (Cypridopsis vidua) 81175.4 6.15 15.7
gi|56112341| ribosomal protein L10 (Callinectes sapidus) 25457.6 10.19 37.73
gi|51965684| translation initiation factor 2 gamma subunit (Daphnia magna) 54358.2 9.24 18.27
0i|104508999| argonaute (Penaeus monodon) 104910.1 9.36 12.25
0i|44829119| ribosomal protein L24 (Marsupenaeus japonicus) 18184.4 11.60 15.24
Protein folding, sorting and degradation
0i|107910630| 70 kD heat shock protein (Rimicaris exoculata) 67053.8 5.40 31.91
gi|57117799| heat shock protein 90 (Homarus americanus) 40057.8 5.28 19.64
gi|510473| polyubiquitin (Artemia franciscana) 78387.6 8.46 37.45
gi|625174| ubiquitin (Artemia franciscana) 25294.7 6.42 32.44
Growing and development
0i|86129739| vitellogenin (Fenneropenaeus chinensis) 283645.4 6.13 32.62
Cell cycle
0i|54660743| cyclin B (Marsupenaeus japonicus) 45163.1 8.98 21.45
Transcription
0i[38232235| RNA polymerase 11 largest subunit (Artemia salina) 49865.8 7.58 25.17
gi|260525| histone H1 (Tigriopus californicus) 19195.4 10.82 20.44
0i|83376040| mitochondrial RNA polymerase (Tigriopus californicus) 132506.2 9.07 17.32
Signal transduction
4il48479033) ?Eitgg‘t;gzrsicvg;z—rgz;;jing protein alpha subunit G-alpha-q 41393.0 516 963
gi|575677| putative serine proteinase inhibitor (Pacifastacus leniusculus) 47122.6 5.96 28.67
0i[72139259| thrombospondin (Fenneropenaeus chinensis) 102033.3 4.11 11.41

F2 KEBIMEEAHSE
Fig.2 Classification of the proteins identified in Chinese shrimp plasma
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PROFILING THE PLASMA PROTEOME OF FENNEROPENAEUS CHINENSIS WITH
SDS-PAGE AND LC-MS/MS

HUANG Bing-Xin'?, ~JIANG Hao™? ~ZHANG Ji-Quan!, XIANG Jian-Hai'

(1. Institute of Oceanology, Chinese Academy of Sciences, Qingdao, 266071;
2. Graduate School, Chinese Academy of Sciences, Beijing, 100049)

Abstract Plasma, as a major component of hemolymph, plays important physiological functions in Chinese shrimp
Fenneropenaeus chinensis immunity. However, it is difficult to analyze plasma proteome by 2-DE because plasma is a
complicated and dynamically changing system, consisting of different types and abundant proteins. In this study,
SDS-PAGE pre-fractionation combined with LC-MS/MS (liquid chromatography-tandem mass spectrometry) was applied
to achieve more comprehensive proteome profiles of plasma proteins. 66 non-redundant proteins were identified in this
research. By means of bioinformatics, the identified proteins was classified in terms of functions in transcription, structural
and cytoskeletal, signal transduction, protein synthesis, protein folding-sorting-degradation, immunity, growth performance,
energy metabolism, cell cycle, carbohydrate metabolism, calcium homeostasis, antioxidant and amino acid, and lipid me-
tabolism, which shall enhance our understanding on the immunity mechanisms of Chinese shrimp.
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