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Gene expression profile in skin and muscle of Pampus argenteus
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Abstract; Only a very little molecular genetic information of Pampus argenteus was reported before. It is far
from enough in this aspect as Pampus argenteus is a very important valued fish in China. Recent advancement
of molecular techniques made large genes identified and high throughput analysis of transcription possible. In
this research, we have analyzed 164 expressed sequence tags( ESTs) derived from a skin and muscle library.
Of the 164 ESTs analyzed, 68. 6% genes were singletons while 23. 8% , 3. 8%, 2. 8% ,and 1% genes

represented by two or more ESTs. 84 unique genes had homologies with other organisms while other 21 unique
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genes had no significant homologies and were designated as unknown. Functional categorization of 84 genes
identified here could be classified into eight groups: metabolism related enzyme or protein(38), DNA related
enzyme(7) , structure protein (4 ), membrane protein ( 13), mitochondrial protein (1), transcription factor
(9), signal transduction protein ( 10), and unknown protein (2). The gene expression redundancy of
transcription factor, membrane protein ,and DNA related enzyme groups were relatively higher than those of
other groups in skin and muscle of Pampus argenteus. These results provided here may help us to understand
those genes expression better in skin and muscle and be valuable for future gene functional studies.
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Fig. 1 Expression profiles and sequencing redundancy

in the analysis of ESTs from the Pampus argenteus

skin and muscle tissue
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Tab.1 Expression profiles of Pampus argenteus ESTs in the skin and muscle tissues
251 EREH TEMERL FHTTARE
RIBHCHIRE 38 49 1.3
DNA £ < H) 1 7 12 1.7
#MEs 4 4 1.0
BEH 13 23 1.8
piAER 1 1 1.0
FeRAT 9 16 1.8
B ERAEnED 10 14 1.4
RAEH 2 2 1.0
BH BT 21 30 1.4
&2 FIH BLASTX Y7 HYSRERE E Ay & FRFIAEMOUE
Tab.2 New Pampus argenteus genes identified by BLASTX similarity comparison and their expressions
FiRE#  GenBank %5 T pr) L IR 22 RAMMUE  HIURE
cs8-f12 EX152699 1-acyl-sn-glycerol-3-phosphate acyltransferase 1.00E43 2
cs2-f12 EX152700 2-amino-4-hydroxy-6 -hydroxymethyldihydropteridine pyrophosphokinase 1.00E-82 1
csl-f03 EX152701 2-keto-3-deoxy-galactonokinase 1.00E-83 1
cs10-e04 EX152702 acyl-dehydrogenase 1.00E-47 1
cs6-¢06 EX152703 acyl-dehydrogenase family protein 1.00E-78 1
cs13-c08 EX152704 aldehyde dehydrogenase 1.00E-86 1
¢s8-h02 EX152705 aldehyde oxidase and xanthine dehydrogenase 1.00E42 1
csl0-cl12 EX152706 aldo keto reductase 1.00E-35 2
csl3-f12 EX152707 amidohydrolase family protein 1.00E41 1
csl3-bl1 EX152708 arginine biosynthesis bifunctional protein 1.00E47 3
¢s9-b07 EX152709 arylsulfatase regulator 1.00E-72 2
cs8-a09 EX152710 A beta(1-6) glucans synthase 1.00E-73 1
cs2-a02 EX152711 carboxyphosphonoenolpyruvate phosphonomutase 1.00E-62 1
¢s8-b08 EX152712 cog0477 : permeases of the major facilitator superfamily 1.00E-05 1
esl1-b07 EX152713 cyclopropane-fatty-acyl-phospholipid synthase 1.00E-29 1
csl1-e08 EX152714 cytochrome c-type biogenesis protein 1.00E47 1
cs13-a03 EX152715 Formate alpha dehydrogenase subunit 1.00E-72 2
cs13-e02 EX152716 glutathione-independent formaldehyde dehydrogenase 1.00E-95 2
csl3-gl2 EX152717 glyceraldehyde-3-phosphate dehydrogenase 1.00E-21 1
csl1-hll EX152718 glycerophosphoryl diester phosphodiesterase 1.00E-50 1
cs13-d10 EX152719 glycoside family 3 domain protein 1.00E-64 1
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cs8-d12 EX152720 gnat family 1.00E-15 1
cs13-a05 EX152721 hydroxypyruvate isomerase 1.00E-101 1
cs2-c01 EX152722 mannitol dehydrogenase 1.00E-88 1
cs13-b06 EX152723 monooxygenase 1.00E-58 1
csl1-10 EX152724 n-acetylglutamate synthase 1.00E-63 2
¢s9-a06 EX152725 peptidase u32 1.00E-73 2
¢s9-¢06 EX152726 phenazine biosynthesis family protein 1.00E44 1
cs10-f12 EX152727 phenylacetaldehyde dehydrogenase 1.00E49 1
cs9-e10 EX152728 uracil-xanthine permease 1.00E-65 2
cs13-¢12 EX152729 xanthine uracil vitamin ¢ permease 1.00E-59 1
cs10-b11 EX152730 zinc abc permease protein 1.00E-55 1
cs10-e01 EX152731 zinc-containing alcohol dehydrogenase superfamily 1.00E-52 1
csl1-h10 EX152732 precorrin-6x reductase 1.00E-37 I
csl-h03 EX152733 short-chain dehydrogenase reductase sdr 1.00E-66 1
cs6-h02 EX152734 short-chain dehydrogenase reductase sdr 1.00E-15 1
csll-al0 EX152735 succinic semialdehyde dehydrogenase 1.00E-58 2
¢s9-104 EX152736 threonine synthase 1.00E-33 i
cs10-h01 EX152737 crossover junction endodeoxyribonuclease 1.00E-67 1
cs13-e08 EX152738 dna ligase 1.00E-77 1
cs13-g10 EX152739 dna polymerase 1 1.00E-55 2
¢s10-b06 EX152740 06-methylguanine-dna methyltransferase 1.00E-54 1
cs11-g09 EX152741 exodeoxyribonuclease iii xth 1.00E-37 2
¢s9-b12 EX152742 holliday junction dna helicase 1.00E-28 4
¢s7-c06 EX152743 trna nucleotidyltransferase 1.00E-38 1
csb-all EX152744 cellulose subunit b 1.00E-51 1
¢s8-b04 EX152745 glycosyl group 1 1.00E-22 1
cs8-a02 EX152746 flagellar hook-associated protein 1.00E-23 1
¢s9-h05 EX152747 myosin heavy chain 1.00E43 1
cs13-f07 EX152748 cation efflux prolein 1.00E-38 1
¢s9-h02 EX152749 class II aldolase/adducin family protein 1.00E-58 1
cs8-gl2 EX152750 mechanosensitive ion channel 1.00E-23 1
csl1-f05 EX152751 membrane protein 1.00E-19 5
cs8-f11 EX152752 membrane protein 1.00E49 1
¢s9-f08 EX152753 membrane protein 1.00E-30 1
cs9-g08 EX152754 conserved hypothetical lipoprotein 1.00E-30 2
¢s9-b06 EX152755 metabolite h + major {acilitator superfamily 1.00E-50 4
cs9-202 EX152756 rnd effluxouter membrane 1.00E-38 1
¢s9-d03 EX152757 The Betaine/Carnitine/Choline Transporter 1.00E-57 2
¢s8-109 EX152758 hemolysin activator family 1.00E-33 1
cs8-el2 EX152759 taurine abc periplasmic binding protein 1.00E-12 1
cs2-d05 EX152760 transmembrane senso 1.00E-30 2
cs2-g03 EX152761 mitochondrial fl atp synthase beta subunit 1. 00E-06 1
¢s10-109 EX152762 dna-binding protein 1.00E-44 1
esl1-b12 EX152763 helix-turn-type ; -type transcriptionaln-terminal 1.00E-25 2
esll-cl2 EX152764 periplasmic binding protein transcriptional regulator 1.00E-20 2
¢s11-c08 EX152765 sigma-54 dependent transcriplional regulator 1. 00E-61 1
¢s8-101 EX152766 Sigma-54 specific lranscriptionalfis family 1.00E-49 2
cs9-al2 EX152767 Transcriptional family 1.00E-58 2
cs7-g07 EX152768 Transcriptional family 1.00E-39 2
cs2-f08 EX152769 Transcriptional family [.00E-62 2
¢s10-g07 EX152770 Transcriptional family 1.00E-12 2
csi-f05 EX152771 nucleoside diphosphate kinase regulator 1.00E47 1
cs8-b09 EX152772 phosphotransferase fruclose-specific iibc component 1.00E-38 1
cs9-a07 EX152773 sensor histidine kinase 1.00E-32 2
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¢s6-c01 EX152774 Lwo-component response regulalor 1.00E-20 1
¢s9-d07 EX152775 dependent siderophore receptor 1.00E43 3
cs10-d09 EX152776 dependent receptor 1.00E-66 I
cs11-f08 EX152777 dependent siderophore receptor 1.00E-73 2
csl1-12 EX152778 dependent receptor 1.00E-15 1
cs13-a06 EX152779 dependent siderophore receptor 1.00E-68 1
cs8-b05 EX152780 dihydroxyacetone kinase 1.00E-54 1
cs8-g04 EX152781 cog2898 ;uncharacterized conserved protein 1.00E-24 1
csl1-a07 EX152782 uncharaclerized protein upf0065 1.00E-20 1
csll-all EX152783 No homologue 3
csl3-c04 EX152784 No homologue 2
csl-c04 EX152785 No homologue 4
cs10-all EX152786 No homologue 2
csl-d04 EX152787 No homologue 1
cs2-b04 EX152788 No homologue 1
cs2-e02 EX152789 No homologue I
cs2-hl12 EX152790 No homologue 1
cs8-c09 EX152791 No homologue 1
cs8-cl1 EX152792 No homologue 3
cs9-c09 EX152793 No homologue 1
cs9-c10 EX152794 No homologue 1
cs9-e07 EX152795 No homologue 1
cs9-f07 EX152796 No homologue 1
¢s9-h09 EX152797 No homologue 1
cs10-b08 EX152798 No homologue 1
csl1-b01 EX152799 No homologue 1
csl1-07 EX152800 No homologue 1
esl3-cll EX152801 No homologue 1
cs13-h04 EX152802 No homologue 1
cs13-h09 EX152803 No homologue 1
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