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Tab.l The Blast and annotation of related-protein functions results of partial ESTs from S. paramamosain cDNA library
E
1 Kazal-like serine protease inhibitor-like protein S. paramamosain 2.00E-31 func_immune activity
1 Kazal-type protease inhibitor E. sinensis 4.00E-12  func_immune activity
1 serine proteinase-like protein S. paramamosain 3.00E-51 func_immune activity
1 arasin-like protein S. paramamosain 9.00E-05  func_immune activity
1 antilipopolysaccharide factor S. paramamosain 2.00E-86 func_immune activity
2 antilipopolysaccharide factor 2 S. paramamosain 8.00E-77  func_immune activity
1 crustin antimicrobial peptide S. paramamosain 6.00E-47  func_immune activity
1 antimicrobial peptide hyastatin Portunus trituberculatus 3.00E-52  func_immune activity
1 Uncharacterized peptidase C1-like protein F26E Harpegnathos saltator 2.00E-53  func_immune activity
2 gjclophilin A E. sinensis 7.00E-97  func defence activity
1 metallothionein S. paramamosain 1.00E-38  func_defence activity
1 histone-lysine N-methyltransferase EHMT1-like Megachile rotundata 5.00E-15  func_defence activity
isoform 1
1 guanine nucleotide-binding protein subunit Nasonia vitripennis 2.00E-21  func_defence activity
gamma-1-like
1 ferritin S. paramamosain 1.00E-115 func_defence activity
2% 70kD heat shock-like protein Procambarus clarkii 3.00E-80  func_defence activity
1 profilin S. paramamosain 2.00E-85 func_defence activity
1 single VWC domain protein 4 Litopenaeus vannamei 4.00E-09 func_defence activity
1 cytochrome b-c1 complex subunit 10 N. vitripennis 7.00E-06  func_electron carrier activity
2 cytochrome b S. paramamosain 9.00E-126 func_electron carrier activity
3 cytochrome c¢ oxidase subunit I S. paramamosain 5.00E-165 func_ oxidoreductase activity
1 cytochrome c¢ oxidase subunit II S. paramamosain 4.00E-123 func_ oxidoreductase activity
1 cytochrome c¢ oxidase subunit IT1 S. paramamosain 2.00E-65 func_oxidoreductase activity
1 Glutaminase M. domestica 4.00E-61 func_hydrolase activity
1 Cuticle protein 7 Lepeophtheirus salmonis 2.00E-16  func_structural molecule activity
1 DNA-dependent protein kinase catalytic subunit Gallus gallus 4.00E-10  func_hydrolase activity
1 GABA(A) receptor-associated protein Haliotis diversicolor 1.00E-74  func_receptor activity
1 upstream activation factor subunit spp27-like Acyrthosiphon pisum 1.00E-16  func_transcriptional activity
2 immediate early response 3-interacting protein Strongylocentrotus purpuratus 2.00E-19  proc_regulation of apoptotic process
1 iVlll)k-iepeat protein, putative Pediculus humanus corporis 1.00E-49  proc_cell division
1 serine/threonine-protein kinase VRK1 isoform ¢ Mus musculus 1.00E-72  proc_cell division
1 Casein kinase II subunit alpha H. saltator 2.00E-42  proc_mitotic cell cycle spindle check-
1 eukaryotic translation initiation factor 3 subunit Penaeus monodon 4.00E-143 g?:c]t_translational initiation
1 glkaryotic translation initiation factor 3 subunit Perca flavescens 1.00E-149 proc_translational initiation
1 Zukaryotic initiation factor 4A S. paramamosain 2.00E-13  proc_translational initiation
1 ubiquitin S. paramamosain 1.00E-82  proc_translation
1 DNA-directed RNA polymerase III subunit Dicentrarchus labrax 2.00E-33  proc_transcription
1 i};giiltor of RNA polymerase II transcription N. vitripennis 6.00E-57  proc_regulation of transcription
subunit 8 isoform 2
1 NHP2-like protein 1 H. saltator 5.00E-54  proc_RNA splicing
1 tyrosine-protein phosphatase non-receptor type N. vitripennis 7.00E-15  proc_dephosphorylation
1 ﬁelt;k—el tubulin Homarus americanus 8.00E-138 proc_microtubule-based movement
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g1
E
1 ADP-ribosylation factor, putative P. humanus corporis 9.00E-08  proc_signal transduction
1 Ras-related protein Rab-21 Macaca mulatta 9.00E-44  proc_protein transport
13*  ribosomal-related protein Carabus granulatus 8.00E-144 proc_cellularbiosynthetic process
1 LYR motif-containing protein 5 Taeniopygia guttata 3.00E-22  component_mitochondrion
1 WD repeat and FYVE domain-containing pro- Camponotus floridanus 6.00E-48  component_autophagic vacuole
tein 3
1 protein transport protein SEC61 alpha subunit Ixodes ixodes scapularis 1.00E-65  component membrane
transport protein Sec61 beta subunit Bombyx mori 1.00E-11  component_membrane
UPF0463 transmembrane protein Co6orf35-like Acromyrmex echinatior 2.00E-33  component membrane
protein
2*  beta-actin Exopalaemon carinicaud 0 component_cytoskeletal
D ¥ E
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Abstract

To obtain the potential immune-related genes and explore their function, the cDNA library of haemolymph

from Scylla paramamosain induced by Vibrio parahaemolyticus was constructed by SMART technology. The results show
that the titer of the library was 1.04x10" CFU/mL, the library capacity reached 1.14x10” CFU, the range of the cDNA in-
serts was 500—2000bp, and the recombinant rate was about 98%. A total of 300 clones of the library were randomly picked

out and sequenced, and 270 raw sequences of the ESTs were processed and then assembled into 141 unigenes. Blast analy-

sis show that 75 unigenes had significant homology to genes with known or putative protein function in non-redundant

protein database of NCBI. There were 20 unigenes, 6.67% of total ESTs, related with immune defence functions, such as

Kazal-like serine protease inhibitor-like protein, Kazal-type protease inhibitor, arasin-like protein, antilipopolysaccharide

factor, antimicrobial peptide, metallothionein, ferritin, 70kD heat shock-like protein and so on. All above results confirm

that constructing high-quality cDNA library was a reliable tool to screen out immune-related genes of S. paramamosain.
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