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Tab.1 BLASTnN analysis of cDNA clones from gonad cDNA library of Strongylocentrotus intermedius

/% identity

accession no. putative gene
GO0448010 34/67kD laminin binding protein 97
GO448011 translation elongation factorl B gamma subunit 95
G0448012 speract protein 93
GO0448013 major yolk protein 96
G0448014 elongation factor 1 alpha 97
GO0448015 HLC-32 95
G0448016 ATP ATP synthase beta subunit 98
GR410172 p62 mitotic apparatus protein 90
GR410173 Pr22 protein 96
GR410174 4 programmed cell death 4 96
GR410175 2 voltage-dependent anion channel 2 98
GR410176 ferritin 96
GR410177 metallothionein 95
GR410178 gelsolin 97
GR410179 muscle actin 97
GR410180 ferritin 96
GR410181 SMAD SMADS 97
GR410182 cytochrome oxidase subunit | 99
GR410183 GTP GTP-binding nuclear protein 96
GR410184 cyclophilin 93
GR410185 D- D-isomer specific 2-hydroxyacid dehydrogenase-protein 95
GR410186 thymosin beta 92
GR410187 32kDa cortical vesicle protein CV34-38 precursor 85
GR410188 L10QM-like protein 98
GR410189 voltage-dependent anion channel 2 98
GR410190 fatty acid-binding protein 2, liver 94
GR410191 eukaryotic translation initiation factor 3, subunit 10 90
GR410192 fibropellin Ia 95
GR410193 A nucleolar protein family A, member 2 91
GR410194 cortical vesicle protein CV34-53 precursor 87
GR410195 Y-Box Y-Box factor 99
GR410196 Atb0 Atb0+ protein 90
GR410197 GMPS protein 96
GR410198 nuclear pore-targeting complex component of 58 kD 97
GR410199 betaine homocysteine methyltransferase 91
GR410200 4 class 4 HDAC protein 94
GR410201 84kD heat shock protein 84kD 88
GR410202 Rps9-prov Rps9-prov protein 97
GR410203 Pcna protein 95
GR410204 CGI-119 CGI-119 protein 95
GR410205 epidermal growth factor II precursor 95
GR410206 glucan, branching enzyme 1 94
GR410207 SMARC SWI/SNF related, matrix associated, actin dependent regulator of chromatin, 97

subfamily ¢
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accession no.

putative gene

/% identity

GR410208 histone H2 A.F/Z 926
GR410209 leucine rich repeat containing 9 94
GR410210 RPL35 RPL35 protein 95
GR410211 Hu/elav Hu/elav, transcript variant 2 98
GR410212 arginine/serine-rich splicing factor 7 92
GR410213 Nek Nek protein 926
GR410214 epoxide hydrolase 94
GR410215 NAD(P)H:quinone oxidoreductase 95
GR410216 calcium storage protein ERcalcistorin/PDI 97
GR410217 glutathione peroxidase 95
GR410218 ubiquitin 96
GR410219 14-3-3 1433 _CANAL 14-3-3 protein homolog, transcript variant 2 94
GR410220 MGC85582 MGC85582 protein 93
GR410221 glutathione S-transferase alpha-4 95
GR410222 solute carrier family 7 94
GR410223 Sec23 Sec23 protein 98
GR410224 adenosylhomocysteinase 97
GR410225 LC6 outer arm dynein LC6 97
GR410226 Vasa Vasa 95
GR410227 CVpl8 93
GR410228 glyceraldehydephosphate dehydrogenase, transcript variant 1 94
GR410229 4E eukaryotic translation initiation factor 4E 97
) , pruU',
: cDNA 2.10x10° PFU,
GR410195Y-box 2)
99%; GR410194 0.5~4.2 kb,
, 88%, EST 1.4 kb
cDNA ,
EST , mRNA ,
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Tab.2  Some microsatellite primer pairsfor Strongylocentrotus intermedius

(5'-3) / /bp
no. primer sequence (5'-3") repeat motif T production size

SUC-1 F: TGCCAGCGTCTACGAAGTG (CCG),4 57.8 312
R: TGGGTTTGATGCGAGTGC 57.9

SUC-2 F: AAGAACTTGCCATTCATCAC (AG)s 522 278
R: GATAGGCTACTTTATTGGTCG 51.9

SUC-3 F: CCTATGTGACTCGGCAAC (GCGGGT)s 50.9 551
R: CCTCACTAAAGGGAACAAA 50.0

SuC-4 F: AGTGCGAAGCCCTTGTCTA (TGG)4 55.7 457
R: TGGAATCTGCGTGGAATAAC 55.9

SUC-5 F:GCGAAGATGAGAAGCGAATGA (GC)s 60.5 121
R: CAGCCTGAATGGCAAATGG 59.5

SUC-6 F: GTGTCACCACATCCCTCATT (TG)4 54.8 384
R: CTTCCAGCGACTCATCAACT 54.9

SUC-7 F: TGGGTGTATGCTTCCCTGTC (CT)ay 57.9 708
R: TCTTCTCGCTGGTATTGGTTT 56.9

SUC-8 F: AAGTTGGGTAACGCCAGGGT (AG)s 60.9 298
R: CGCAATCAAGAAGAAGGACGA 60.5

SUC-9 F: CCATTAGGGCAATAACTCA (AC)4 51.0 346
R: ACAGCCGTAAACAAGTAGAAT 51.6

SUC-10 F: TCATCTTCCTCATCACCTCC (TGG)s 54.1 346
R: GTCGTCTCGTGCGTATCG 54.9

SUC-11 F: TCAAAGGGACCTGTGACGAG (AAG), 58.0 422
R:ATGGGTGACGACAAAGTAAAGAA 58.5

SUC-12 F: CCTCCGCCACAGGGTAAT (CA)s 57.8 341
R: CATCCCTATGACTGACAACGC 57.9

SUC-13 F: TGGGTTTGATGCGAGTGCC (GGC), 62.3 314
R: GATGCCAGCGTCTACGAAGTG 60.7

SUC-14 F: CGTCCATTCGCCATTCAGG (AAC), 61.8 387
R: CCAAGGCACTCGCATCAAAC 61.3

SUC-15 F: CAATACGCAAACCGCCTC (GCG), 57.2 543
R: TCTGTTCACCTCAGCCTTCT 54.4

SUC-16 F: AATGGTGGTAGGCTGTTGTT (AAG); 54.5 253
R: TTCATCTGGTGCTGCGTC 55.1

SUC-17 F: TTATCATAGGGCAAGTCCA (TAT)4 51.0 330
R: TTAGATGTTGTGGACGAGTG 51.1

SUC-18 F: TACTGGCTGCCTCTGGTCAT (GCT)4 57.8 477
R: TCCGTTTACAATGTCTGATGCG 61.1

SUC-19 F: AATGTCACCGATTAGCACTTT (AT)3 54.4 220
R: ATTCAGATAATACTGCCCTCGT 55.4

SUC-20 F: CCAGGTTTCTCGTCACAGC (CA)s 55.8 469
R: GGCAAGTTCGGCATCATC 56.5

SUC-21 F: AAATGGCTTGTTTGTATCAC (AAG)s 50.2 316
R: GAGGTCAATCGGAGGAGA 51.9

SUC-22 F:GCGAACCCTAAGGACTGATA (GT),4 54.6 169
R:AGCGAAGAGCCGCACGAT 61.4

SUC-23 F: CCCTTAGTTCCTTCATCAGC (GAT),4 54.1 289
R: CGCCATTTACCACCAGAG 54.2

SUC-24 F: TACTGGCTGCCTCTGGTCAT (GCT)s 57.8 477
R: TCCGTTTACAATGTCTGATGCG 61.1

SUC-25 F: GAGCATCCACTCTATCGGTCT (GCA);s 55.8 567
R: GAGGCATCTGACGAGGGAG 57.4

SUC-26 F: GTTGACGAATCGGCGGTTGT (GAA)s 63 239
R: AGGTCCTGTCCTGCTGTGGC 62

SuUC-27 F: TTCCAACCTTCGTCATCGTC (AG)s 58.1 315
R: CCTCCCGTGTTTCGTCTTT 57.3

SUC-28 F: CTTGGTGTCTACTTCTTCTTTC (AG)s 50.7 145
R: CCTCACTAAAGGGAACAAA 50
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Construction of cDNA library and partial ESTs analysis of Strongylo-
centrotus intermedius

DING Jun , SUN Wei, CHANG Yaqing
Dalian Ocean University, Key Laboratory of Mariculture, Ministry of Agriculture, Dalian 116023,China

Abstract: Sea urchin(Strongylocentrotus intermedius) is a species of commercial and ecological significance, and
as a economic species, sea urchin has been demanded steadily in Europe and Southeastern area for a long time.
Recent studies focused on the development of its genomic resources, which is a key step towards further investi-
gation, identification of gene and gene networks involved in its economic characters. Efforts have been focused on
genes that can affect expression of important economic traits, such as growth and nutritional traits related genes. In
this study, a cDNA library of sea urchin has been constructed from gonad using Gubler-Hoffman cDNA library
technique. Total RNA was extracted from the grounded frozen powder of gonad tissue by using acid-guanidine-
phenol-chloroform (AGPC). Poly(A)" RNA was isolated and purified by oligo(dT),3 anchor primer containing
Not I site. Both ends of the newly generated and polished double-stranded (ds) cDNA were attached by EcoR
I adaptors and the dscDNA was then restricted by Not¢ I . The short cDNA (<400 bp) was removed by Spin Col-
umn. The library consisted of 2.10x10° PFU/mL colony forming units with average insert size of 1.4 kb, ranging
from 0.5 kb to 4.2 kb and was quantified to construct a cDNA library. Eight hundred and fourteen ESTs were com-
pared with sequences in GenBank database of NCBI using Blast search, among which 65 ESTs and cDNA clones
had been identified. These identified ESTs were submitted to GenBank with accession number of
G0O448010-G0O448016 and GR410172—-GR410229. The cDNA library provides rich source for better understand-
ing of functional genes in sea urchin, and thus will play an important role in further development of sea urchin
research.[Journal of Fishery Sciences of China,2011,18(1): 222—-229]
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