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Tab.1 Characterization of the EST-based microsatellite markers in P. olivaceus

ERE B2S  EW BIFRI(S -3") T (el o H. Pvalue ZEE
PO-1  GT29367 II2 g‘: ’égé‘;g‘éégf:g:%ﬁgﬁfw (AC); 2(110~123) 65 1  0.51 0 0.375
PO-2  GI229368 APOCI f{‘: ?ﬂ&%ﬁ%ﬁ:ﬁc"c AATCA (TA)y 2 (201~217) 58 0.21 0.49 0.001 0.3666
PO-3  GT29369 ADIPOQ g‘: 2’22@%%%&:?&? (CTG)s 2 (404~527) 58 1 0.51 0 0.375
PO-4 GT229370 unknown f{‘: %ﬁgﬁﬁgﬁﬁfgﬁ (GT), 5(160~201) 59 1  0.77 0 0.7118
PO-5 GI29371 BOLA2 g‘: gﬁgﬁﬁﬁ%ﬁ%ﬁ& 4, (A0 5(%0-147) 61 1 0.81 0 0.764
PO-6 GI229372 unknown f{‘: ?&ﬁ?&fggggﬁgﬁéﬁ%c Ef,’:c); 3(190~238) 63 1 0.63 0 0.550 7
PO-7  GT229373 MYOSA f{‘: gﬁg’ﬁgﬁ%mm (CAG), 2(180~190) 65 0.52 0.39 0.054 0.3093
PO-8  GT29374 DZIPI f{‘: éﬁgﬁ%c&%f&mﬁ:giﬁc (TCC)s 3 (110~123) 66 0.94 0.65 0 0.5667
PO-9  GT229375 NR4A2 f{‘: %%G%mmmg (GCA)y 2 (350~410) 66 1 0.51 0 0.375
PO-10 GT229376 PVALB g‘: gﬁﬁﬁ%ﬁgfggﬁf&“ (CMy  2(160~180) 64 1 0.51 0 0.375
PO-11 GT229377 unknown f{‘: gﬁiﬁ%ﬁ%ﬁfﬁﬁ%ﬁc (CAT); 2 (123~147) 65 0.49 0.38 0.077 0.298
PO-12 GT229378 unknown g‘: ﬁﬁﬁ{’éﬁﬁ%ﬁéﬁﬂ (AC)y 2 (217~309) 64 1 0.51 0 0.375
PO-13 GI229379 unknown f{‘: ?&%&iﬁ&ﬁxﬁc&m (GTT)y 3 (M1~217) 61 0.67 0.66 0.175 0.5682
PO-14 GT229380 unknown g‘: 2&2&%&&%&%&% E&;: 3(90~147) &4 0.9 0.67 0.005 0.5893
PO-15 GT229381 unknown g‘: ?ﬁ%ﬁggﬁ%ﬂ (CCG)p, 3(90~110) 65 0.19 0.5 0 0.514 1
PO-16 GT229382 unknown g‘: %Ggémﬁggccm (CTG)s 2 (160~180) 64 1 0.51 0 0.375
PO-17 GT229383 unknown f{‘: mié%m%ﬁgmcc (TGC)ys 6 (180~217) 63 1 0.83 0.061 0.7863
PO-18 GT29384 CLIP2 g‘: ﬁfmﬁ;ﬁw (CCT)y 2 (123~147) 64 0.33 0.30 0.404 0.3093
PO-19 GT29385 EIF4EBPI g‘: m%ﬁﬁ?éﬁ% (T6)y, 2 (180~201) 62 1 0.51 0 0.375
PO-20 GT229386 ATP2A3 f{‘: ggﬁ%?&%ﬁﬁﬁg’é? (AG);; 1 (>62) 6 0 0 - -
PO-21 GT229387 unknown f{‘ GOCTCTGGTCTIGAAGIGACTGTTG (CAz, 5 (160~238) 62 0.82 0.67 0.001 0.5895

: TCCCATGAGCATCACAGGCCATAAC

(CA) 10
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Tab.2 Microsatellite-containing ESTs in P. olivaceus

RES FHIERS HEAZ BLERFS) HMOEME
SFU-PO-DEV0278 GT229367 DNA-binding protein inhibitor (ID2) (AC), 3'.UTR
SFU-PO-DEV0051 GT229368 apolipoprotein C-1 (APOCI) (TA), 3'.UTR
SFU-PO-DEV0086 GT229369 Clq-like adipose specific protein (ADIPOQ) (CTG), coding region
SFU-PO-DEV0733 GT229370 unknown (GT),, unknown
SFU-PO-DEV0002 GT229371 BolA-like protein 2 ( BOLA2) (AC) 3'.UTR
SFU-PO-DEV0524 GT229372  unknown (CA)yy, (TIC);  unknown
SFU-PO-DEV0364 GT229373 MyoS5a protein ( MYO5A) (CAG), 5'-UTR
SFU-PO-DEV0800 GT229374 Iguana/Dzipl (DZIPI) (TCC), coding region
SFU-PO-DEV0802 GT229375 putative Nur77 downstream protein 2 variant 1 (NR4A2) (GCA), coding region
SFU-PO-DEV0808 GT229376 Parvalbumin ( PVALB) (CT) 4 3'.UTR
SFU-PO-DEV0379 GT229377 unknown (CAT), unknown
SFU-PO-DEV0391 GT229378 unknown (AC) 4 unknown
SFU-PO-DEV0399 GT229379 unknown (GTT)4 unknown
SFU-PO-DEV0515 GT229380  unknown (CA)ss, (CA)y, unknown

(GAG),
SFU-PO-DEV0604 GT229381 unknown (CCG), unknown
SFU-PO-DEV0283 GT229382 hypothetical protein LOC360478 (CTG), coding region
SFU-PO-DEV0631 GT229383 unknown (TGC) 4 unknown
SFU-PO-DEV0166 61229384 Effe]r)lgiﬂ' ZSEHSZ;’;; CAP-GLY domain containing (copy, 5'_UTR
SFU-PO-DEV0198 CT229385 lliu(k%tz;;aln)slahon initiation factor 4E-binding protein (TG)., S_UTR
SFU-PO-DEV(0948 GT229386 sarcoendoplasmic reticulum calcium ATPase (ATP2A3) (AG) 5 3’-UTR
SFU-PO-DEV0643 GT229387 unknown (CA)4y, (CA) unknown
SFU-PO-DEV0216 CT229388 i’IF{’I]‘;‘J];Il()];l‘)ED novel FERM domain containing protein (CA), S_UTR
SFU-PO-DEV0405 GT229389 diablo-like protein (AT),, 5'-UTR
SFU-PO-DEV0533 GT229390 Unknown (AT)g unknown
SFU-PO-DEV0634 GT229391 Unknown (AT) 4 unknown
SFU-PO-DEV0736 GT229392 Unknown (AG)g unknown
SFU-PO-DEV0016 GT229393 Unknown (GT)4 unknown
SFU-PO-DEV0402 GT229394 Unknown (TG), unknown
SFU-PO-DEV0566 GT229395 Unknown (GT)g unknown
SFU-PO-DEV0680 GT229396 Nucleolar protein 12 ( NOL12) (GT)4 5'-UTR
SFU-PO-DEV0694 GT229397 Unknown (GT)4 unknown
SFU-PO-DEV0520 GT229398 Unknown (AC), unknown
SFU-PO-DEV0641 GT229399 Unknown (AC), unknown
SFU-PO-DEV0655 GT229400 Unknown (AC), unknown
SFU-PO-DEV0535 GT229401 Unknown (TC) 5 unknown
SFU-PO-DEV0511 GT229402 Unknown (CT), unknown
SFU-PO-DEV0705 GT229403 PREDICTED; similar to tribbles homolog 1 ( TRIBI) (CT)g 3'.UTR
SFU-PO-DEV0755 GT229404 PREDICTED; hypothetical protein (TC) 4 3'.UTR
SFU-PO-DEV0508 GT229405 Unknown (ACA), unknown
Pitui tumor-transforming gene 1 protein-interactin, . i

SFU-PO-DEV0665 GT229406 pmte;’yprecumr (PTTCI 115) & P g (GCA), coding region
SFU-PO-DEV0677 GT229407 toxin-1 (7TSSTI) (CTG), coding region
SFU-PO-DEV0627 GT229408 Unknown (AGAT),, unknown
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Characterization of polymorphic type I microsatellite from cDNA library in
premetamorphosing Paralichthys olivaceus

XING Ju-bin, XIE Cai-xia, ZHANG Yi-fei, BAO Bao-long
(The Key Laboratory of Exploration and Utilization of Aquatic Genetic Resources, Shanghai Ocean University, Ministry of
Education, Shanghai 201306, China)

Abstract ; Oliver flounder, Paralichihys olivaceus , is not only a model animal for fish metamorphosis, but also
an important cultured species in China. In this study, 42 unique expressed series tags (ESTs) containing 46
microsatellites were found from the ¢cDNA library of premetamorphosing flounder. Twenty-one microsatellite
loci were tested in 30 individuals in the breeding population of P. olivaceus and 20 among them had
polymorphism. The number of detected alleles varied from two to six, while the number of observed
heterozygosity varied from 0.06 to 1. 00, and the expected heterozygosity ranged from 0. 059 7 to 0. 825 2.
The average of polymorphism information content ( PIC) is 0. 4575. The results indicate that these
microsatellite loci will be useful for linkage map construction and marker-assisted-selection program of P.
olivaceus. Three microsatellite loci with trinucleotide repeats buried in the coding region of genes were found
to have polymorphism, which might be related to the gene function.

Key words: Paralichthys olivaceus ; type I microsatellite; Expressed Series Tags ( ESTs) ; ¢cDNA library



