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28 SRR HPCRTZE M (Cyprinus carpio var. jian) K415 8 824N m B R NiR 45 & 8 145K (Fatty acid binding
protein 2, FABP2), ORFKJ&14°5399 bp, HIMLUE 492.2%, 43Jilic NjIFABP2a. jIFABP2b, FIBELfi1 (Danio rerio) FABP2 ORF e ==

RS 45 51488096 H190.5%. jIFABP2SIEH 44 SFABPSF K ILM M 5L, tha/ Mok i TR & T4k, 2afizbiipy gy 1 ICASHEREIIK
FHIRIKCIE 2 R B . ARG X 2 N FE R R 5E T 40 (1) LN FABP2JE IR, R f6 S (4 A OB BE T4 () 205 — 80, LM POk & mPCREE b MAIRIAIA
WK, jIFABP2a. 2b7Ea i (kW B i T BT JLPT 'BENE. OE. MRS HAB41ZY (P<0.01), A2a®ikic G b AR
(Hita, P<0.05) Bibk 3% (Mitn, P<0.01) BT-2b, (HAIABA LI 2bFeik imRlE, Kr2ak s Sk, 2005 %%, B Email Alert
i b8 R il i 2a M1 2bFE K 41, 7 2af2b L4y il ik #1240 FA4NSNP, 6 W&+ L. i HIPCR-RFLP & IljIFABP2a 44

F RSS

KB, AN S et BOME 2 AR B BB AR . RN G R84 R R R S R R, 45 RN AGGGCCXX
FIAGGGXXAT (KA T LEHARA AR 15%, IXPUIAREE N AL TTRE T T 9%, HABCKIIETT A0, T80 M ), g5k
.

¥ ATAEE
Kb, @ ARG A EA ANRE PRTRZ SN SNP-H T VAL
Abstract: Two replicate intestine fatty acid binding protein genes (jIFABP2a and jIFABP2b) were cloned from bR
Cyprinus carpio var. jian using PCR. Both ORFs were 399 bp in length sharing 92.2% similarity with each other, and P
b ;

88.0% and 90.5% with their counterpart in zebrafish, respectively. The gene structure of jIFABP2s was same as
other FABPs, which contained four exons and three introns. Sequences and lengths of introns between 2a and 2b.  } L%
were obviously different Phylogenetic tree displayed that two jIFABP2s corresponded to one zebrafish FABP2 which bR
matches the fact that the chromosome number of common carp was twice of zebrafish. Real time-PCR showed

that jIFABP2 genes mainly expressed in intestine and the expression level was very significantly higher than other

tissues such as brain, liver, muscle, kidney, and gonad (P<0.01). The expression level of jIFABP2a was significantly

(male, P<0.05) or very significantly (females, P<0.01) higher than 2b in intestine; and 2b was expressed slightly

higher than 2a in other tissues. It seemed that 2a expressed specifically in intestine, while 2b expressed

ubiquitously. Twelve and four SNP loci were found at jIFABP2a and 2b introns through comparison sequences from

8 individuals, respectively. Geno-types of 11-A15G, 11-A99G, 12-C487T, and 13-A27T on jIFABP2a were detected

using PCR-RFLP in selection population of C. carpio var. jian. The SNP genotypes and individual weight gain

correlation indicated that four SNPs were significantly (P<0.05 or P<0.01) associated with adult weight gain.

Diplotype analysis displayed that individuals with genotype AGGGCCXX or AGGGXXAT grew faster than other

individuals by 15%. The individuals with these two genotypes only occupied 9% in total selection populations,

indicating the presence of large selec-tion space. The 4 SNPs detected in this experiment can be used in C.

carpio var. Jian growth selection breeding plan.

Keywords: Cyprinus carpio var. jian, FABP2, tissue expression, single nucleotide polymorphisms

loci, SNP-weight gain association analysis
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