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Table 1 Primer sequence, corresponding PCR product
size and position
FE RN P A
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Primer . .
Size( bp)  position

P1: 5-AGCACCTTCAAGAACACAGAGA-3 Y59 ] H-FABP
2y )
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5-TGCTCTTTCGTAAACTCTTTTGC-3
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B 1 BI( 2 60 ng/ M) .
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Lane | = 6:Individual PCR product

M1 ®™H

PCR product of gallus H = FABP gene intron2
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Fig.3 Separation of 2kb PCR product of gallus H

FABP gene intron 2 following digestion with Hha ]
2.3.2 4% A-FABP JEHZ5 — 4 & 1 PCR M4 11
PCR-RFLP 737 75 BTl 1 5 4% JK& SR 2 4
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Table 2 Genotypes and allele frequencies of different alleles of Hha | - RFLPs of gallus - FABP

gene intron 2 and their corresponding fragment lengths

] J BN H PRI A - ERVE TSP ES
B Fragment Genotype frequence QLI P Allele frequence
Genotype length( bp) A5ty T Allele Abntahas  REREG

AA 386 .1668 0.610(192/315) 0.919( 216/ 235) A 0.792 0.953
BB 386 337 .1331 0.019(6/315) 0 B 0.170 0.013
cc 2054 0 0.009(2/235) C 0.038 0.034
AB 386 337 .1331 .1668 0.295(93/315) 0.021(5/235)
AC 386 .1668 2054 0.070(22/315) 0.047( 11/ 235)
BC 386 337 .1331 2054 0.006(2/315) 0. 004( 1/235)
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%3 HFABP EXEZE=NA&T Hinf | -RFLP & X E B & L1 5 F IR %R
Table 3 Genotypes and allele frequencies of different alleles of Hinf | - RFLPs of gallus A- FABP
gene intron 3 and their corresponding fragment lengths

_ F B AN e R RS _ VR APIES
UPNE] G f . LA Allele fr 8
Fragment enotype frequence Allel ele frequence
Genaotype N ele e
ype length( bp) e st 3 B R Aoy R
AA 584 318 258 221 .103 0. 77( 194/ 251) 0. 888(237/267) A 0.88 0.94
BB 479 318 258 221 .105 .103 0.02(5/251) 0.007(2/267) B 0.12 0. 06
AB 584 479 318 258 221 105 .103  0.21(52/251) 0. 105( 28/ 267)

#F= 4 4 PCR-RFLPs # Hardy Weinberg F & {8 75 B9 #8518
Table 4 Equilibrium analysis of Hardy- Weinberg for two PCR-RFLPs in H- FABP and A- FABP gene

S Fh Chrsquare’

Breed Hha 1 -RFLP
Jemeih s 2.2476 xg.0s(df= 2)=5.99
5 iy 15.3812" " xfoi(df= 2)=9.21

= % RRESWEBFE(P< 0.01)
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Fig.4  Sepamtion of 1,5kb PCR product of A - FABP
gene intron 3 following digestion with Hinf |

% x? Ky % £ W), A-FABP 3£ [X Hinf 1-PCR-
RFLP 751k 5T it K& A o 3575 5] Hardy- Weinberg
SR A (P> 0.05); H-FABP JE£ 5 Hha 1-PCR-
RFLP 7EAb 50 il 3 ik 3] Hardy- Weinberg “F-#iIR 25
(P> 0.05), 7ER MG f Ak -7 P< 0.01) .
2.4 MFEER

A% H-FABP 3 [K 55 — 9 75 1 2kb PCR 434 7~
WL MF, 5 Genebank O AR A T JE
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H-FABP JEH 55 40 7 PR =5 X Sk sg W) &,
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Chrsquare®
Hinf [ -RFLP

0. 0672
0. 6594

xdos(df= 1)= 3.84
xg.0i(df= 1) = 6.63

Value with®* #* differ significantly at P< 0.01.
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Ry, 8 77 Y B Sy @ O 221bp 479bp « 105bp
258bp 318bp \103bp 6 NN B M Hinf 1 /700 24
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RFLPs at Heart and Adipocyte Fatty Acid Binding Protein
Genes in Beijing Oil Chick and Aijiao Chick

YE Mamrhong, CAO Hong-he, WEN Jie, L1 Hong-bin, CHEN Jrlan, ZHAO Gur ping
( Institute of Animal Science, Chinese A cademy of Agricultural Science, 100094 Beijing )

Abstract: Specific primer was designed to amplify the second intron of H-FABP gene in Beijing Oil Chick accord-
ing to the conservative sequences of H-FABP genes from different species. We also designed another specific
primer to amplify the third intron of A-FABP gene in Beijing Oil Chick. Hha | , Hae Ill Hinf 1, BamH 1,
EcoR 1, Pst 1 ,Xmn | and Hind lllwere used to digest PCR products respectively. Two Polymerase Chain Re-
actiorr Restriction Fragment Length Polymorphisms( PCR-RFLPs) were found, polymorphic Hha 1 site in H-
FABP and polymorphic Hinf 1 site in A-FABP.

Key words: H-FABP gene; A-FABP gene; PCR-RFLP; Chick



