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Abstract; [Objective] Heart fatty acid-binding protein(H-FABP) and adipocyte fatty acid-binding pro-
tein and (A-FABP)gene expression of different tissues were analysed in Qingyuan patridge chicken at dif-
ferent ages. The study will establish a basis for clarifying H-FABP and A-FABP gene expression mecha-
nism in IMF and abdomen fat deposition. [Method) The primers were designed according to the sequences
of H-FABP,A-FABP and GAPDH gene. The ¢-DNA fragment amplified from leg muscle, breast muscle,
cardiac muscle,liver and abdominal fat was used as a standard template; H-FABP and A-FABP gene ex-
pression was detected using SYBR Green I real-time fluorescent quantification PCR. The relative expres-
sion in H-FABP, A-FABP gene was detected using real time quantitative RT-PCR in Qingyuan patridge

chicken. [Result] Melting curve analysis showed a single peak of the genes. IMF content in breast muscle
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and leg muscle of Qingyuan partridge on 120 d was higher than that of 56 d. However, the relative H-FABP
mRNA level in these tissues was significantly lower than that of Qingyuan partridge on 56 d. The relative
H-FABP mRNA level in Cardiac muscle was significantly higher than that of breast muscle and leg muscle.
The relative A-FABP mRNA levels of abdomen fat and liver were significantly higher than that of the oth-
er tissues(P<C0. 05). The relative A-FABP mRNA level in abdomen fat was higher than that in liver. H-
FABP mRNA expression level was significantly postive to IMF contents. A-FABP mRNA expression level
was significantly negative to abdomen fat and liver. [Conclusion] H-FABP gene mRNA was expressed in
IMF of different muscle tissues. Moreover, the relative H-FABP mRNA level was much higher in Cardiac
muscle. H-FABP mRNA expression level was significantly positive to IMF. Furthermore, it had negative
effect on IMF content. A-FABP gene mRNA was expressed in abdomen fat and liver. Moreover, the relative
A-FABP mRNA levels in abdominal fat was higher. A-FABP mRNA expression level was significantly neg-
ative to abdominal fat. A-FABP mRNA expression level had a significantly positive effect on abdominal fat
rate.
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HLUK AT I, F U AMLV S % 55 K 50 & 0%
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20 pL: 4 RNA 2 pL,Oligo dT s 1 pL, AMV J7 4%
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mmol/L dNTP Mix 2 pL,5 X RT Buffer 4 L,
DEPC 7k 9 pL. R#F5M4H:42 C 30 min,99 C
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KR 199 bp; A-FABP %K F#5I 9.5~ TGT
GGGGTTTGCTA-3', Fiea 4.5 - TAGGGAAAT
GACATTCAAAGT-3", Fi i 4" 5 7= ¥y K ¥ 189 bp;
FH X MKW GAPDH L 51 4. 5'-ATGGCATC-
CAAGGAGTGA-3". F i 3l #. 5'-GGGAGA-
CAGAAGGGAACAG-3' . Bl P B =W Ky 141
bp, FIYIH AP HOR A BR2S A A .
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Fig. 1 Agrose gel eletrophoretic analysis of RNA
M. Marker;1—6. RNA of breast muscle
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S BRI B — 08 HEBR TR BT 1) R AR R AR R
Pyxt 48 SR w5 )  [5) UE BT 5 L YA AR AT R
PE,PCR | I 55 445 8 7 B f i ik . H-FABP,A-
FABP.GAPDH 3 [A (1% Fill f# 15 B 43 51k 83.9,78. 2,
85.5 C, FHPEXT BTCY W) .
2.3 FHIZRRISKIAL.BRALAY IMF & 2 fIRE RS =

56,120 d 15 T RS Jig UL AT BE ALY IMF & 2 &
JERRR LR 1, M 1 Al UL, 120 d 3% 3 J§R XS i L
BRALEY IMF & & K AR R B #F & T 56 d(P<
0.05),
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IMF & B R &

Table 1 IMF of leg muscle,breast muscle and abdomen fat
ratio in Qingyuan partridge on 56 and 120 d =~ %

i H Item 56 d 120 d

BEAL IME

IMF content in leg muscle
fiig L IMF

IMF content in chest muscle
M 5 % Ratio of abomen fat

0.674+0.131 a 0.821£0.168 b

0.535£0.061 ¢ 0.643£0.063 d

1.12840.012 ¢ 2.41440.019 f

0« [FAT B 5 bR AN [F) /NG 3 3RoR 26 57 1835 (P<<0..05)
Note: The different lowercase indicates significant difference

(P<C0.05).
2.4 IR H-FABP #1 A-FABP & E mRNA
ERRBHR . FAREALFHERRIE
15 VL RR XS H-FABP #il A-FABP 3 mRNA 7E
ANE H S ORI 22 7 R R WL 2,
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Fig. 2 Melting curve of H-FABP and GAPDH gene
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Fig.3 Melting curve of A-FABP and GAPDH gene
2 2 w0, [7— H &, H-FABP mRNA 78 g FEE LAY 22 53 Rk i W & T 56 d. [l —H k. A-
UL BRI A i 258 1 25 /oA B 25 RO L R G i FABP B mRNA FfEE IR rh py ik & B & & T
3 T B UL RD R UL, FE IR AR 5 E R OR R A JUE o 1717 A2 Co JUL S B JUL R UL o 2 AN 356 5120 d B, H:
120 d i R3S H-FABP B[ mRNA 7E.0 UL ML 616 i R BIE A9 3R 54 & B 35 56 d.
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x 2 HIZHKXE H-FABP #1 A-FABP EE mRNA WERRIEE
Table 2 Relative variation of H-FABP and A-FABP in different tissues of Qingyuan partridge

W H 56 d

Item WL Chest muscle L L Chest muscle iR AL Leg muscle g Abdomen fat HFHE Liver
H-FABP 0.15140.011 ¢ 0.40840.010 d 0.16140.014 ¢ 0. 000 0. 000
A-FABP 0. 000 0. 000 0. 000 13.45140. 831 e 9.85940. 453 f

i H 120 d

Item WL Chest muscle L Chest muscle Bl Leg muscle Mg Abdomen fat JIFIE Liver
H-FABP 0.17540.0102 a 0.48340.001 b 0.18640.021 a 0. 000 0. 000
A-FABP 0. 000 0. 000 0. 000 18.21140. 531 g 14.52340.489 h

VE ORI AR [N 8 9 R 2% 5 B3 (P<<0. 05).,

Note:; The different lowercase indicate different significantly(P<Z0. 05).

2.5 BIEME H-FABP,A-FABP £ HE mRNA @
ERRIEES IMF SEMEEERNBEXES

#r
W RRAS H-FABP,A-FABP % mRNA f#2%
SFiLEE IMFE & & fE B 238 09 80 ¢ Mo B 45 21
W23, M 30 0, H-FABP 3 H mRNA (1) 2 &

FeR a5 ML BR AL IME 55 5543 ) 52 5 3% RN g %
IEAR S AR SE R B B A 0,509 F 0. 583, 5 | g %
ANHK s A-FABP J: ] mRNA ()22 5 3k 5 515 15
S 3 UM G AT R Bk — 0. 574, 55 g UL A i
WL IMF & & A AHC,

R 3 FEHKB H-FABP.A-FABPEE mRNA R ERRIZEZEES IMF S EMERBERHBEXES T

Table 3

Correlation between H-FABP, A-FABP gene mRNA expression and IMF content,

abdomen fat in Qingyuan partridge

miH H-FABP 3K mRNA A-FABP 3K mRNA
Item H-FABP gene mRNA A-FABP gene mRNA
& L IMF % 5 IMF content in chest muscle 0.509" —
BR AL IMF & 42 IMF content in leg muscle 0.583* —
6 5 % Ratio of abdomen fat — —0.574**
T RO BE A (P<C0.05) 5 * KRR R 3 A SC (P<<0. 01)
Note: * Indicates significant correlation; * * Indicates extreme significant correlation.
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Bl R R T IR AR R M 45 S WUE DNA T 5 1™
A AR B S AU RT 38 S fl R T 2 A BT ok X R SR S
EHe A5 5 508 Bt R S n 5 1 L BR AR
FESPEY B RS2 ARG T A B A ml i it 4R 0 A
B, LB TH 09 51 90 A IR 4F 19 5 5 4 PCR B
ARG RN T AR P POt E B ER
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8 T ## G H-FABP 3 H mRNA iR R LB S
Mg WLAIBR L IMF & & 2 B3 EA G, HRKHEE T
Fa# B 120 d BfFRiha HAA 0.175~0. 483, HY
f&F 0.5, 9607 H-FABP R[5 & IMF & &A1Y F i3
S8

A-FABP B K mRNA 7£ .0 JILFD g L ¥R &
Ik, AE B D 4 R b R Gk, HOE AR o R
K A-FABP 3£ mRNA FE iR 05 40 g v v
Feak R UITE NG 7 40 A 1) o3 Ak B2 b PR BE S A G AR
KA DL & A-FABP 0% M 09 & & s, T A-
FABP 1 ¥ b 3k 1Y 22 5 0] L 52 il Jig 197 1R 1) 45 L 5
B BT . A-FABP 1] LLE 35 8 15 8 i A 3
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XF I v DL SR A s i I R R B A 2
S S {of A SR S IO I I o A R T RE . AR A
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WA X 50 N MR o8 45 3 — 80, R
H % B34 T I BRXG I IR 2 A ¥ . A-FABP
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5 38 &

J:H mRNA iR EB 2P FAEH, RikER
9.859~18. 211, i Bl A-FABP 2 X 2 B 5 41 g 3%
iKY B R R, B2 E S H A-FABP £ mR-
NA Fih 55 105 % 2 80 3 0 OC, X T g8 2
Shy Wi 2 A (R 38 B 9 08 DT AR B B X A-FABP =
AT HRHTPE L 38 A k2 # Gk A A-FABP fE HI 3
JITRE R (g O, L AT 68 X I 1 2 3k e ) T AR 4 1Y
THEIER,

R 2 WF 5¢ B2 SCHR % B4l 18 . A-FABP & 52 Wil
IMF & i () 468 35 3L A T AR F 5% 303 o 08 50 1
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JENF A h Rk, HEM IR M ERE, AIRZH
A AFF 5 3 0 IE 2 Tk — 00 T R A
FABP &g i DORR 9 = 24k B I L i A J2 IMF &
DS R v S

AR FEAL NI S K- AR T AN [R) % 3 322 iR XS
H-FABP,A-FABP %[ mRNA ik %} IMF Fl g
iR AN A (1B N S i Sl e i a1 & <
W — 2R B Y B B R AR A, DB SR OK O
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