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F8E  F-box HE [ (F-box proteins) ZAFAE T EAZAEY, FHHMAAZ, ThEEZHE. FBXO EA&L—H Culi A RaRELT
%l(leucine-rich repeats, LRRs)F1 WD & /3 51(WD repeats) ] F-box 2 (4. AHFFTFIH PCR F5g B I 3 1 5 125 XS 658 i s
HLRAF — MR A K G DX )74 (coding sequence, CDS), JFHIHT RN, 1ZITHIER FBXO3S [F— ANk, AWFI0K
a4 X FBX038 H: Kl # 3 A 1(gallus gallus FBX(038 transcript variant 1, gFBX(038t1). Real-time reverse transcriptase-PCR
AHTEIR, gFBX038i] |2 RIET WA Z R A2, Joep B, |0 AU e 15 41 2 rh 3Rk K dgem. HE— 25 40 i R,
gFBX 0381 TE i LN &R 1~ 12 JAl e A3 I 36 I 10y 20 30h A3 ek, JF ELAE 3 R 4 J e I, A1 TE A 3% J1EE 38 M1 U5 4 2R

gFBX 0381 MFRIEKF 2 2T IR AR (P < 0.05), L4 I ) 25 W9 & (8] 04T 12 25 22 J3:(P > 0.05). £ 39 {1 I8 i 40 M2 (stromal-
vascular cells, SVYiF F/MULTREY, gFBX038:1 WS RGN0 f /i 230 N B, Iksh, gFBX038:1 1ERT G4
JH (2 ik R W i v T IR I 4N (fat cells, FC; P<0.05), WE7R gFBX038t] W HEA2NS g i 4L i) S 4 R 7. s
MR, WRIE gFBX038t1 ] CCAAT M5 T 45 4 5 4 a(CCAAT/enhancer-binding protein o, C/EBPw). R R
fii(lipoprotein lipase, LPL). HRWiTR % ki (fatty acid synthase, FASN)FIHGII R 454 25 1 4(fatty acid-binding protein 4, FA BP4)
SRR 3 TGP < 0.05), WI—MNMERRT gFBX038t1 5139 e Wi AR s B A MGIER . R REX KLF7 F
gFBX 0381 FFANRE 10 3 15 3R IE gFBX 03811 3% LPL. FASN F FABP4 3R g 3 73 ME i 4E . B 7% gFBXO38t1 %t
XL PR AN 8 A AR TS 5 S R KLF7. ARBIFFT 3 — 20 WF 00 IR 107 40 Bl 4316 0 FBXO38 1/ E )5 T e e it 5%

EHEE F-box BB, KLF7, X, JEIWIHZ, Hatims

ZR9ES Q75 R3, S8

F-box £ 1 (F-box proteins) % Ji& i 01 )" 12 474
TEERE, BIRTr ey i, A AR T30
LAY, HEHRE R N 5 &1 —BoRy
FH 40~ 50 A2 3 R 21 B ¥ F-box A5 )3 (motif) .
F-box 171544 141 M J8 1485 11 F(cyclin F), F-box
PP e A R I eyclin F 5 SKP1 )8 1 BAEP.
F-box % FI{EIZ 213 1) A 11 T B A e e b ok e
AR, 5 SKP1. Cullin 82 1 411 SCF
(SKP1-Cullin-F-box protein)Js E3, M/~ 38 [
Pz #ZA R, Harri R g R 2or, HAA—5
43 F-box & (/&ML B ik SCF & &4k 7, 5l
R E Uz B A R BB ARY, AR F-box
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RN, A TIORE 5 S A
FIHETA L, CEKIT 68 F N F-box
FIAT 74 Bl B F-box 25 AP, F-box B AR T HA
N Ui PR 57 ¥ F-box 574k, C il A7 AE — L8 L5
WA EAR R DIAHOCI R 51, 1K g 450y
T F-box & 1 5 WIFE e OB, i C i —
RARIIAIE], F-box £ KK LA4r A 3 MK
W, EDE K FBXL. W5 % FBXW Al 5 ik
FBXOP. W 5k FBXL J&#8 C i & & e A IR E
J¥ %1 (leucine-rich repeats, LRRs) ] F-box 4% [10';
WK % FBXW 245 C %ig &% WD & /7 41 (WD
repeats) 1) F-box £ [11¥; W7 5K % FBXO 4 71 [
“O” 2P “other(HiAh)” MIH F LIS, XA
FIGRAFE T A C g A AT F Ik 1 b 25 /I RRAE 11
F-box #RP. HHT, 7EMiFLahPik LRI 37 #
FBXO % 1. #R1fi F-box & [/ 5K 43 KA
— AR, Bl R 1B R SRR 23 A T R IR R
J&, RZ LRI N E T FBXO WK & (1 1E %
Wi T HT V25 1) FBXL B8 FBXW V5 1.

FBXO038 & FBXO & [ K& M — Nl b, X
LB oT 45 B 7R, FBXO38 8 /2 #h sk 1
KLF7 ) 46 B 303 7, Dok S g i MoKA
(modulator of KLF7 activity)®. /) fi{ FBXO38 il ik
F-box 157 5 KLF7 £ [ (1) 5 % 1R For % 45+ 3 (58
59 ~ 119 4 54 3 W ik 2k 2 1)) e A2 85 1 B4
FBXO038 & [ sk K KLF7 454 5, FEA51E
kAT KLFT7 (2 %4k, ATER SCF AR &
fA®, FBXO38 il id £ il KLF7-FBXO038 & [ & & 14
REEH, eMHASHZNHZES T
(nuclear export signals, NES) fl #% & 47 {5 5 /3 %
(nuclear localization sequence, NLS)i % KLF7 7£ 4
I A R i 5T 0 A8 P A, O I R A SR D
KLF7 X6} HARIE R (G p 217 FEPR) IR % s 73 4 A,
WMt RS, {7 T /N FBXO38 £ 1 NES
FINLS 2 [6] [R5 473~ 766 o @ FLIR ik Ik i — AN
SO A SR, FBXO38 & B i i 45 My
FERE WO AE ML B H ok, mok R
FBXO38 #1547 DNA i &5, 0 FBXO38
P = 111111 PSR

AR FLBIY) FBX038 W ThEE LA T — L84k
1, A2 HENE %A %2 FBX038 MW FIRIE. A
AIF 50 ARG TG 350 T 10 21 2R b v B A B T — AN XS
FBX038 5% A, #H A4 A0 FBX038 ¥k A 1

(gallus gallus FBX (38 transcript variant 1, gFBX038t1),
T T gFBX038t1 11 XS AN [ 41 23 1) R TA 45
TRNAE RS IR G 7 A1 2% & I A2 rh i ik A
BEAh, BT T XS FBX038t] HAhit ik LK 538
KLF7 [R)IN 1 338068 224> g 107 41 2R & FHARI AR O
FERUR B s T se . AU HE— D g
i 40 M 43 AR FBX 038 A4 2 ThRE TR it 2 2%

1 M5

1.1 ##y

R AR AC ARV K 2% P e« AR IR R ) 3 £ &
(Northeast
divergently selected for abdominal fat content,
NEAUHLF) 14 A48 2~ 10 J# P38 (A %8 3L 114
H, R aHEE IR 60 H, (RIEXS 54 J)FIZ K
8 IN(Arbor Acre, AA)12 H S PIAFXS Ay 5244 k]
NEAUHLF #A& QAR BTATLATT R IE A T
PEAN A i, 2l 14 MR e, 7 AR
NEAUHLF AR, 5 I5 5 A 516 2 2 (0 &
RIS 4.45 £
1.2 A&
1.2 HZ8UREE. A 1~12 JHE, &I, IR0
RN 3~6 K. JBFGBEIEHEDI AL, &
7 ARSI, JESE S RN SCEI . R, .
M. MWL BEWL. OE. B B BRI IRE.
LB A AR, R A S A
AR, ARG EAFE1-80°C UKAH.
122 MSHTAEM A MR 7R, M 12 HiEs AA R
L e Wi h 4 (3~5 g), PBSEVE 2 )H, H
2 o/L I T AR s A (Sigma A 1) 37°C W44 1 h,
B 10 min - FEUENRA) —X. REIEHAE A
LUK YGE L 100 wm K1 600 wm [RIUE R, B2k
THAL I A R, AR IS I8 5 I AL A A, 200 g
B0 10 min. IR EJZ R I ZRRPIRN 4 3 i A IR 7
i ffu(fat cell, FC), ZJasZ: L2k, T)241M
FRHRZ IS 2140 M 24 b #5200 g 2540 10 min,
SRAF A HT MG 7 40 B2 (stromal-vascular cells, SV). 4}
35 1100 I 7 40 A 8% % 2 DMEM/F12(Gibico 2y
] )+10%FBS(Gibico 2 F)+1% K(penicillin-streptomycin
solution; Sigma A &) )&VF, LA 1x10° 40 /em? $2
TR MBI, 72 37°C, 5%CO, 44T R IR
FRg I & 70%~90% (3~ 4 d) )&, JH Bl 1k,
B LA 1x10° 4000 /em? R0 %) 6 FLHL. 1595 12h
Jeis A KRLI 4 90%, BRI I 160 wmol/L il

Agricultural University broiler lines
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P2 I I 55 75 XY T IR0 40 ML AT 234k

1.2.3 5 RNA $2 HUR 865k, B RNA $2 A
H Invitrogen A & [ Trizol i 71 #% F& # 1F Ui B 5¢
. S 5% (reverse transcriptase, RT)LL Oligo(dT)
J51%), FIH Promega /2 W] ) ImProm- II reverse
transcriptase Kit 5¢ /.

1.2.4 X% FBXO38t] Yol SRR, Lo, IR
F Mg i 41 U0 & cDNA i BE AR PCR ¥
gFBX038t1 4= K % 14 X J7 41 (coding sequence,
CDS), 51915 B PCR A W3 1. PCR 40|
W Zlifk 5 3% $% 5] pMD-18T # /& | (TaKaRa 23 7)),

AL KA R DHS o B2 28N, S MUsOR g 1) %
SE IR, AT (e REED). PP IEw e, A
FH 51490 PR iy FRT DA R (EcoR T 1 Xho T YK H I Fv
B vl 3 pCMV-HA 244 (Clontech A #]) I, 1
## pCMV-HA-gFBX 0381 JiUk:.  AHFFT I 1) oA
LKL AL 45 . pCMV-myc-gKLF7. pGL3-basic-
gC/EBPa(-1863/+332). pGL3-basic-gFA SN(-1096/+160)+
pGL3-basic-gLPL (-1914/+66)#1 pGL3-basic-gFA BP4
(=1996/+22) F AR ALAR NV K27 Bl ) 531 ib A% S 56 2 1l
IR,

Table 1 Primers and PCR conditions for chicken FBX038t1 clone

Reference Length T

Gene . Site Cycle Primers (5'~3")
sequence (bp) ()
gFBX038t1  XM_414482 1650 61.5 18 35 CAGAATTCCGATGGGTCCCAGGCGGAAAAATG
1667 CGCTCGAGTCACAAAGACCAGAGATTACCCTC

1.2.5 XGRS AF 44 il R(DF) 185 5%. DFLAA A
B 9% K 98 42 15 97 3£ (DMEM/F12 +10%FBS), 1E
37°C, 5% CO, 4 FREATHIR.

1.2.6 & & RT-PCR. Real-time PCR #JH] SYBR
Premix Ex Taq (Takara 2 #] ) #1 ABI Prism 7500
sequence detection system (Applied Biosystems 2 #])
SERG, RNCRAT 20 wl AR &R, ROV AR RAEUK E
B, RRGFE: cDNA2 ul. 2xSYBR Premix Ex Taq
10 wl. PCR Forward(Reverse) Primer(10 pmol/L) %
0.4 pl. 50 x Rox Reference Dyell 0.4 wl. A zE/K

6.8 wls [N ZAFA 95°C FiARME 55, 1 J5 HEAT 40
A, BEMEIREEE 95T 55 f1 60C 34s. 40
AN I 58 5 JEAT @l i 2% (dissociation curves) £
W, gFBX038:1 M gFBX038:2 Y- i& & RT-PCR %
N4 AE Ky 94°C AR ME 7 min, 11 5 #EAT 33 MG
W, BEAMEFLEE 94T 30, 53.6°C 30s Al 72°C
30s. B-ACTIN -5 i RT-PCR L JW: 94°C Fi ik
7 min, i J58EAT 25 MR, BANEHRAEE 94°C
30 s, 56°C 30 s A1 72°C 30 s. Real-time PCR F13f
JE B RT-PCR T 215 [ 907F W34k 2.

Table 2 Primers used for RT-qPCR

Gene Sequence ID Site Primer (5'~ 3") Product (bp)
gFBX038t1 XM 414482 1596 AATGAGCTGCGGCAGGATG 88
1683 TGACTGCCAATAACGTTCACAAAGA
gFBX038:2 XM_003642051 2078 GATGTTCATACACGCTAC 158
3091 TGATACGGTTTCTTTCT
B-ACTIN NM_205518 865 TCTTGGGTATGGAGTCCTG 331
1195 TAGAAGCATTTGCGGTGG
GAPDH NM_204305 227 CTGTCAAGGCTGAGAACG 185
411 GATAACACGCTTAGCACCA

1.2.7 Western-blot. 7E 6 fL AR £ 7% () DF1 41 Jfil
H o e Y 2 pg 1) pCMV-HA-gFBX 038t1 5K «
pCMV-myc-gKLF7 Jit ki , L K& pCMV-HA Fl

pCMV-myc FURL MR 5P (empty vector, BV, PFf
FORLE 1 we)i5 9% 48 h Jo, FE 2GR, ZWTH
PBS ¥t 3 R4, 4 IARESL 0.15 ml (50 A 40 )2
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R (RIPA ZEotl), BT UK b, BERY), 1F
15 min 24AE40 M, RECRUE, HTF 040 i
B ) T 3G 7L — 0, FHAS 2SR 40 i AR i
WF A 1.5 ml B0 H. 10000 g4°C B0 10 min,
VS R 0 SR . BN R R AR 40 g,
TN GEARFRI) 2% ARG v il 5 20 AR IR &
100C fi#4 5 min {25 (B BTRE SR YE. 2 JEREANE
PE & (L FE & EL 10 pl, A BIO-RAD 72 # 1)
Mini-PROTEAN3 HL ik &4 1T SDS-PAGE. Hijk
25, KM BIO-RAD A ][] Mini Trans-Blot &
Gl A TORE i PAGE 8 6B 45 Tl e £ 4 3%
B & AT 5% B0 L) PBST (75 0.05% i 1)
PBS)H IR 4T 4k 22 M s P11 1 he ARJE Ve 2 |
() 35 AT, K MR B 7 & A — PG XY GAPDH
BARPINAE S RAT: 11005 FIE myc br

ZE P EL R IUE HA b2 2 P1H H Clontech 23 7] :
11 200)[f) PBST ¥, & T /KRR EEifEH
1h. I PBST Bt 3 IR, %FK 5 min, SRJ5H4 567
[Egi ot QIE 7N AIIE 7RIS E-SRUN/N
Al: 1:5000)1 PBST @i, &HTKVPREIR L=
W9 E 1 h. I PBST ¥EME 3 ¥k, &K 5Smin, ZJ5
HATH L ECLGEE & R AT A1,

1.2.8 AL g, 4iiE %K H 2 K FuGENE HD
e PR A IR U B P R A 5

1.2.9  DICERBHE AN, £ 12 fLHES % DF1 41
M ZR P AT, REALAN MR L 1 wg OB, REALAH
MU QAR RN 3, 4 Y45 48 h, [Dficdiffe, H
Dual-Luciferase Reporter Assay System (Promega A

YA RO 5 SR O M.

Table 3 Plasmid DNA transfection for per one well of cells

Promoter luciferase reporter plasmids” (E:ZI;Z;) gKLF7;f;]iizii;]p(:Z;:);gr ession
pGL3-basic-gC/EBPx (-1863/+332) 200 ng 10ng 800 ng
pGL3-basic-gFASN (-1096/+160) 400 ng 8 ng 600 ng
pGL3-basic-gl.PL (-1914/+66) 400 ng 20 ng 600 ng
pGL3-basic-gFABP4 (-1996/+22) 400 ng 20 ng 600 ng

Y pGL3-basic-gC/EBPa (-1863/+332): The reporter plasmid pGL3-basic (Promega, Madison, WI) containing the chicken C/EBPx
gene promoter (nucleotides 1863 to +332 relative to the start site of X66844.1); pGL3-basic-gFA SN (-1096/+160): The reporter

plasmid pGL3-basic (Promega) containing the chicken FASN gene promoter (nucleotides —1096 to +160 relative to the start site of
104485.1); pGL3-basic-gL.PL (-1914/+66): The reporter plasmid pGL3-basic (Promega) containing the chicken LPL gene promoter
(nucleotides —1914 to +66 relative to the start site of NM_205282.1); pGL3-basic-gFABP4 (-1996/+22): The reporter plasmid
pGL3-basic (Promega) containing the chicken FABP4 gene promoter (nucleotides —1996 to +22 relative to the start site of
AF432507.2). ? Included the plasmid of pCMV-myc-gKLF7, pPCMV-HA-gFBX(038t1, the plasmids mix of pPCMV-myc-gKLF7 and
pCMV-HA-gFBX038t1 (the mass ration of pCMV-myc-gKLF7 to pCMV-HA-gFBX038t1 was 1 . 1), and the plasmids mix of
pCMV-myc and pCMV-HA (the mass ration of pPCMV-myc to pPCMV-HA was also 1 . 1) was used as empty vector (EV).

1.2.10 J¥#153Hr. BLAST 2347 RH] NCBI ¥ 3 £
2 1. H (http://blast.ncbi.nlm.nih.gov/Blast.cgi); % /¥
F1) LE ) i Fl Vector NTI Advance 11 4144 Align X
(Invitrogen /A ); Blat 2} #7 Kl UCSC M 3 75 £k
T H (http://genome.ucsc.edu/cgi-bin/hgBlat?command =
start).

1211 H s 0. B geih 2> Hris il SAS 9.2
B (SAS Institute Inc), HHEk& KRN x = 5,
P A H s 22 T R B AR D XU AN TRE X Student's
t-test, P 41 LA L E 4 60 20 AR ) GLM. i 72 A
Duncan Z A4, P<0.05 #iA A% T BE. i
gFBX038t1 1EAN R LA RIRIB K22 540, SEAH

AR R T gFBX 03811 HIFE K-
Y=(gFBX038t1/gGA PDH)XN (1)

Hory IbsEAL)S 1 gFBX 03811 IR IEKF,

N CERE ARG GAPDH F1k /K109,

Y=u+T+L+e 2)
Y=u+A +L+e 3)
ANQ) KM gFBX03811 ik /K15 440
KR KR, @) H K »HIE N4 4
gFBX 03811 F3iE /K5 WM AR KR, Ly
1 gFBX038t1 WAL KN, w WA, T A
] 5 RS PRI 2R 2R A, A Ay I J80RE FR) P X ) e
LA T8 RN R S i R (s ARIEIE & 4R), e b
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2.1 8 FBX038t1 £KmIBX 7 bE

A Blast T.E7F NCBI Nucleotide %45 JFE £ %
5/NE FBX038(GenBank accession NM_134136) [i]
USRS cDNA FPA, KB PEAFAE 2% cDNA
JP8I 5 /N FBX 038 W ETRIE 2 12 RS FBX 038
(Gallus gallus FBX038-like) i Il cDNA J¥ %
(GenBank accession: XM 003642051, 4 060 bp) 14
i A8 3L K] LOC416151 (gallus gallus hypothetical
LOC416151) 7t ] cDNA J¥ 41 (GenBank accession:
XM_414482,2 155 bp). AJH UCSC Mk Blat 1.5
OIMT ARAEXSEE N B R, RIS AT TN
913 Tk, HXSEARIER LOC416151 Tl
cDNA J7 41| BT £E [t 5 [K 41 [X 35 (chromosome ="13",
7526570-7533408) 11 % {EXS FBX038 il cDNA J7
B BT AE 1) 355 IR 41 [X 5 (chromosome="13", 7524219-
7546884) 2 W, JFH H M Z NN E T e A5
(Kl 1a), IbAk, Blast 45 ik Wos 38 P {5 X Bk
PRI 2 X 3k A2 3% FBX 038 T 11 24 PR A X 35 (4] 1)
R IR BEAEIEN LOC416151 T cDNA 741 Flis
FBX038 Tl cDNA J¥5152 48 FBX038 [P/ ANF]
AT e A A THRIFGUT M, AT IR [ AR,
LOC416151 Tl cDNA J#%1(GenBank accession:
XM _414482)1i % A FBX 038 F: R # 56A 1(Gallus
gallus FBX038 transcript variant 1, gFBX038:1), *%
FBX038 Til Il ¢cDNA J¥ %1 (GenBank accession:
XM_003642051) i 44 4 %% FBX038 i N % 5% K 2
(gallus gallus FBX038 transcript variant 2, gFBX 038:2)
(Kl 1a). ABFFCBE T IX P M A mRNA £k
A P ERE 5 1), €5 RT-PCR 7R, fE 6 Al
7 OJE WS ARG I W A 2 gFBX 038t AN
gFBX03812 ¥ %15, FF H gFBX038:1 3R iIEK
VW T gFBX 03812 (P<0.01, K 2).

AL, EABUFAI T IR, gFBX038t] Tl
& M )7 51 (GenBank accession: XP 414482.2) fll
gFBX0382 il #& 1 /¥ 41 (GenBank accession:
XP_003642099.1) 5 T & 4 16 1 N FBX038 111 M
N S OK 8 A P 41 (human FBXO38 isoform a,
GenBank accession: NP_110420.3 F1 human FBXO38
isoform b, GenBank accession: NP_995308.1) UL 2 /)x
il FBXO38 %5 [1 J¥ %1 (GenBank accession:
NP _598897.2) [ itk ik 80% LA (&l 3). % T4

i A B SRR E, JF H/ Bl FBXO38 18
UL CEA T IR AT FikaEs . AR
% /N B FBXO38 & [ J¥ 4, Xf gFBXO38tl.
gFBXO038t2 AN FBX038 WP AN S AR gty 2 117
PNREAT T AEDGE Rz b, 8PR 8o, N FBX038
PR B SR AR 1) 2 i B R gFBX 03802 9t £ 11 1)
B /N B FBXO038 1 A 1 BT A Ty RE 45 4 38L,
Il gFBX038:1 %ifH 5 (A R A F-box 17 Hl 4 A~
H %15 5 )7 ¥ (nuclear export signals, NES), #Hit/b—
A SEHE (1) S BT 45 4 3 (transactivating domain) il
A3 3 A K% AL A 5 JF 41 (nuclear localization
sequence, NLS)( 3). #t—2D & A lgi M i &
W, gFBX038:2 Mt T4 N FBX038 sk
% 2 (human FBX038 transcript variant 2, GenBank
accession: NM_205836) (1) %4 i1 % [ J¥ 41 (human
FBXO38 isoform b, GenBank accession: NP_995308.1)
5 /N i FBXO38 # [1 ¥ %1 (GenBank accession:
NP_598897.2, B MoKA)7E&i#: FR e, Jf H.
oK B AR O Heilr (B 3). R/ FBXO38 2 1
JPAUMEL, N FBX038 (A% kA 1(human FBX038
transcript variant 1, GenBank accession: NM_030793)
g fith () 2% 4 ¢ 1) (human FBXO38 isoform a, GenBank
accession: NP_110420.3) 6 2K T 0 T~ s P 45 Fa 3a
HES — AN NLS Z[H] 1) 80 £ M2 LM (& 3). 1
gFBX 0381 TR 1 77 41 LG W Filt X\ FBXO38 % 5%
AHN B, FBXO38 [ 82 1 P A1 # %, JF HLBT Rk 2k
T2 C i EEZ I Re 45 (K 3). gFBX038t1
BAREANTIIK FBX 038 Hilfe sk AL, fHIN AR S5
WESE. NUESE gFBXO038t] +& 15 FLAFAE, AW
FR 4 7 41 XM 414482 [14E S Mt T — X 4 4
gFBX 03811 4= K 4 i X () 5% & 51 ¥ gFBX038t1-
FURL. XX 51900 B 19 gFBX038t1-F1 A& 1P
AN A A P RS EAR ) DR DI, T R |
Y) gFBX038I1-R1 W {i T gFBX038:1 (GenBank
accession: XM_414482)[14 47 )7 51 (Kl 1b). FIH
519 gFBX038:1-F1/R1, LARIXSIEIARNI 212 cDNA
AREREAT PCR, S HE B LUK (275, PCR 3K
13— 5KIER 1.6 kb /e R4 (B 1e), IR
[MRIE#E pMD-18T JE BEAT IR, 45 3 W3k A3 1
JFFIH 1 650 bp, 5 NCBI A# 2242 415 (¥ 09 i AR 3L
LOC416151 (GenBank accession: XM 414482) [t]
4= K CDS 741584 —E(DNA 75 AU 100%),
W AT 437 51 B2 358 GenBank %4 £ (GenBank
accession. JX290204).
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(2)

(b)

ZFBX038

|:XM_4 14482

XM_003642051

XM_003642051
XM_414482
Consensus

(1)
1)
(1)
1)

Chicken chrl13(+):
chrl3: 7524219-7546884

gFBX038t1

gFBX 03812

1 10

5

EcoR 1
CAGAATTOCGATGGGTCCCAGG

AATAACAGGGCGGCGCTGAGGGGCAGAAATCATTGCAAATIATGGGTCCCAGG

A G A A G AT GIC A AT AR CIGICCICICIAN G G|
CAGAAATCATTGCAAATIATGGGTCCCAGG

3 gFBX0O38t1-F1

(53)| CGGAAAAATG 70 80 90 104

XM_003642051 (53)|CGGAAAAATGITGAAACCATGCTCAGTGAACAGAGAAGGTTCTGAGTCTACCA
XM_414482 (30)|CGGAAAAATGITGAAACCATGCTCAGTGAACAGAGAAGGTTCTGAGTCTACCA
Consensus (53)|CGGAAAAATG[TGAAACCATGCTCAGTGAACAGAGAAGGTTCTGAGTCTACCA
Section 3
(105) 105 110 120 130 140 156

XM_003642051 (105) AAGCTGATGAGCCAAAAGATTACATGAACCAGCTCTCCCATGAAGTGCTTTG

XM_414482
Consensus
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Fig. 1 The schematic representation of the predicated gFBX038 transcripts (¢ and £2)
and primer design for cloning gFFBX038t1

(a) The schematic representation of the different predicted transcript variants of chicken FBX038. (b) The sequences and location of the chicken

FBX038t1 primers on the sequence of XM_414482. (c) Electrophoretic analysis of the PCR amplification of the full-length coding region of chicken
FBX038t1 gene. M: DNA marker; /: The PCR product of the full-length coding region of the chicken FBX038t1.
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Fig. 2 Expression characterization of gFBX038t1 and gFBX038¢2 in abdominal
fat tissues of broilers by Semi-Quantitative RT-PCR
(a) Semi-RT-PCR analysis of gFBX(038t1 and gFBX(038:2 in chicken abdominal fat tissues. Lane /~ 6 indicate the chicken abdominal fat tissues at 6
weeks of age; Lane 7~ ]2 indicate the chicken abdominal fat tissues at 7 weeks of age; lane M indicates the DL2000 DNA marker. (b) Histogram of
relative expression of gFBX038t1 and gFBX(038:2 in chicken abdominal fat tissues as described in Figure 3a; the error bars represent the standard
deviations of six biologic replicates; and the asterisks (**) indicate the significantly different expression levels between gFBX038t] and gFBX(038t2 in
chicken abdominal fat tissues (student's ¢-test; P <0.01). Wl : IOD(gFBX038t1)/10D(g8-A CTIN); @ : 10D(gFBX 038:2)/10D(g8-A CTIN).
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Fig. 3 Sequence analysis of chicken FBXO38t1 protein
Alignment of the chicken FBX038t1 protein sequence (gFBX038t1, XP_414482.2) with those of chicken FBX038t2 (gFBXO038t2, XP_003642099.1),
human FBXO038 transcript variant 1 (hFBXO38tl, NP_110420.3), human FBXO38 transcript variant 2 (hFBXO38t2, NP_995308.1) and mouse
FBXO038 (mFBXO038, NP_598897.2) using the Align X program of Vector NTI Advance 11 (Invitrogen). And the sequence information of mouse
FBXO038 (MoKA) "l was used to annotate these protein sequences. F-box =F-box motif, NES =nuclear export signals, NLS =nuclear localization

sequence.
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Fig. 4 Tissue expression characterization of gFBX038¢1 in 7-week-old broilers of NEAUHLF
(a) The gFBX038:1 mRNA expression was detected with Real-time RT-PCR in various tissues of 7-week-old NEAUHLF male broilers, and the GA PDH

(glyceraldehyde-3-phosphate dehydrogenase) was used as an internal control. Diagrams show the relative quantification of FBX038t1 expression. Error

bars represent the standard deviations of three replicates. Asterisks indicate significant difference between fat and lean broilers (student's -test), P < 0.05

(*)or P<0.01 (**). M : Lean line; [ : Fat line. (b) The relative GA PDH expression level in these tissues reported in human! was used to normalize

the expression level of gFBX038: 1. Diagrams show the relative quantification of gFBX038t1 expression. Error bars represent the standard deviations of

six replicates. The different lowercase letters above histograms indicate statistically significant expression differences among various tissues (GLM

followed by Duncan's multiple test, P < 0.05). I: Pectoralis; 2: Spleen; 3: Liver; 4: Kidney; 5: Leg muscle; 6: Gizzard; 7: Heart; 8: Proventriculus; 9:

Duodenum; 70: Abdominal fat; 77: Jejunum; 12: Illeum; /3: Testis; /4: Brain; /5: Pancreas.
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Fig. 5 Expression characterization of gFBX038¢1 in abdominal fat tissue of male broilers of NEAUHLF
(a), (b) The body weight and abdominal fat weight of the NEAUHLF male broilers used in the current study. (a) The diagrams show the body weight of

the NEAUHLF male broilers, and the error bars represent the standard deviations of replicates (n = 3). (b) The diagrams show the abdominal fat weight

of the NEAUHLF male broilers. Error bars represent the standard deviations of replicates (n = 3). Asterisks indicate significant difference between fat

and lean broilers (student's ¢-test) P < 0.05 (*) or P<0.01 (**).e— e: Lean line; o—o: Fat line. (c) The gFBX038t] mRNA expression in abdominal fat

tissue of male broilers at various ages (each age, each line n = 3) was analyzed by Real-time RT-PCR. 8-ACTIN was used as internal control. The

diagrams show the relative quantification of gFBX(038t1 expression. Error bars represent the standard deviations of gFBX(038t] expression among

individuals of the same age and line. Asterisks indicate significant different expression level between fat and lean broilers (student's ¢-test) P < 0.05 (*)

or P <0.01 (**). The different lowercase letters above histograms indicate statistically significant expression differences among various ages (GLM

followed by Duncan's multiple test, P < 0.05), 1~12 w = 1~ 12 weeks of age. W : Lean line; [: Fat line.
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Fig. 6 Expression of gFBX038t1 during chicken preadipocyte differentiation

(a) The gFBX038t1 expression during chicken preadipocyte differentiation, induced by oleate in vitro, was detected by real-time RT-PCR. Cells were
harvested at designated time points after treatment with oleate. The B-ACTIN was used as an internal control. The diagrams show the relative
quantification of gFBX(038t1 expression. Error bars represent the standard deviations of three replicates. The different lowercase letters above
histograms indicate statistically significant differential expression of gFBX(038t1 among various time points (GLM followed by Duncan's multiple test,
P <0.05). M : Oleate induced. (b) The gFBX(038t1 gene expression in chicken preadipocytes (stromal-vascular cells, SV) and mature adipocytes (fat
cells, FC) was detected by Real-time RT-PCR; the 8-A CTIN gene was used as an internal control. The diagrams show the relative quantification of
gFBX038t1 expression. Error bars represent the standard deviations of eight biology replicates. Asterisks (**) indicate significant differences between
SV and FC (student's ¢-test, P<0.01).
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Fig. 7 Effects of individual and combined overexpression of gKLF7 and gFBX038t1 on the promoter activities
of chicken LPL, C/EBPa, FABP4 and FASN genes
(a) Luciferase assays were conducted in DF1 cells, the promoter activities were expressed as ratios of firefly/Renilla luciferase activity. The diagrams
show the quantification of promoter activities. Error bars represent the standard deviations of three replicates. Asterisks indicate significant difference
between these dedicated groups and control group (EV, DF1 cells transfected with the plasmids mix of pCMV-myc and pCMV-HA), P < 0.05 (*) or
P <0.01 (**; Student's ¢-test). Number signs indicate significant difference between these dedicated groups and the group transfected with the plasmids
mix of pCMV-myc-gKLF7 and pPCMV-HA-gFBX038t1, P < 0.05 (#) or P < 0.01 (##; Student's ¢-test). /: KLF7; 2: FBXO38t1; 3: EV; 4: FBXO38t1 +
KLF7. (b) Western blot analysis of KLF7 and gFBXO38t1 in the DF1 cells transfected with pCMV-myc-gKLF7, pPCMV-HA-gFBX(038t1 and empty
vector (EV, the mix of the empty pCMV-myc and pCMV-HA plasmids). GAPDH was used a loading control. /: KLF7; 2: FBXO38tl; 3: EV.



2013; 40 (9)

S, %: X8 FBX038 ¥ REHEIR 1 BT IE. RIATINEED +855

JIi 2 &5 A 85 11 4(fatty acid-binding protein 4, FA BP4)
(13 B F-iE A 25 A A (P<0.05, & 7a);
I RIEXS KLF7 % FABP4 A8 Fis vty B3 3%
mi(P>0.05, K 7a), X C/EBPa~ LPL F1 FASN Ji
st A WEERAE R (P <0.05, & 7a). H
gFBX038:1 R KLF7 IR i 350, C/EBPa J
Bl T I S AT X B AL RN B SRR KLF7 5%
gFBX038t1 (M55 41 (P < 0.05, [ 7a), LPL Ki3)
TIEPE B E R T it R IE gFBX 03801 1) 5256 41
FUFHRAL, A o T il KXY KLF7 1 S8 54l
(P<0.05, & 7a), FASN Fl FABP4 )3 & % 7
BT ORI gFBX 0381 15256241 (P<0.05,
K 7a), {H2 5505 BECZL AN B0 R IA NS KLF7 1) 5K
WAHIEA WE Z=0(P>0.05, K 7a).

3 it it

XN RIBE LS KW, FBXO38 A& 5B
SCF § 41k, '©ilid5 KLF7 £k KLF7-FBXO38
HHE MR REERS. AR 78 R
KW, FBX038 & RA ZMEFAMEN, H
A %8 PRl N FBX038 #5347l i& A
FBX038t1 (human FBXO038 transcript variant 1,
GenBank accession: NM 030793) 1 A\ FBX038:2
(human FBXO038 transcript variant 2, GenBank
accession: NM_205836), AHIF 53 Al FH X I 5 g i
4148 cDNA Nt , Wik PCR ¥ sl T — /iy
FBX038 ¥ 5% K (gFBX038t1), BT 4t 1) % (1 %
A NLS J741, F HE sk Bom a5 f st A 583 (& 3).
X2 H YA — AN e B P UE 52 1R FBX 038 5%
A, RN XA & — A48 FBX038 JEN AR, &
M EHAE I P AT/ B FBX 038% AR HA—
e JPBI T 85 R BIR, gFBX038i] 7 HE 1) Ji Al
ST, W FBX038 BEPRFEIk PEPE S skt I e o T 588
1 FIEE 13~22 R, JF B2 12 Ah %R 7 o
12 W& FIRAIRE B R T — Al A B P 25 1% Y
TS BT

KL 2 3 B0 PR A7 14 (quantitative trait loci,
QTL) K s K I, 8 FBX 038 FITAE 1) 3k K 21 [X 35,
(chromosome="13", 7524219-7546884) [} Ifx 17 ££ "
A 5538 i 07 MR 2 3 AH DG QTL, 43 il 72 QTL
(ADLO0147-ADL0225, QTL X 48 : 32~70 cm)fll
QTL(MCW340, QTL X 1% : 22 cm [ffi). QTL
(ADLO147-ADL0225)55 15 8 Jig 157 =0 5 kg 1 468
B E R0, QTL(MCW340) M L5 1355 i i 7 2 2%

AR, (H 2 H A TCIEM 52 XS FBX038 J& 75 52
A TIX A QTL 2 b, A XY FBX038 F A
¥ 1 1R % 5 (single nucleotide polymorphism, SNP)
SRR W AHOC, B0 FBX038 JEAL TR
JU PR S 3 SNP S BIAS P-4 X (] (A 4RI . AR
WL R B gFBX038t1 F1 gFBX038:2 11 6 F1 7 JA#%
PRI XS JIEE 0 5 7 A 2R 3 A SR IA (81 2), B R T4
FBX 038 HE D5 m] fig 60 4 30 i i & 8 A7 4 1k
. 1 gFBX038t1 ) mRNA % ik /K % & T
gFBX 0382 [f) mRNA KiE/KE-(K 2), @R
FHXS T gFBX 03812, 55%ARgFBX 0381 W] REAE AR
T LU B I R AR AR A

K29 GAPDH 71 [ Rl 4] 260 2 35 7K 1 A ) e
S, (EARFHL T RIEAT CEAT T EgIRIED.
Bt LAAHIE 98 3% B GAPDH £ A N 2 5k XK 43 At
gFBX038t1 1 41 21 R & M. & & 2o,
gFBX 0381 {EARFCILFEN 15 Rl XS b B4
—EREEIIRIE, £ gFBX0381 (R IE AL
KLF7 BEAR—58, PE#fr 2 A ginh) 23R4,
%~ gFBX 0381 {EY)he bl e KLF7 BAT— €M
RR. UbAh, AREFFCRIN, gFBXO3SI{EN G Al
JY R B It h R L KPR = (P < 0.05, ] 4b), R
gFBX 0381 "RELEIX 3 PR Ry S AR . 1
s IR R RS ZIRIE T RN, gFBX038t]
RSB, BEAL. WLE . BRAE. S0,
B TR 7 R P AAAE g Rk =, IR
gFBX 0381 [ DIfE Rl A5 ARG L IPE B I F ROREAT K.

B-ACTIN 2453 i 10 40 e 53 40 85 FH 1) ) 2 0k
K, 3T3-L1 40 & (1 S48 45 SRE W] B-A CTIN A&
T 17 40 s 5 AL R o ) RIS AR ), 2
WF UG 107 40 B 73 4 1) — AN A T SRR N S L T
GAPDH HE DS 255 7K V-1 i 197 40 43 A el A v A2 4
WK, ANIEEAE A 73 A IR 240 234 P A 2k PR,
R, ASHFFTIE$E B-A CTIN h 5355 KK 5 BT i
HE S g 7 AL ER R & I B TP gFBX 038l 1) 3 ik At
. WL REIR, gFBX038t1 MFRIAEBEE WY
JEIWS AR AT S I 2 3 1 AR A(P < 0.05),  IE/RTE
JEWI LR B L FE T gFBX038t1 5 T W 1IN
IHEA R B . Ak, IERIIAE 3 F 4 FE I
i~ ARNE RGN A2 gFBX 0381 Kk AT
L ZE (P <0.05), i HoAth J& 55 1G5 i 1 21 23
gFBX 038t 1315 F AT P AR [AAT W35 72 57+ (P> 0.05),
7~ T 3~4 B T RESE gFBX 0381 A+ X N3 g
LR B EEN B, M7E 3 A 4 AR, %5



<856 EYMUF EEYIIR R

Prog. Biochem. Biophys. 2013; 40 (9)

VA X R I U P gFBX 03811 2R IE KT 5835 v T
IR (P> 0.05), WIHE—PHER gFBX038t1 7] fig
X RS IEERAR I ARk & R i E . RS
FE XS 7 i 05 40 M AE or A B R gFBX 038 TH13R
IERIEWT N, ATIRDI A0 M gFBX 0381 1314
KT B S i T BRI 17 Ap P A K, XA
Z R R A% 22 15 7 40 A A7 R 428 DR (U0 KL 2.
GATA2/3+ ETO/MTG8~ CHOPIO Fl GILZ “5) 113
AR e 02, PR gFBXO38t1 I fE
AT HIHILE XS 17 40 oAk R .

NEWI AR E & NE 2R EY R, Er
VPR K Bk 2 1) 3 % A 72, C/EBPa J2 IR
7 40 2 AT — A R R e s gk Ak, i
7 L EN LR T B RE A AE EE R N A A8 1, e
FERERCTHT . BEARARMT . s ZETH UL RERE R AR
&2 7T R AEAG EELW R /E AR, LPL. FASN
F1FABP4 2 JI5 17 41 23 ¥ 35 B2 T i 1tk o 11 25 20 AR T
TR, o RIE gFBX038t1 *F %% C/EBPa~ LPL-~
FABP4 F FASNIW A 8 FiE B A WE/E M, %
B gFBX 0381 % I 107 41 23 1) 5 & A 1y R mT e # H
HEEWRAEER. RIS gFBX0381 XS
C/EBPa~ LPL- FABP4 Rl FASN [JR 8 Fifitt, M
F—NMAJESIR T gFBX 0381 FAT 3 IS g i 41
ZUREIITEE.

X FLE IS K W], FBXO38 1F k4%
sk KLFT I B 7 R # AR )2 AR W, ARt
FORI, RIS Ik RN KLE7 F1 gFBX 03811 %) 3%
LPL~ FASN F1 FABP4 5K 8 81 1% PR 52 m AT
B IR TR 2 ), SR I R AL gFBX 0381
(R, ok RIEAY KLF7 5 AN 8 5 25 38 5 ok 320K
gFBX038t1 %1% LPL. FASN F! FABP4 3£ K3 3h 1
TEVERRPEE R, R IAEAHE T FH ) D140 JfliX
— R, gFBXO38tl H R I A 8 M T i
SKIRF KLF7, gFBXO38t1 0] il i Hofthid 42k K
FERPEAER. AN, ABFTUL KL, R ik
KLF7 7] LAY gFBX038:1 ik 335 %F %% FASN Al
FABP4 JA 8 FAHIE R, JF HREHS 91t gFBX 03811
I RIE X C/EBPa 5 ) 7 AN HIE R, I 75 XS
FBXO38t1 F13% KLF7 W] feAF 768 A ot BAE, HiX
FREAETT e FE R SR TR A g R o,
gFBXO038t1 T 4R A A7 5 KLF7 & B H.AE M 5 1)
F-box 1%, {H & gFBXO038tl AN{ELEH E AL FA1
Ho e = 58 3 (1) % SOE 45/ 38, W57k gFBXO038t1
538 KLF7 & A BHAER 7 AR AT g 5 /) Bl FBXO38

A FEAAHIA.

Zi PR, AWFCRILT — AN FBX038 1)
B AR——2FBX03811. gFBX038t1 15 % A4
LRI, RIS R0 73 AL IR ik A
B AR 2 3 IR 20 B B8 78 gFBX 03881 /2 X5 I
17 ALZ A IR F-

2 % x M

[1] Kipreos E T, Pagano M. The F-box protein family. Genome Biol,
2000, 1(5): S3002

[2] Bai C, Sen P, Hofmann K, et al. SKP1 connects cell cycle
regulators to the ubiquitin proteolysis machinery through a novel
motif, the F-box. Cell, 1996, 86(2): 263-274

[3]1 Jin J, Cardozo T, Lovering R C, et al. Systematic analysis and
nomenclature of mammalian F-box proteins. Genes Dev, 2004,
18(21): 2573-2580

[4] Smaldone S, Laub F, Else C, et al. Identification of MoKA, a novel
F-box protein that modulates Kruppel-like transcription factor 7
activity. Mol Cell Biol, 2004, 24(3): 1058-1069

[S] Hsu J Y, Reimann J D, Sorensen C S, et al. E2F-dependent
accumulation of hEmil regulates S phase entry by inhibiting APC
(Cdhl). Nat Cell Biol, 2002, 4(5): 358-366

[6] Cardozo T, Pagano M. The SCF ubiquitin ligase: insights into a
molecular machine. Nat Rev Mol Cell Biol, 2004, 5(9): 739-751

[7]1 Tsvetkov L M, Yeh K H, Lee S J, et al. p27(Kipl) ubiquitination
and degradation is regulated by the SCF (Skp2) complex through
phosphorylated Thr187 in p27. Curr Biol, 1999, 9(12): 661-664

[8] Carrano A C, Eytan E, Hershko A, et al. SKP2 is required for
ubiquitin-mediated degradation of the CDK inhibitor p27. Nat Cell
Biol, 1999, 1(4): 193-199

[9]1 Herbst A, Hemann M T, Tworkowski K A, et al. A conserved
element in Myc that negatively regulates its proapoptotic activity.
EMBO Rep, 2005, 6(2): 177-183

[10] Matsuzawa S I, Reed J C. Siah-1, SIP, and Ebi collaborate in a
novel pathway for beta-catenin degradation linked to p53
responses. Mol Cell, 2001, 7(5): 915-926

[11] Kobe B, Kajava A V. The leucine-rich repeat as a protein
recognition motif. Curr Opin Struct Biol, 2001, 11(6): 725-732

[12] Smith T F, Gaitatzes C, Saxena K, et al. The WD repeat: a common
architecture for diverse functions. Trends Biochem Sci, 1999,
24(5): 181-185

[13] Smaldone S, Ramirez F. Multiple pathways regulate intracellular
shuttling of MoKA, a co-activator of transcription factor KLF7.
Nucleic Acids Res, 2006, 34(18): 5060-5068

[14] Guo L, Sun B, Shang Z, et al. Comparison of adipose tissue
cellularity in chicken lines divergently selected for fatness. Poult
Sci, 2011, 90(9): 20242034

[15] Barber R D, Harmer D W, Coleman R A, et al. GAPDH as a
housekeeping gene: analysis of GAPDH mRNA expression in a
panel of 72 human tissues. Physiol Genomics, 2005, 21 (3):
389-395



2013; 40 (9)

S, %: X8 FBX038 ¥ REHEIR 1 BT IE. RIATINEED

*857-

[16] Ikeobi C O, Woolliams J A, Morrice D R, et al. Quantitative trait
loci affecting fatness in the chicken. Anim Genet, 2002, 33 (6):
428-435

[17] Atzmon G, Blum S, Feldman M, et al. QTLs detected in a
multigenerational resource chicken population. J Hered, 2008,
99(5): 528-538

[18] Matsumoto N, Laub F, Aldabe R, et al. Cloning the cDNA for a
new human zinc finger protein defines a group of closely related
Kruppel-like transcription factors. J Biol Chem, 1998, 273 (43):
28229-28237

[19] Arsenijevic T, Gregoire F, Delforge V, et al. Murine 3T3-L1
adipocyte cell differentiation model: validated reference genes for
qPCR gene expression analysis. PLoS One, 2012, 7(5): €37517

[20] Farmer S R. Transcriptional control of adipocyte formation. Cell
Metab, 2006, 4(4): 263-273

1] k& m, & M, E 7 KLF #e R FE 5 IR0 40 i 4 k.
F Y 5 oy A AR, 2009, 25(11): 983-999
Zhang Z W, Li H, Wang N. Chin J Biochem Mol Biol, 2009,
25(11): 983-990

[22] 5KAG L, B A8, 2305, 5. i Rk X Gata2 o8 Gata3 J& K441
Ppary FEDN I s I AEWL A 5 5 W) 24, 2012, 28(9):
835-842
Zhang Z W, Chen Y C, Pei W Y, et al. Chin J Biochem Mol Biol,
2012, 28(9): 835-842

[23] Lefterova M 1, Lazar M A. New developments in adipogenesis.
Trends Endocrinol Metab, 2009, 20(3): 107-114

[24] Rosen E D, Macdougald O A. Adipocyte differentiation from the
inside out. Nat Rev Mol Cell Biol, 2006, 7(12): 885-896

[25] Shi H, Wang Q, Wang Y, et al. Adipocyte fatty acid-binding
protein: an important gene related to lipid metabolism in chicken
adipocytes. Comp Biochem Physiol B Biochem Mol Biol, 2010,
157(4): 357-363

[26] Mead J R, Irvine S A, Ramji D P. Lipoprotein lipase: structure,
function, regulation, and role in disease. ] Mol Med (Berl), 2002,
80(12): 753-769

[27] Berndt J, Kovacs P, Ruschke K, et al. Fatty acid synthase gene
expression in human adipose tissue: association with obesity and

type 2 diabetes. Diabetologia, 2007, 50(7): 1472-1480



*858° EYUESEYYIRHRE Prog. Biochem. Biophys. 2013; 40 (9)

Cloning, Expression and Function Analysis of Chicken FBX038tI1"
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Abstract F-box proteins are widely present in eukaryotes, and their biological functions are diverse in animals. In
this study, the full-length coding sequence of an unnamed gene LOC416151 (GenBank accession XM _414482)
was cloned from the chicken abdominal adipose tissue by reverse transcriptase (RT)-PCR, and the sequence
analysis showed that the acquired sequence (GenBank accession. JX290204) is one of the transcript variants of
chicken FBX038, which was designated as gFBX038:1. Real-time RT-PCR analysis showed that gFBX038:1 was
widely expressed in various chicken tissues, with a relatively higher expression level in the pancreas, ileum and
abdominal fat tissue. In addition, gFBX(038:1 was expressed in all the chicken abdominal fat tissues used in the
present study, and at 3 and 4 weeks of age, the gFBX038t1 expression in lean males was significantly greater than
that in fat males (P < 0.05) and no significant difference was observed at the other ages (P> 0.05). The gFBX038:1
expression decreased followed by the differentiation of chicken preadipocytes induced by oleate, and gFBX038t1
expressed more highly in chicken preadipocytes than in mature adipocytes (P < 0.05), suggesting that gFBXO38t1
might play a negative role in the chicken adipogenesis. Additionally, The luciferase reporter assay showed that
gFBX038t1 overexpression inhibited the promoter activities of chicken CCAAT/enhancer-binding protein «
(C/EBPw), lipoprotein lipase (LPL), fatty acid synthase (FASN) and fatty acid-binding protein 4 (FABP4). The
combined overexpression of gKLF7 and gFBX(038t1 did not lead to an enhanced ability for gFBX038t1 to regulate
the promoter activities of chicken LPL, FABP4 and FASN, indicating that gFBXO38t]1 may regulate promoter
activities of these genes through a KLF7-independent manner. The current study provides evidence that the

gFBX 0381 is involved in chicken adipogenesis.
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