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 E: BRRAT cfos AmIREA. pAFNBH T RXIELE TR, AR EERFLF
c-fos KB F I R LAY FHT, #t—FF R T REFEB T cfos £ LF R TIEFmies it
A2 69 IRIAE R . ARI A B N RFF A AR AT &, Al 1845 K PCR (reverse transcription-polymerase
chain reaction, RT-PCR)IX R L& KT c-fos KA F I F oL EMFHR,;, AEHRILELE PCR
(quantitative PCR, qQPCR)FZAAL M c-fos KB £ L Fo. AF. M. M. B R TEEATRKILT A
2 A BOR T G Iy 4m e i - o 69 0-120 h 9 R X5 0L, A AR E40 7% E#M3E L F pEGFP-c-fos i
FARBARI 4 F 2 K T ATARIE I fe kb8, Alib 4L O F= Bodipy # & MT & % EMER g
ARG F A, A qPCR & K& mRNA K-F L k& c-fos 5 RIS AR E LB 9 #m. £ R
RO, &L F c-fos A FE K 1477 bp [%# X (coding sequence, CDS) 1 143 bp], %45 380 4~ & A&
B, LTz il T 2oA TaRitt;, Rk &xa B -k s8Rz EEH; c-fos
BB AL R TS B4R e st R GA KP4 (P<0.05), R R T RTARAS B 4 ik -5 45-1L ) 48 h 4948
A EGE KT R FH(P<0.01); TR o-fos T3040 F BT RE By an I 69 5 A T R, FF 482 2 TR IR
15 E LB AP2 o C/EBPB $9ABT A KF(P<0.01), LB 3 FLEA15 L TAMEG L S AN k. %
EFTR, c-fos AL F R TS mit a4y fRIE R T, i@idiA4E AP2 A0 C/EBPP F B 6 R GA kR
FAER .
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Abstract: C-fos is a transcription factor that plays an important role in cell proliferation,
differentiation and tumor formation. The aim of this study was to clone the goat c-fos gene, clarify
its biological characteristics, and further reveal its regulatory role in the differentiation of goat
subcutaneous adipocytes. We cloned the c-fos gene from subcutaneous adipose tissue of Jianzhou
big-eared goats by reverse transcription-polymerase chain reaction (RT-PCR) and analyzed its
biological characteristics. Using real-time quantitative PCR (qPCR), we detected the expression
of c-fos gene in the heart, liver, spleen, lung, kidney, subcutaneous fat, longissimus dorsi and
subcutaneous adipocytes of goat upon induced differentiation for 0 h to 120 h. The goat
overexpression vector pEGFP-c-fos was constructed and transfected into the subcutaneous
preadipocytes for induced differentiation. The morphological changes of lipid droplet
accumulation were observed by oil red O staining and bodipy staining. Furthermore, qPCR was
used to test the relative mRNA level of the c-fos overexpression on adipogenic differentiation
marker genes. The results showed that the cloned goat c-fos gene was 1 477 bp in length, in which
the coding sequence was 1 143 bp, encoding a protein of 380 amino acids. Protein structure
analysis showed that goat FOS protein has a basic leucine zipper structure, and subcellular
localization prediction suggested that it was mainly distributed in the nucleus. The relative
expression level of c-fos was higher in the subcutaneous adipose tissue of goats (P<0.05), and the
expression level of c-fos was significantly increased upon induced differentiation of subcutaneous
preadipocyte for 48 h (P<0.01). Overexpression of c-fos significantly inhibited the lipid droplets
formation in goat subcutaneous adipocytes, significantly decreased the relative expression levels
of the AP2 and C/EBPf lipogenic marker genes (P<0.01). Moreover, AP2 and C/EBPf promoter
are predicted to have multiple binding sites. In conclusion, the results indicated that c-fos gene
was a negative regulatory factor of subcutaneous adipocyte differentiation in goats, and it might
regulate the expression of AP2 and C/EBPf gene expression.

Keywords: transcription factor; c-fos; goat; subcutaneous fat; cell differentiation
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11 J0E 17 4 0 AR D 2 i W D AR ) B kA, 32
VP22 R IE IR D) R St PR 7 (kG i 1 s
I, o) B S B 2 S DR 1L 5 g 1D 400 e oo A it
PRI R 2 T L A R

i R ¥ FOS K 55 JUN G5 LA K s Ak e
kR ATF 05— A #4 L% & -1 (activator
protein-1, AP-)% 5k A+ 251, Z S5k ZHp
A R A RRE, SR FOS R ALEE
C-FOS. V-FOS. FOSB, FRA1 #l FRA2, C-FOS
W EEEEE c-fos b — A HA TR
[EDRGTIES % S IRCTE - €=y 1 2= 1 U
b WEaIe s DL R g R AP B G R
AR EY, c-fos Z 5WITNENT A0 A K A3
B3 BB c-fos FEDH, WS/DIETHARER,, @M
il 3T3-L1 4 i 43 A6, Je Rtk 4 B Mg &
=N K (congenital generalized lipodystrophy, CGL)
JE— PR D7 40 A B BRI ZR-5 AR, 7E CGL %
W e-fos FEHF G ST RAERAE, FE cfos B
b, YR iE I A Ak 4 gk
P2 (all-trans retinoic acid, ATRA)JI4E H iR 321K v
(retinoic acid receptor y, RARY)5 C-FOS & FIAH H.
YEH, BT C-FOS 51 S AL WM IR S 5 i 2
1K 2 (proxisome proliferator- activated receptor-y2,
PPARY2)II4E S, S5 PPARY2 AUFEIKFEME, M
T 3T3-L1 JRlAfE sk, 2k tExFrdk
g Wi % £ JiE (multiple symmetric lipomatosis,
MSL) Y BEAFAE S RIER . S0 . B AF AR A KL
N RE W S0 B ARl 4B 2 B, MSL
BEIRTA S FOSB Fl C-FOS Fik/KFHT
W, 1 PPAPy F1 CCAAT 145k 724545 %HEH B
(CCAAT/enhancer binding protein B, C/EBPB)I]
Feak @ BN, I X I PR A 3 3k i AR T
REFRECMSL kA& 2 ERrid, ZEA L /NI
3T3-L1 JEWi 4 R T Wh5E R M, c-fos 5 i 15 40
WL o3 AT 56, B R WLAE L = P i 4R E

S P A A7 38 30 3 o 2 50 PP 23 B e-fos P RE
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2 S VR4 L1 S B 1D 2 A ) DG B i R A
AR VAT M K H2E T 42, F RT-PCR £
R c-fos FLH 7 I br HA= W2,
SRR FBA R c-fos KRN 2 5 240 i
MEBREEVER . BFFE s S B c-fos XFILEE
B2 Rg 05 240 3 Ak 1 5 e K HE R RE /R i 42
SR HLELAN BRI it — PR c-fos IS ILE
R BRI 4 AL 53 A 1 53 X 4 A o 28 S04

1 MR5r%

1.1 R AN

SIS RAG R 2 9L 5 sh e B
ZE B2 Bt HE(No. 2020086). ALARfaf M K B-2F
(n=5)14 B W KA TR R ], JBsE
JEREC . L ML E . FEREIAET
NGRS 7 ASEHERE G, BEIRZE thEh 7 W (phosphate
buffered saline, PBS)¥ ¥t )i FH#5 4% (A1 IF A
HAEE, SLRVRAF T WA PR RS . A
56 DA A L S 6 = R AU R AR RY 7 H
U 7 M R H 235 35 B T T AR s 4
1.2 EFZREIRF

B SRR A & . B 4 L R (TurboFect
Transfection Reagent)l) H Thermo /A& ; T ik
(pClone007 Versatile Simple Vector Kit)F1K A%
FF R (Escherichia coli) DHS o J&5Z 2 40 8 A AL
FRER AV ARARA A oA &
ki $2 B R £2 . DNA Marker D2000 . DNA
Marker I B RARAEMBHLA R A AR H
% & B (ampicillin) . <85 % (kanamycin) 4 H
Biosharp 2\ Fl ; Kpn 1, Hind 11, TB Green Premix
Ex Taqg 1I. Primer STAR Max DNA Polymerase
1 TRIzol ¥ [ TaKaRa 7 v ; 7 555 2 WL .
R G . AR g &% DEME/F12 K532k A
Gibco 2~ ; MR H Sigma 22 F] .
1.3 B RNA REUE ¢cDNA &5

2 MBI 4 RNA SR
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TRIzol ILIRHL, cDNA [IFREHE I S 5 s
DLWIERAE, JFT—20 “CRRAFE I
1.4 WEc-fos BEEFFIRREFAENER
FO

s NCBI _EFILZE c-fos FEH AR T
51|, F| A Primer Premier 5.0 2% TT5 11K 1),
R R L E2 AT 4H 2R ¢cDNA, RT-PCR 9
MR Z . cDNA 2 uL, b, FHBIY4 2 uL,
Primer STAR Max Premix (2x) 25 uL, fill ddH,0
MR 50 pLo SO A FiAEYE 98 °C 2 min; A%
PE98°C 10s, Bk 60°C 155, FEfii 72°C45s,
FEAf 72 °C 2 min, 35 MG ¥ WA
BEEE S LUK S B 5 /Y 2571, 15 007 VS TekE
HWIRT &8I 25 °CiEH: 5 min, $4LF E. coli
DHS5o J&Z 840, BUE WK T oA
REBERNERYT, BT 37 ClHERE A
TR, YRR SR TR VR R 5 5% 10 h, #$4 PCR
YE MR R (R 3E)REA T AY TR

z1 5I¥ER

Table 1 Primer information

BLAR) A FRAFIY . A5 B 2E 0P i3k 2,
1.5 W3 c-fos TRIEFHIKIIIE

MG TR c-fos HEDR 2 AT X5 471 15k
8 Kpn 1Al Hind TIVE R b UERGYI AL s 1
FIRBIYI(ER 1), W FERM AL o-fos Ji
KL FN pEGFP-N1 Z AR 53 5 2547 U] )5 [0 i 4k
tb, EHEIFFEALT E. coli DHSa JE52 2540 rh
P REEFE . FF PCR % Ry BHAE W TR 294
BTk, TR YIS E 2 5k A TAY TR
(IR AT BR 28 FII )
1.6 #MEEIEFF 5L

FE TG TR 40 0] 53 B9 B2 T AR L4, I
A 1%E a8 Z PN PBS ki 3 Ik,
BIAL 1 mm® A4S I A TR i SR AL
37 °C/KIRIHAL 1.5 h, Wl AR 30, K5
DLAER R S8 e R O AL, 4 400 HUE
M af Y€ 5 2 000 r/m &0 S min, 3 EIEEIA
LN LRI 2L 30 min, BfJE BOEBR RS

Primer name Primer sequence (5'—3) Size (bp)
(PCR)c-fos-S CAGCGAGCAAGCTTAAGGAG 1477
(PCR)c-fos-A ACTTGAGTCCACACGGGGAT

c-fos-S GCTTCAACGCCGACTACGAG 97
c-fos-A AAGGAGTCTGCCGGTGAGTG

OE-c-fos-S CCCAAGCTTATGATGTTCTCTGGCTTCAACG 1143
OE-c-fos-A CCGGGTACCCACAGGGCCAGCAGTGTGG

C/EBPB-S CAAGAAGACGGTGGACAAGC 204
C/EBPB-A AACAAGTTCCGCAGGGTG

C/EBPo-S CCGTGGACAAGAACAGCAAC 142
C/EBPo-A AGGCGGTCATTGTCACTGGT

PPARy-S AAGCGTCAGGGTTCCACTATG 197
PPARy-A GAACCTGATGGCGTTATGAGAC

AP2-S TGAAGTCACTCCAGATGACAGG 143
AP2-4 TGACACATTCCAGCACCAGC

UXT-S GCAAGTGGATTTGGGCTGTAAC 180
UXT-A ATGGAGTCCTTGGTGAGGTTGT

TBP-S AACAGCCTCCCACCTTATGC 155
TBP-A TGCTGCTCCTCCAAAATAGAC

S: Sense primer; A: Antisense primer.
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Table 2 Contents and tools of bioinformatics analysis

Analysis content Analysis software or online website

NCBI ORF Finder

Open reading frame analysis

Amino acid sequence analysis DNAMAN

Prediction of functional domain https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi
Prediction of protein secondary structure ExPASy

Subcellular localization PSORT II

Analysis of protein interaction http://www.string-db.org/

Conserved binding motif prediction JASPAR

AnimalTFDB3.0

Promoter binding site prediction

W, IAGE 58 s IR A M DT AR, OF
BRI T 25 em® R e, BRARASDREAC R R iA
BRI AL, HAE&H .

5208 I BT AR D 40 M O 1 A A
10% /i 4= LT Fl 1% 75 5k 55 3 AL DEME/F12
R R P2 AR, IREEIE AT 4R E, g
BT 24 FLAT 6 FLAN ML SRR B 3 A
Vs, ARG 2 70% A 0, el
AL AL e R F1 pEGFP-c-fos
AR FRONAE R, RCEPRE, EREE
15 min JF AT MA QMR FRE S, T l6hZ)5
e MM IR 5 T 55 T 934k 48 h R IR 6 fLA 4
A T4 RNA
1.7 EEFEUR

¥ Bk 24 FLARAEMIE SR ISR, ] PBS
eI 2 KIE A 10%4H 23 [ 5 W & 72 30 min,
Frde [ € W PBS VR 2 Ik, AL milin A
200 pL AYVHEL T AR AT Bodipy Jekt, e
15 min, F] PBS ¥E¥% 2 W5, FIRAIA 200 pL
PBS fERE 5, BT WM T WEIRRIERIT
FORCFMREE AS BALINA | mL 5 79 B il 4
HEZH I S 06 2H IR 2T, ol P T A SRS I 794 20 7
490 nm 4k AWK A -

1.8 RHAEE= RT-qPCR

HA TN ML P R IB M LA TBP i

UXT VE R N2 55 R R B 1E 58 R ) A X 23k 7K
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-, FIFH qPCR FARKG M c-fos FEPRTE 00
RN R SRR W% 7 ASALLLL R AE B R mi AR BR Wi
A S EIE 0. 24, 48, 72, 96 Fl 120 h
PA St ik c-fos FER G L 2E K2 T G G 40 i
AP2. PPARy. C/EBPa #1 C/EBPB WG¥r it
DR B ARG e 2R 18 Dl (DA 6 RS 957 81 L6 1)
qPCR M)W {A % : SYBR Premix Ex Taq (2x)
5uL, k. M54 0.5 ul, ¢cDNA 0.5 pL,
ddH,O 7 pL, BMAFN 10 uL; SR s&fF:
AEPE(95 °C 3 min); AEPE(95 °C 10 s), Bk
(60 °C 10's), #EfHI(72°C 1555), 3= 39 PMFIR,
1.9 HEHH

R 28T AT, LIS BB AR 1E 22 (X +5)
JE 7R qPCR 04 , 131 1] SPSS 26.0 #1435 24 [
% /7 757 M1 (one-way analysis of variance, one-way
ANOVAYER ¢ K3k A B i B2, L
Duncan AT 2 ELE . X P<0.05 B
Gt R o *RRNEF L E(P<0.05), **FIR
225 ik 2 (P<0.01), FIF GraphPad Prism 8 %
il qPCR 45 R4 .

2 EREG5M

2.1 WF c-fos BEREMREFEEFT
PLLLAE RN BRI 2R AR , RT-PCR 474

SOMPFE TS B (K 1A), 4580 45 B E

BIARAF I ZE c-fos FERFH] 1477 bp, ZihisIX
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A bp € XM 005686096 GCGCAGGACTATTGCACCGATCTGGCCGTT
AQD'YICTDLA\'
|
The present study GCGCAGGACTACIT GCACCGATCTGGCCGTT
5 000 AQ DY CTDLAYVY
1477 bp L
1000 Cl147T
750 =
500 XM_005686096 GAGCTGACTGACACCCTCCAAGCGGAGACA
250 E LT D T{L Q A E T
I |
100 The present study GAGCTGACTGACflCICTCCAAGCGGAG.-\C A
E LT D;T/L Q AE T
T492C
B 1 ATGATGTTCTCTGGCTTCAACGCCGACTACGAGGCGTCCTCCTCCCGCTGCAGCAGCGCCTCCCCGECCGGGGACAGTCTCTCCTACTAC

I WM FseFNADAEASEJrRcEEIAEI A 6D s LEJYA

91 CACTCACCGGCAGACTCCTTCTCCAGCATGGGTTCTCCCGTCAATGCGCAGGACTACTGCACCGATCTGGCCTTTCCAGTGCCAACTTC
siH(sJpaDsFE)SMe(S)JP VN AOQGD Y CTDLAVSSANEF

181 ATCOGAACAGTGACTGCCATCTCGACCAGCGCTGACCTACAATGGCTAGTGCAGCCCACCOTGRTCTCOTCOGTGGCCCOGTCOCAGACE
61 IPTV-T"AI@T@PDLONLVOPTLV@SVAP@OT

271 AGAGCCCCCCACCCCTATGGAGTTCCTACTCCCTCAGCTGGGGCTTACTCCAGGECCBGAGTTATGAAAACCAT GACGGGAGBCAGAGCT
91RAPHPYGVPJ’PSAGA&SRAGVMKTM_LGGRA

361 CAGAGCATTGGCCGGAGGGGCAAGGTAGAACAGTTGTCCCCAGAAGAAGAAGAGAAAAGGAGAATCCGAAGGGAAAGGAATAAGATGGCT
21 0B 6 RR6 KVEQL(EPEEEEKRRIRRETRINEKMA

451 GCAGCCAAATGCCGGAACCGGAGGAGAGAGCTGACTGACACTCTCCAAGCGGAGACAGACCAACTAGAAGATGAGAAGTCGGCTTTGCAG
151 AAKCRNARRRELTDTLOQAETDO OLETDEIEKSALSE G

541 ACAGAGATTGCGAATCTGCTGMGGAGMGGMAtGTOGAGTTCATCGTAGCGGGTCACGGACCTGCGTGCMGATGGCTGACGAOCTG
ISI_LEIANLLKEKEKLEFILAAHRPACK]PDDL

631 GGCTTCCCAGAAGAGATGTCTGTGGCTTCCCTTGATCTGAGTGGRGGCCTGCCTBAGBCTGCCACCCOTGAATCTGAGGAGGCCTTCACS
211GFPEEu@vnSLDLE]GGLPEAA‘T{PPE@EEAFT

721 CTGCCCCTCCTCAATGACCCTGAGCCCAAGCCCTCAGTGBAGCCCATCAAGAGTGTTGGCAGCATGBAGCTGAAGBCTEAGCCCTTTGAT
241 LPLLNDPEPKPE]JVEPVKEVGEEIM ELKAEPFD

811 GACTTCATGTTCCCAGTGTCATCCAGGCCCAGCGGCTCGGAGACCGCCCGCTCTGTGCCAGACATGGACCTGTCTGGTTCCTTCTATGCA

271 0 F MFPVE)SRPEICEET AREBIVPDNDL[EJeEIF ¥ A
-+

901 GCAGACTGGGAGCCCCTGCATGGTGGCTCCCTGGGGATGGGGCCAATGGCCACGGAGCTGGAGCCCCTGTGCACCCCAGTGGTCACCTGT
301 ADWEPLHGGELGMGPMATELEPLCTPVYVTC

991 ACTCCCAGCTGCACTACTTACACGTCTTCCTTCGTCTTCACCTACCCTGAGGCTGACTCCTTCCCCAGCTGTGCGGCTGCCCACCGCAAG

SBILPE]GT;AT@SFVFLYPEADSFPSCAAAHRK

] 081 GGCAGCAGCAGCAACGAGCCTTCCTCTGACTCGCTCAGCTCACCCACACTGCTGGCCCTGTGA

361 GEIS)E)JN EPS(SJo(SJL s )P T L L AL®
B 1 WZE c-fos R LM

Figure 1 The c-fos gene structure of goat. A: Amplification electrophoresis bands of goat c-fos gene. M:
DL2000 DNA Marker; 1: c-fos. B: The nucleotide sequences and amino acid sequences of goat c-fos gene. Stars:
Tyrosine phosphorylation sites; Square: Serine phosphorylation site; Triangles; ATG: Start codon; TGA: Stop
codon; Solid box: Functional domain. C: Comparison of the predicted sequence of the goat c-fos gene
(XM_005686096) with the nucleotide sequence cloned in this study, potential polypeptide positions (C147T
and T492C) are shown in dashed boxes with no changes in amino acid sequence.
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(coding sequence, CDS)¥%°~ 1 143 bp (I 1%
NCBI £ [H %55 . ON787959), 4ifd 380 4
R (K 1B), FI1LE c-fos B HIM ¥4 (GenBank
R XM_005686096) Hi X} & BUER 147 57 551
T>C, 492 (i 5/ C>T, HEIERR I BA K&
B, 8 TR AR (E 1C),
2.2 WF c-fos EEWMEMERFSH
S3H7 C-FOS ZAEEMRIFH, KIMizEAEE
— AN s RS, LT 147-200 fi 2
[ (& 2A); FIH ExPASy A1l C-FOS — 445
P, B AR o- BRI R S SRR Y
31.05% (118 MMEIER) . LEMPEE Y 10.79% (41 4>
AHAMR) . B 57.37% (218 NEILR).
B-55f15 0.79% (3 MEIFEER) (&l 2B); HHATAE
yPrgE R ER, C-FOS #1'5 DUSP1, FOSLI,
JUNB.JUN . FOSB %8 I EAH B AEH(E 2C);
VA1 RE 57 T C-FOS 25 (KR4 44l T4 i

A

1 50 100 150 200 250 300

_J Le

r nl
CTDLAYSSANFIPTVTAI

Specifc it

bZIP superfamily

Super families

N (73.9%) . FHR ST A TERENL(4.3%) . 2 A 42
(13.0%) . £RHiIR(4.3%). 4iffLf5i(4.3%) (& 2D).
2.3 c-fos ERAEZMELARIRIE
L ) 22 38 7K1 A 3ot BRI A A i 36 245 21
qPCR #5538, c-fos FERITEINE R N RB I 4H
2 IR IK I (P<0.05) , 78 B E vh 2235 7K 4%
fR(P<0.05) (Kl 3A). c-fos FERTE L7 T AR
NEWT AN AL 0-120 h Zfa) 3 I h- TR
ThH-T Ry, 78 48 h FKikKFf e, e
& T A ] BE(P<0.01) (] 3B).
2.4 WFE K TEERMAEITRIE c-fos 340 AR
vl kA
2.4.1 L pEGFP-c-fos i1 R iE FIR4FE
DN I L Tk 4 SR BF 4545 pEGFP-N1
(4 700 bp)Fl c-fos (1 143 bp) I 547 (K] 4), Hill
FP A5 R ANAE, RUIMIN AL E pEGFP-c-fos
1t FR B

B : Alpha
helix

31%

350 380 Random '
: coils ’;’
57% |
\ Bata
\\ turns
1%
Extended
T—— strands
11%
D
Vesica 4.3%
Cytoplasm 4.3%

Mitochondria 4.3%

Nuclear 73.9%

2 MBI ZE C-FOS EH REH R4 E L

Figure 2 Structure and subcellular localization of C-FOS protein in goat by prediction. A: Prediction of
C-FOS functional domain in goat. B: Prediction of secondary structure composition of the C-FOS protein of
goat. C: Interaction analysis in the goat C-FOS protein. D: The predicted subcellular localization in the goat
C-FOS protein.
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abc

Relative expression of c-fos mRNA

Relative expression of mRNA

0 24 48 72 96 120
Time (h)

3 c-fos BEEEWFETRRFALFRE T 6K AE B 40 AE 73 10 = A B B B R 3 Ra& 7k

Figure 3 Relative expression level of the c-fos gene in different tissues and different stages of subcutaneous
preadipocytes differentiation in goats. A: Goat c-fos gene tissue expression profile. B: Temporal expression
profiles of the goat c-fos gene. Different lowercase letters indicate significant differences (P<0.05).

242 WFEETREIAHAMIERIE c-fos FEH
A

qPCR 5 ik, 5 NC ZiAHL, OE-c-fos
HE) c-fos FEFBIAXTFRIRKE BT 571 4%
(P<0.01) (] 5A); 4L O Yea 25 B 7R, OE-c-fos
SEIC A BN R AL, Bodipy YL a2
BUAR R () fa 35 (11 5B); I S PN B3 fidk I A6
PIZH A HEFE 490 nm Kb AWOGAE, 25 RE/R, 5

bp M

<4 700 bp

<1 143 bp

B 4 pEGFP-c-fos X1 7= 4 B8k B &
Figure 4 Digestion identification of pEGFP-c-fos.
M: DNA Marker; 1: pEGFP-c-fos.

&: 010-64807509

NC A, OE-c-fos SEH2 1 ODago (ELA B 3%
T 5C) (P<0.01),
243 HRIE c-fos FILERTREFABD L
RS E E R

WO 1L B2 T AR D7 40 e e 5 o3 Ak
48 h I AnREAE sy, A qPCR HORKGN NC 4H
1l OE-c-fos AR/ AR SR 284k, 25 R
N, IR IZE o-fos IR Z 5, C/EBPB 1 AP2
JE R R IR 7KW B 25 F I (P<0.01) (] 6A);
FIRABAEB C-FOS DNA #5745 & 8 n & fir
~(K 6B), 3 H-5 C/EBPB 1 AP2 5 8 T4 1E
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Figure 5 Lipid droplet accumulation of c-fos overexpression in goat subcutancous adipocyte. A: The
overexpression efficiency of the goat c-fos gene. B: Oil red O (upper) (100x) and Bodipy staining analysis
(lower) (400x%). C: Oil red o staining detection ODg99 value. **: P<0.01.
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c-fos regulating the differentiation of subcutaneous adipocytes in goats. A: Expression levels of

adipocyte differentiation marker genes. B: C-FOS DNA-binding domain prediction. C: Prediction of
c-fos-binding sites with the C/EBPf; and AP2 promoters. **: P<0.01.
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