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Abstract: The experiment was conducted to clone the C/EBPqa gene in Landes geese liver and to
check the relative expression levels of C/EBPa mRNA of different groups. In the study, the gene
sequence was obtained based on the C/EBP«a gene sequence of chicken. The results showed that
the C/EBPa gene has a 975 bp open reading frame (ORF) flanked by a 210 bp 5'UTR and a 397
bp 3'UTR. The deduced amino acid sequence has 324 residues, which was a nucleoprotein resi-
ding in nucleolus without signal peptide and transmembrane region. The C/EBPa protein con-
tained a carboxyl terminal basic-leucine zipper (bZIP) domain, which was characterized by cyste-
ine-rich, double-zinc finger motifs and a distinct homeodomain. Also, the levels of C/EBPa mR-
NA of different groups were detected by real-time PCR. Compared to the control group, the lev-
els of C/EBPa mRNA of all overfeeding groups increased significantly (P<C0. 05 or P<C0. 01).
The level of overfeeding supplemented with T3 and betaine group was higher than that of control
group (P<C0.01) and other overfeeding groups (P<C0. 05). So it is suggested that the C/EBPaqa
gene may be related with lipid metabolism.
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F. AGGACCGAGGCAACCCA
P1 Touchdown 401
R: GAGTGCTCGTTCTCGCAGAT
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dANTPs FIFEHLE14 .70 ‘CA2 1 5 min Ji5 57 BUK oK B
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-210 ctaggaacggggeaggcaggeaggcggceg
=181 agcggegctcgrgcgegctggEgcegERgracggect cCEEECECECCEagCERagCCyCy

121 ccgagecgagecgageegggegagegegeggtgetgegggettggeagageegeegeege
61 ccegtecgaaceetggatigeeggageeettcacecatgeecggeaggetgtaggtgetie
1 atggagcaagccaacttctacgaggtcgattcccggeccccgatgageageggeeageac
M EQANZ FYEVDS RPPMSSOGQH
61 caccagctccagactececetgeccggeagegectacggetacagagaggeteecteggeg
HQLQTPLPOGSAYGYUREA ATPSA
121 gcggeacctgetgegggeggegeggageteggegacatetgegagaacgageactecate
AAPAAGGAELGDTICENEHSTI
181 gacatcagegeetacategacceegeegecettcaacgacgagttectggecgacetette
DI S AYTITUDUPAAFNTDTETFTILATDTLF
241 cagcacagcaagcageaggagaageacaaggeecgteetggecggggatttegattteecac
Q HS KQQ@EKHIKAVLAGDTFDFH
301 ggcatgecacggggeecggegeggeegeclecggegeecggggeaceaccegeageaccageag
G M HGAGAAASAPGHUHZPAG QH®QAQ
361 cageccgetgttegeetgegeggeecggetacatggacggeaagetegacecegetgtacgag
Q PLFGCAAGYMDOGI KT LT DZPTLTYE
421 cgcatcgeegegeeggggttgeggeecgetggtecatcaageaggageeccgegaggagegag
RIAAPGLTRPLVYTIZ KA QETPRETEE
481 gaggtgaaggeggegeecetggeggeectetacecegeacecgeageageacecgteecac
EVKAAALAALYPHPGQQ@HPSH
h1 ctgecagtaccagatcgeccactgegegeagaccaccegtgeaccetgeageccgggeaccee
LQ@ Y QI AHCAQTTVHLGQPGHP
601 acgccgececcecacgececgtgeccagececgeaccacccgecaccacccgecacceceeggge
T PPPTPYPSPHIAIPHHEPHEPETPLG
661 gegetgeccgecgeteceeggegeeectcaagatgatgeccgecgaccaccgeggeaaatec
AL PAAPGALI KMMPADUHTR RTGTI KS
721 aaaaagacagtggacaagaacagcaacgagtaccgegtgegeecgggagegeaacaacate
KKTVDI XKNU SNET Y RUVRRET RNNTI
781 gcgglgegeaagagecgggacaaggecaagecagegeaacgtggagacgeageagaagetg
AVRKSRDKAKQRNVETRQARQ KV
8411 ctggagetcaccaccgacaacgageggetgeggaageggegtggageagetecageecggegag
LELTTUDNEZ RTILI RIEKT RYVET QTLSRE
901 ctggagactctgeggggcatettecaggeagetgeecgaaagetegetggtgaaggceatg
L ETLIRUGIT FIZRG Q@LUPEZSZ STL LV EKAM
961 ggecagetgegeetageegggeectecegeggelecgtgegeteegageggtgecggageg
G S C A =*
1 021 ggetcagattgegegeggetgegetttatttttecettttetttttetttttttttttttte
1 081 ttttttttttccccaacagtaatgaccaataaaagaagecaggeagetgtagtattaccea

1141 ggtegegtgocttagggttgacacacgaataagetgaaaaacgtggtgggttt

TRIZAL TR %D T R SAURA L HW T MRBE S (AATAAA) FIBISZHE

The horizontal lines represent the start codon, the star represents the stop codon and the chadow represents canonical polyadenyla-
tion processing signals (AATAAA )
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Fig. 1 DNA sequence of gC/EBPa and its deduced coding protein of Landes geese
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Fig.2 A multiple sequence alignment of C/EBPa homologous protein from different species
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Fig.3 Neighbour-Joining tree of C/EBPa genes
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Mo 3w T4 B2 (P<<0. 01), M4 21 3 4] + T3
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significant difference( P<Z0. 05)
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Fig. 4 The relative expression levels of C/EBPa mRNA in

liver of Landes geese of different treatment groups
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A o 1) 27 A TR P 25 4 VR R 5 DNA Z [
A H AR 0 25 K 38 2605 5 7 S L 0 I 3 £ R 400 ik B
B TR R e E AR O A R A A T B
¥ C/EBPa  F1 Iy AE 5 H WA AH L. A DNA
AN, S SN SRR, WIEE RIS
45K, C/EBPa AR 143 5 B T AT 432
JEPIERR RO RE A RE T D L SRR ET
— IS MIHFLEI R K T 9 — KR W 3 Kar X
(R HE AL AL ] AN T

C/EBPa i 5 7T 3 28 05 1 35 & 15, kL 40 g ke
Z RS A A AR B E S T G A R K G 5 T
S g B A 3T3-L1 (i I A 40 M 4 Ak X i B
C/EBPaJ K 78 g i AR i B CHAE A, U2
FE NG 05 40 o Ak b R AR AR . ARBR S P T A 3
o) A B2 B 1 R B E 21 4L C/EBPa 3 H % 5t K
R R TR BR4H (P << 0. 01 8( P<C0.05), % ¥
C/EBPa PR 7E BRI IE g 107 808 i 72 o & #54F
FH o ARRE TSR 26 L UG + T3 A 2 G A I 4
Zirh C/EBPa $&H 2235 11, (H R A8 3] B 2K,
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