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WE  BRASBEAL 5% 9 (acyl-CoA-binding protein, ACBP)%t K 44 I Bt A 44 52 A (long-chain
fatty acyl-CoA esters, LCACoA)H 1k &) 3 F= 71, B faxt LCACoA £ 4 it M 692 4y Ao H) Bl id A2 A2 &
Zo91E R . ARXRA RACE #ARMEF @ BT IEF 55 T Acbp A F 694K cDNA 57, AR 2K
CDNA 679 bp, 5 3 4n 3 3% 4 I &43% X 4r5) 2 83 bp 7= 326 bp, FF A IEAE 270 bp. HeRI% 5 89
MNRAEBR, B F RS A 544, - FEH 10.14kDa. ¥ & Acbp 5Fila. 4RéTh . KRHFELEFA
B R RN H Hy 87%. 84%. T8% A2 68%. /i RT-PCR Fv 5 B 5 & PCRAGM & & LA . SRk, BR.

K. A, BRE. PERr4LLR.

PERE., $2AefTAE S 10 FPL04R 49 Acbp K E 69 R AL, R &

R, e B IEAR AT AR 6 R K& 3, LR . AREE o K F RGAK. & & PCRAMIA B & FFIE Acbp 49
FALFEAERRT B B T 14, Mk By LR ARG, F A AR LA AN A #a.

KA

KB NE I IL 4 S A(long-chain fatty acyl-CoA
esters, LCACoA) & 8 MARIH 11+ 1) 7=y, feilr EST
RIMLCACoAZ: 5 i 4 1) 2 My g, BR T 1E A e
s JITAh, LCACoA 34 72 40 i 1) B 22 il 73, 4 )
FEGES ST, ERZERGE PO EZ/EHOY, B
FEHINE A 454 5 (acyl-CoA-binding protein, ACBP)
XA AU R LCACOATT IR M (KIS A ), 5 F
LN 10 kDa. HHTIAN ACBP 22412 4 LCACoA
I EEM G EA, B RY LCACoA A I
/K AR, BE/E LCACoA MZZ K, W & LAk, RN
ACBP X ¢ LCACOA [1#415 1, ‘B figf LCACoA Iz 4
RERARIEAT B- 24k, B35 BOR AR AT BT Gk
HIBE G 5 24 fEMFLBh#T, ACBP R IA
e Wi A 1A 22, I ACBPAE IR 7 41 A 23 A ok 72 v B
2, MU S BRI, TR 19 ] e PR
REIEHA KW, Acbp JEK cDNA J7 41 AL L3
Y. SR, IS, M, Rl WY
PR RELL A A& AR A v pel 257 (B4 2RARTE AN 2,
7E GenBank I EMBL H Y WL % ff1(Anoplopoma
fimbria). KP4EfE(Salmo salar). #[f%(Oncorhynchus
mykiss). 7 i fi(Oryzias latipes)FIHE £ (Cyprinus
carpio)%iT 10 F7,

fiyiffi (Lateolabrax japonicus), tHFRHEMT . FE85 .
LR, BT SRR N B, 2

WEILAHTNG A 255 8 A i ofE; Kk

T EE KA T I X Rk, i
i H R B R ORI —, R R A KOk
P S A N TR, (BRI 22 (0 A S 253t F i
JTAE AR A RN, A2 BRI R e A, dd ]
SURETRVENRIIH . 4T ACBP 7EIESAH P 1 &
LRI, AWMt TR SO T Acbp JE DAL
cDNALAK P AT T FPE LE A 73 4, (7]
I RS T 1 PRI AN (] A 2 ) i 43 A BA K LR
Jig 5 2% R A AR R S Achp (a2 s R, DAk 2
WAL 1K) Th RERL B IE AL TR

1 MRIEREZE
1.1 kIt

o W RE DR e PR i 400 ) B 510 5 B A 9 e, A,
SR HE 32949.8 go Trizol il A Invitrogen 23 ]
FE e I HE SR 5 PrimeScript™ st Strand cDNA
Synthesis Kit. SZH 52 #& PCRiAF SYBR PrimeScript™
RT-PCR Kit. DNase I (RNase free)s dNTP. Tag DNA
RAOME. DNA B DSCAR S . pMD18-T 24445
“}j TaKaRa 23 ] 7= i (KI%E). SMART™ RACE ¢cDNA
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Amplification Kit 24 Clontech 22 & [ 77 il o K IAAT B
DHS5o WASER EARATE o 510 L iR e T 7%
NG
1.2 Acbp Z & cDNA FFIHTEE

At ) s e B U, S RO VR R, B S BN
-80°CIRAE#S o frifh JIFJIE S RNA $2 5% 50 B
PitAT. %M TaKaRa A ][] PrimeScript™ st
Strand cDNA Synthesis Kit 1t FH 15K 7T I 51 RNA T 4%
S cDNA, JFLAIAE 4 e % ACBP #:0 Jv Bt ) PCR
PR . 45 CARIE I ACBP {57 ¢ 41 % i1 IF 514
ACBP-F1 f1ACBP-R1, b [ fii £ (¥ 4% 0a Fr B, ACBP-
F1 F1 ACBP-R1 J7%1 53524 5°-AG(T) A(C)G (T)GA
GGT G(C)A AGC AGC TGA A-3’ #1 5°-CTT TCT G
(C)G (C)CT TCT CCC AGG C-3’, PCR Je v 41
F: 94 CHIAE 4 min; 94°C 308, 52°C 30's,72°C 40 s,
L33 AMEI; Feha 72°CLEA S min.

5° RACE A1 3’RACE ¥ #44% % Clontech 2 #] 1]
SMART™ RACE c¢cDNA Amplification Kit i} 1453k
1To Sy MHC 1 pg FFIE S RNA 4% 3° Fil 5°Ready
cDNA. HRIERA PIAZ 0 Jr BOF A1), Bevtfififh Acbp
4 571 3’ RACE 514 ACBP-F2 1 S’RACE 514
ACBP-R2, J#51 4353 Jy: 5°-TCA AGC AGG CGT CCG
TGG GTG ATG TC-3’H15°-GTG AAA TCA AAC ATC
CCT GGA CGA CC-3", 73 il 5 & il H 5 [/ UPM
HH4T 3’RACE M1 5°RACE PCR J W, J W 4444 R
94°C 30's, 72°C 3 min, 5/ME¥F; 94°C 30's, 70°C 30 s,
72°C 3 min, 5ME¥E; 94°C 30 s, 68°C 30's, 72°C 3 min,
25 MR ) 72 CHEH 8 mins

PCR J=#4: 1.5% B la Bt vk a, 4 HARS&
b Talifb. B, 5 pMDI1S-T #ikiE 2, Feib ik
%A DH50u. FRHFHVE B V& 34T PCR AN, J3 41 5
H b e IR AR ) TR A W) 58
1.3 ¢H4A%Ki%A8Y RT-PCR #S:Bt E & PCR 47

F RT-PCR 152 5 2 PCR AT £r UL AT o o
ML AR KM k. BAE. e . 6
RUFFRESE 10 P42 Acbp LR Fk . F4 0T
BT A 5 ZH 205 RNA, H DNase 1 (RNase
free) Wb )i, 1044 5% 4 cDNA. 2% CUIlll i £ Acbp
ff) cDNA 341 % RT-PCR 514 ACBP-rtF(5’-GCT
GAA GGC AAA GCC CAC A-3")F1ACBP-rtR(5’-AGC
CAT ACT TCT GCT TCA ACT C-3%). V&t H: 95
CHIAEYE 3 min; 48)5 95°C 50's, 54°C 40's, 72°C 30 s,
32 MR, 72°C 2 min, PP 215 bp. 18S S|

FER 51904 18S-F1 A1 18S-R1, JF4143 % Hy: 5°-GGC
AGC GTC CGG GAA ACC AAA TTC-3’H15°-CCA CCC
ACA GAA TCG AGA AAG AGC-3’, PCR™ #1196 bp.
SN ZAF K 94°C TARYE 3 min; 94°C 50 s, 54°C 40,
72°C 30 s, 26 MEH; 72°CZE{H 2 min. RT-PCR H
VKA HLS wl FH 1% B Eowi et e ek ll, FH Gel-
Pro WA 34T 20 HT, 115 Acbp 5 18S G5 3 LU Al .
S 52 B PCRESTSYBR PrimeScript™ RT-PCR
Kit 7t Rotor-Gene 6000 SEH} & & PCR X _F#EAT, LA
B-Actin 1E N NS BERRG IE SE80 8 72 . AR08
S5 LA cDNA AR, FH 5149 ACBP-rtF. ACBP-rtR il
B-ActinF1F1B-Actin R1(5’-ATC GCC GCA CTG GTT
GTT G-3°, 5°-GTT GTA GAA GGT GTG ATG CCA G-
3°, GenBank EU860101)4) 7|iE4T PCR, ¥ PCR ;4
SLIE A pMD18-T #Ak, T %558 i 1E Ay Ar ik i it
7o RPN AT (RS U b TORE (1) IS P Co(@/ul) e 57
S DU C(copy/ul), #5 /A : C=(Cyx6.02x10%)/
MW o K BRI B TR HE % 1310 °copy/pl 5 5, HX
BB G AE 10 15 R 5UFRE K 10°(10%)~10%copy/ul B
JEE TR FSE Bt it 1) 2% A v 2R . £ Acbp SIZI i B
PCR 5| }jReal-f-ACBP: 5°-CAA AGC CCA CAG ATG
AAG AGA TG-3’, Real-r-ACBP: 5°-TTG CTC TTG CCT
TTC TGC TTC-3", § B4 %A1 4: 95°C 10,95°C 55,57°C
30 s, 40 MEH, §H4 774 208 bp. B-Actin LN &
8 PCR 5|#)°4 Real-f-actin (5°-TGT GCA AAG CCG
GAT TCG-3’)#1 Real-r-actin (5’-CCT CTC TTG CTC
TGG GCT TCA-3). # 385414: 95C 108,95C 5,
56°C 30's,72°C 20's, 40 MEFF, =414 142 bp.
SN 5E BEPCR 45 W50 4 B4 W) AT S At th 2 o,
DA ORRE e 4 0 o AR P AR it Ze vt 54 b Acbp
KL mRNA (1985 D15, e Acbp 7RI ik
HO 1, HHE Acbp 76 S A ZA b I Rk A AR . LA
ARIBAR K] PCR S SERE it A 4y B % JE, ) 5 3
St S AE A SSPS14 AE AT 04T .
1.4 EAEE PCR &85 Acbp EERIIFE S FRIE
fifi {1 IR T 60+4.5 g, P 16.5+1 cm,
VR S50 A 7 U SRt 75 W 7K I 58 A 3B AT, 7K
15°C+3°C, pH 7.2, FLJEH 25%0, HL 30 Zfififajit N —
FEIEMAE, e H SR B )5 5 hy 24 h 1192 h Ff
HUAH 4 4fifa, ] MS222 BRIFE 5 BUATAE «  Hi4x s
B0 AE 2 A AR P EA T, S0 A AN B, B R K
PR 100 L, N 6 4% b a1, 15— 2% 0k BRI P
SR ZH (TC T AR B ER 7K 0.85%, PS), SEIG %4153 I AE
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JI s A VE S AR 2 (2 g/kg), IR EE(10 Ulkg), 5 h )
R BENLEL 4 4ctififh, MS222 BRIFEUITI . 52 &
i PCR JI3E Acbp 3i1&, J7i%R 1.3,

2 %R
2.1 f5f Acbp £1< cDNA BISE &S 947

Htiyifa T cDNA E R BiAR, 514 ACBP-F1 F
ACBP-R1HE/TPCR 414, PCRF=M4: 1.5% B IR Bt i
MK G Al se B, 73 210938 v Be KB 161 bp,
2513 Blast 23T A Acbp FEPR. 45 10 B 51 %
TR % 5 14 ACBP-F2 FI1 ACBP-R2 ##£47 3’ RACE Al
5’RACE PCR, 4} il 7 [% £3 %1 493 bp 1] 3’ RACE /%)
H1243 bp 1 5’RACE /=¥, FHESM 3. 5 K
P8 P e 4453 31 Acbp JEH (14K cDNA 741 679
bp, 5° S (I AERHEX hy 83 bp, 37 3t B EIX A 326
bp, ¥ PolyA Jill 215 *7 aataa, 55 LA poly(A)4h )2 -
HEAS CDS 4 270 bp, 1] AR B E A 89 N AEIR YR
R A, HER SR S 5.44, 41108 10.14
kDa(Kl 1), JPFIC A5 % GenBank, Hx5 N
FJ858258.1.
2.2 &itsa ACBP HIELE X HTF R St Lt

Wi tyi £ ACBP 2L R AL A £ 25 [ ACBP R JL TR
J¥ HBEAT FRIEI: b A R, f £ R o0 £ [R5 e e,
15 87%, HURFIARS f, 2y 84%, RUKTEVEEE, T

fi . A (1) [R)J5E 23 A 78%, 6% Kl 72% . ENH
AW, ACBP A =Fh W24, BRI (Liver type, L
). %% (Brain type, B ) FKS 5174 (Testise type, T
). FFH MEGA4.0 XA FI 2 11 #3119~ ACBP
IR (B 3), 255K, 19 > ACBP ##iX 3 4
ANFI IR B 5 i 3 %, A [P L-ACBP 1% )5 5 B-
ACBP %4, 155 T-ACBP 4. fififi ACBP A1
flfi 1) L-ACBP 5, 15 Wi sh ) A .30 4 L-
ACBP R4, BE AT G0 n Kk,
2.3 s Acbp BEEBIAELARIED

RT-PCR Lk 18S RNA fE NS, 455 WK
4A. S 5E B PCR LA B-Actin S, ¥ & Acbp 1E
JFHFE HP R 255 B0 1, AR A Acbp /e 5% AL 4L Hh A X
R EAEE (K 4B). 45, firifh Acbp 71 ik 10 F
ZA A ZRa, JEAAE B IR IRk e v, S
YRS 0oy . R RDRRAE, TOAENLA . AR
FUR b Rk f b
2.4 &t Achp EEHIIFERIE

YL i BFIE Acbp (035 S R IA 45 1 L IM
5A. YURERHHEE J5)24 h 5Bt E Acbp % IA
B BAR T 0L 5 h 4, (HYLHRE 1) 192 h 44(BP 8 d)Fn
24 WA 7257 o ARSI S 25 5 i fri£a I Acbp
(RIS OGS FEZH A B b B0, A v R e 4 B A Ry
S AR B R K2 A AR Ak, DL 5B .

acagtagacttcacoccctocaccatctatcgagacgtotgtotacaggotggocagettgotttgtaegga 70

cocgtaactaaagatggotgatctocaggotasatttgatacagoagoagctyaggtgaagoagotgasag 140

M & D L 2 A K F

T A A A E Vv K Q L K

goaaagoccacagatgaagagatgttgcaggtctactococctgt tocaagecaggegtececgtgggt gatgtea 210

LA K P T D E E M L Q W ¥

L F K Q A 5 ¥ G D WV

acacaggtogtoccagggatgittgatttocactgggaaagt taaatgygatgoctgygagaagoagaaagy 250

nm T &G R P G M F D F T G

K Vv K W D A W E K

o K G

caagagcasagaggatgocatgaacgagtacatcascotggt tgaggagt tgaagoagaagtatggotte 350

K & K E D

LA M N E ¥ I N

v E E L K Q K ¥ G F

taatgtoatgogataacocctaagtggocagottotggatggactgagagoactagetgagacecaccace 220

*

agttgcoactcaccctgacactgagaaatgoct taaaacocaaggagtgtgtoct tagacaacacatgty 490

aatgoctggtggaccactagtggtocccaatgagat taagotggoctgaataaccactgatgoaagatcayg 560

Saagtttgotocaccagagooccatcataatttagtcagtytttttaacoatgtgtatgrgoacagagte 630

ttgtocatttcaatataaaatocattocttototaaaaaaaaaaaaaaaaas 673

1t ACBP MZHERF IS EELFT

PRI A polyA IRAE 5, 5 RREIEEN 1.

Fig.1 Nucleotide and deduced amino acid sequences of Sea Perch ACBP
The suggested polyA signal AATAA is underline, stop code is indicated by a star.
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10 20 30 40 50 60
B B T I I B I I B B I B R L |

Lateolabrax japonicus =WiDLQLKFDTLALEVEQLEIKPTDEEMLQVYSLFKQASYVGDVNTGRPGHFDF TGKVKIND 59

Salmo salar =N5--ELDFDKALEEVKQLELKPADAENLRV Y ALFKQLEVGDVNTARPGHLDF TGKLKUD 57
Cyprinus carpio -M3--ELEFQRALEEVEQLEKARPTDAEMLEIVSLYKQATVGDVNTARPGHLDF TGKLAKUD 57
Epinephelus coioides  -N3--QLDFEKLALEEVKVLEKTKPHD AEMLEIYSLYRQATVGDVNTARPGHLDF TGKLEWD 57
Danio rerio -N5--EAEFQKLAEEVEQLELRPTDAENLEITSLTRQATVGDVITARPGHLDF TGKLEWD 57
Xenopus laevis =N5--QLLFEKALEEVKQLKTTPTDEENLETY ALYKQATVGDVH TDRPGHLDFEGKLEWD 57
Bos taurus -N5—-QLEFDEKALLEEVKHLETKPADEENLF ITSHYKQLATVGD INTERPGHLDFEGKLKUD 57
Rattus norvegicus -H5--QiADFDKALEEVERLKTQPTDEEHMLF ITSHFKQATVGDVITDRPGLLDLEKGKAEWD 57
Mus musculus =N5--QLEFDKLLEEVKRLKTQPTDEENLF ITSHFKQATVGDVIH TDRPGLLDLEGKLEWD 57
Homo sapiens HPL—-F E;EK' EE'.-'RH%KTKE’SDEEH'_TI:GH"KQ-T'-.'T-DIIITERE"‘T;?'ILD?T-?K KD 58
70 80 30

elecaclanaalanaclacaalaaaal
Lateolabrax japonicus ' EKQEGKSKED LMNEVINLVEELKQKYGE 89

Salmo salar WEKEKGKSQED ARKEVIALVEELKGKYGY 87
Cyprinus carpio WELREGHSKDD AMELYIAKVEELKGKYGI 87
Epinephelus coioides WEKREKGHSKED ANKLYIDKVEELKGKYGI 87
Danio rerio WDAKKGTSKED AVKLYIAKVEELRKGKYGI 87
Xenopus laevis WHNEKEGTSKED AMAQTVELVEKLKGKY-- 83
Bos taurus MELRGTSKED AMKAYIDEVEELKKKYGI 87
Rattus norvegicus SWNEKLEGTSKENAMKTYVERVEELKEKYGI 87
Mus musculus SUNELEGTSKES AMKTYVERVDELKKKYGI 87
Homo sapiens WHMELEGTSKED AMKLYINEVEELERRYGI 88
* . e 0 *

El2 & ACBP &EHSHE M ACBP &HRIRIRIE LXT
JIG I B 1 A TR 5 0 R T R RN s, AN ) MR X0 DR 57 0 7 IR R S bl IR A X DR S U R R R OR
Fig.2 Homology Comparison of Sea Perch ACBP to other known ACBP proteins
Hydrophobic binding site for acyl-CoA esters is underlined, conserved aromatic residues in different helices are marked with stars and other

conserved residues in the turn between helices marked with dots.

74 L-Anoplopoma fimbria (BT082850)
5{'—71@'@(”’(:&% Japonicus (FI858258.1) #——
71 L-Oryzias latipes (F1843607.1)
36| L-Oncorhynchus mykiss (BT073679)
25 _|: L-Cyprinus carpio
68 L-Danio rerio (BC045916.1)
L-Xenopus laevis (BCO73580)
48 — L-Bos taurus (M15886)

L-Homo sapiens (M15887)
72 — L-Oryctolagus cuniculs (AF407578)

36 L-Rattus norvegicus (NM 031853)
99 l_l— L-Mus musculus (NM 007830.3)

23 B-Onc orhynchus mykiss (CA350729)
4|7 B-Danio rerio (AW826792)
84 B-Mus musculus (AK020348)

494':!.-'03170 sapiens (AK095538.1)
T-Bos taurus (AF229798)

100 I: T-Rattus norvegicus (NM 021596.1)
79 T-Mus musculus (NM 021294)

56

P
0.05

3 TREHE ACBP ZGiHY
R MEGA (4.0) 81 Neighbour-Joining VM, REH HIEM Y 1 000, HikRRmtyifa.
Fig.3 Phylogenetic tree of ACBP from different organisms
The phylogenetic tree was obtained using Neighbour-Joining method by MEGA (4.0). Bootstraps (1 000) were performed for the NJ tree. Arrow
indicates Sea Perch.
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215 bp ACBP —» =2 EIPJ

. 250 b
196 bp 185 —» gtmobg

(B)

Relative expression of ACBP
o
=
=2

Different tissues
B4 RT-PCR (A)FALATEE PCR (B)#all#5ta Acbp EEAYALRIX
M: bRUESN Tots Lo LA 20 /Dol 30 HIRIRS; 4 KNG 50 B4; 6: B 7: MENTAA S 8: JBUUE; 9: 6l 10: FFME; C: X, n=3, P<0.05. A E
Wr R RRERTHE.
Fig.4 The tissue expression profile of sea perch Acbp was determined by RT-PCR (A) and real-time PCR (B)
M: marker; 1: muscle; 2: heart; 3: eye; 4: brain; 5: intestine; 6: kidney; 7: fat; 8: spleen; 9: gill; 10: liver; C: control. n=3, P<0.05. a, b, c: different

letters of superscript mean significant differences.
*
PS

Glucose Insulin

Zz
=

)

1.4
1.2

0.8
0.6 *
0.4
0.2

Relative mRNA of ACBP
Relative mRNA of ACBP

5h 24h 48h Control

5 S8R Acbp S RIZMLAEE PCR 4T
A: YUK 5 h, 24 h A1 192 h J5 Acbp [FAIXTRIA; B: B £ #EE /K (PS, 0.85%), HIZiIHH(2 ¢/kg) M Z(10 U/kg)S hJ5 Acbp (AN R
%K. n=4, *P<0.05, NE LR L.
Fig.5 The induced expression of sea perch Acbp in liver was determined by real-time PCR
A: relative expression of Achp after fasted for 5 h, 24 h, 192 h; B: relative expression of Acbp 5 h after intraperitoneal injection of physiological
saline (PS, 0.85%), Glucose (2 g/kg) and Insulin(10 U/kg). n=4, *P<0.05, significant difference.

3 1ie ACBP 5] F WIS 175 ek ) K i v 43 B A3 21 0, 38

ACBPZLCACOAMFE Ik Bk W G E, 78 FIh A 43 Aok e, F 2Rk T KM, 1ff T-
WL h, ACBP fEAE =FP LA, BIL 7Y, BRI ACBP W LB LIALER H, FAh &4 34 IR,
TH. L-ACBP —fH 86~92 M KR A%, JPolrh M2, PWANSRAI 5286 = T-ACBP®", FA'TH RT-
WA R, AL H R, FEREAEMIE  PCREA RACE M fa JIF It 7 25 £1¥) Acbp cDNA 4>
LR AL, T HE R b S8R B- KFF13E 679 bp, %5445 270 bp JF80 S24E,



B A B0 LA A 455 B2 Acbp JEDE] cDNA (1 v BN i35 3 ik 25

HEN G i 89N Z IL IR (C - IR, 5 NI 2K ) L-
ACBP [AlVETER 68%~87%. FIHHT bR H, frifn
ACBP A S L-ACBP 41, it LA A BAl
o R I A L 7Y Acbp JE A,

Wi L5 %) ACBP H1 DY o WETE AT Jile— A1 gt
RIS T 5, S5 HF) TLCACO0A 1145 &, LCACoA
5 ACBP 454 )5, il A i %> o5, BB W) 58 4
HEAE ACBP /K 1) 1 48rhss o s 2 A o- iR
() KQATVGD #4140\ k2 IR L AL il A (1R i /K &5
B P I 2 WL, f e R S5 R AL T 35~41
Az, AB AR T B S B, R VG B 16 T 000 KO AR
TyH0, LT AN RN R E DX B R 22 0 B Ak 2 S R Bk ik
WARLRSF, Wl Phe®s Tyr’'. TrpS Hl Tyr’®(|&] 2 Hy
TR IER) o HoA OR ST 1) 20 BRI W) A7 T IR i 1)
A AL, QiR iE 1 AR TE 2 Z 1K) Leu'® Al Pro?; i3
FE2HI3 2 [6] ) Pro¥ Fil Gly*; B2 Jig 3 Fild 2 [a] ff) Gly*.
Ser®. Glu” Fl Ala7(&l 2 ] NI 2R 7R) o

Acbp {EWTFLBN vt AN ML R SRR, A
FLIGIRIRRTE B B 21 A TR 25 AN A 2T Acbplf)
I3, B e R IE A 1 €0 Bl (g 107 4H 2R LA S
JUE, FLURRE -2, fiyifh Acbp IZRIABIA S FL
BIPIEA—F, AE AR 10 Rl b B3R
1K, I B B T OO, AR AR L TR

i MRINZHZY . FERELB) T, EAR Acbp BE[K ) 2)
TR AT g T AR )2 1, (H A S
Acbp 121 52 BIACHS R4, Wik B LS L AE
Acbp )7k it 25 FEAIG, millR &5 5 Acbp (3£
KE, FEFLB T Sk IE Acbp 22 PPAR
HARBEDE], PPAR o 1) P A4S - Tt S A 400 Wl A 385 3 5 77
(peroxisome proliferator) §& 757 JH- 4l it ACBP )14,
B I % 4« PPAR oL BEVTE Acbp Ja sl 101211, Lk EE
B4 hn PPARo H brIE PR 3, (HIRIFEAE ) PPARa H
FrIE A ) Acbp ZEYLHRIN 2 IE W FEAICH, TR 2 Acbp
K57 3 PPARa FIl SREBP(sterol regulatory element-
binding protein) IR i 4%, EVLIRI PPARa I, B
PLACbp#ik i W i3 i, (EE VLR IR I 4116 7 SREBP-
Lo HTEPE, B85 B2 A8 T Acbp (kU4 ]
FE, BT R G 2 T2l SREBP-1c 45 7 21| Acbp
JA B 1) SRE B A7, 755 5k [A5~ SP1 A} J& [A 5~ NF-
Y JLRMEH TR AE1S Achp ISR HE Inusst, A T A
FLa LW, YUK BE K L 2 Acbp mRNA {3
ik, P 3R W R T JL IR, 1S5 AN I #1301
IR FE S F 35, AR LTS 5 R FLsh P

FE, 215 [ RE 57 3] PPARo T SREBP [ X FE 45558
HFFFE— 205 .
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Cloning and Induced Expression of Acyl-CoA Binding Protein Gene from
Sea Perch Lateolabrax japonicus

Yun-Xia Qian*, Sun-Xiao Yang, Li-Juan Tong, Juan-Juan Song, Lun Qian
(Faculty of Life Science and Biotechnology, Key Laboratory of Applied Marine Biotechnology, Ministry of Education,
Ningbo University, Ningbo 315211, China)

Abstract Acyl-CoA-binding protein (ACBP) has been proposed to play a pivotal role in the intracellular
trafficking and the utilization of long-chain fatty acyl-CoA esters. Full-length cDNA coding for Lateolabrax japonicus
ACBP was isolated from liver total RNA by RACE techniques. It was shown to be 679 bp, which included a 83 bp
of 5'-untranslated region (UTR), a 326 bp 3'-UTR and a 270 bp open reading frame (ORF). The deduced ACBP was
comprised of 89 amino acids with a theoretical isoelectric point of 5.44 and molecular weight of 10.14 kDa.The
amino acid sequence comparision of ACBPs showed that Lateolabrax japonicus shared 87%, 84%, 78% and 68%
identity with Medaka, sablefish, Atlantic salmon and human, respectively. Semi-quantitative RT-PCR and real-time
PCR were used to characterize the expression profile of Acbp. The results showed that Lateolabrax japonicus Acbp
was expressed in all ten tissues tested (muscle, heart, eye, brain, gill, liver, intestine, kidney, fat and spleen) with
highest expression in kidney and liver, lowest in muscle, eye and brain. The Acbp expression in sea perch liver is
down-regulated by fasting, up-regulated by insulin but not glucose.
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