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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. The objective of this study is to demon-
strate the structure and function of the JcACBP. A complete CDS sequence of Acyl-CoA-binding protein
gene(JcACBP) was cloned from the Jatropha curcas L.. We analyzed the sequence and structure character-
istics of its encoded protein,and its expression patterns in the different organism and the development of
fruit by quantity RT-PCR. The complete CDS sequence is 279 bp,and encoded 92 amino acid residues with
a putative molecular mass of 10. 30 kD. JcACBP contained one conserved domain-ACBP superfamily. Evo-
lutionary relationships analysis revealed a closer genetic relationship between the J. curcas L. JcACBP
gene and that of Vernicia fordii(96%). JcACBP expression significantly in different organism and had the
highest transcript profile in the fruit;the expression level of JcACBP had the same trends with the lipid ac-

cumulation in the fruit.
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Fig.1 PCR product of JcACBP
gene in J. curcas

M. DNA marker;1. PCR product of ACBP

ATGGGTTTGAAGGAGGAATTTGAGGAGTATGCTGAGAAAGCTAAGACCCTTCCGGAAAACACAACAAATGAGAAC
GG LEKEETFETEYAEIZ K AEKTTLUPENTTNEN
AAACTTATTTTGTATGGGCTTTTTAAACAAGCCACTGTTGGACCTGTGAACACCAGCCGTCCTGGAATGTTCAAC
KLIULYGILVFIE KQQATVGPVNTSIRPGMNTFN
ATGAGGGACAGAGCAAAGTGGGATGCATGGAAGGCTGTTGAAGGCAAATCTAAGGAAGAAGCAATGAGTGACTAT
H RDRAEKWDAWEKAVETGI KT SI KTEEAMNSTDTY
ATCACGAAGGTTAAACTGTTGCTGGAAGAAGCTGCAGCAGCGGCTTCCGCTTAG

I T KV KLLTILTETEAAAWAATS A

B 2 /T JcACBP ¥R R LR 5 41

Fig. 2 Nucleotide and amino acid sequences of JcACBP in J. curcas
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Fig.3 Alignment of deduced amino acid sequences of ACBP from J. curcas L. and other plants

KC875844. Jatropha curcas ; AFZ62125. Vernicia fordii ;BAB85987. Panax ginseng ; XP 0023034. Populus trichocarpa ;
004066. Ricinus communis ; XP 002263421, Vitis vini fera ; CAB56693. Digitalis lanata

23 WA Vernicia fordii( AFZ262125)

NP Jatropha curcas(KC875844)

N ZPanax ginseng(BAB85987)

E R MPopulus trichocarpa(XP 0023024)

B BRicinus communis(O04066)

H HVitis vinifera(XP 002263421)

et et Digitalis lanata(CAB56693)

0.01

B4 5 H AR ACBP B[R
I T AL TR e ) R AL
T ROPR AR 3 A2 5 B ELAUR AN 1 000 IR
T3 8119 Bootstrap {43 lL{H
Fig. 4 The evolutionary tree of amino acid sequences
of ACBP from J. curcas and other plants
The scale bar represents genetic distance; Numbers

represent the Bootstrap percentage values

calculated from 1 000 replicates
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Fig. 6 Expression levels of JcACBP gene in fruits
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