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Fig. 2 PCR result of full length ¢eDNA (a) and open reading frame (b)
M: PCR marker: I: full length ¢DNA: 2: ORF fragment.
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1981 lglagaggaaleggaaaaaaaaaaaaaaagaaagaaaaaaaaaaaa

Fig. 3 Nuclear acid sequence of this novel gene and deduced amino acid sequence encoded by it

Whole length of the eDNA is 2 024 bp. Coding sequence is between 97 and 1 167 nuclear acids. Amino acids underlined is ACP like domain.



- 76 - S ESEYYERER Prog. Biochem. Biophys. 2001: 28 (1)

(a)  ku MU I 2 3 4 5 V c S
' T ™ "‘"
97 .4—~ - e ——_—— ) ‘; ‘
1 —
66— i '
43—~ '
e - B4 |
31— B e e A ==
A= i a m = 9
14— - Ll - -

Fig. 4 Result of SDSPAGE of expression of target gene in E. coli
M : protein molecular mass marker; [~ 5: the No. of ¢lons; U: uninduction; V: vector: 1= 5 h: time of IPTG induction; C: clusion bodies; S:
supernent. (a) showed a protein band al molecular mass of 66 ku that eaquals to the GST (26 ku) plus the aim protain (40 ku) in clon. [/, 4 and
5. (b) showed the results of analysis of expression time and style after IPTG induction. The aim protein was expressed in clusion bodies and the higher

level of expression can be reached at 2 hour after IPTG induction.
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Exploring a New Gene Containing ACP Like Domain in Human
Brain and Expression It in E. coli’

DENG Yarr Chun, YAO LiBo™ ", LIU XinPing, NIE Xiao-Yan,

WANG JrCun, ZHANG Xiao- Guang, SU Cheng-Zhi
{ Department of Biochemistry and Molecular Biology, The Fouth Military Medical University, Xi'an 710032, China)

Abstract To look for new genes from human brain, get a fragment was obtained using adaptor primer and 3
anchor polymerase chain reaction (PCR) with the human adult whole brain ¢DNA as template. The fragment
was cloned into T easy vector and automatically sequenced with 310 Genetic Analyzer. Later the whole length
¢DNA of this novel gene was got with the method of 3 rapid amplification of cDNA end (RACE). The whole
length of ¢DNA of this novel gene is 2 024 bp. Chromsome location is at 14ql1.2 including 16 extrons and 15
introns. After scanning the sequence against GenBank it is proved that the sequence is a new one. ORF analysis
showed that there is a complete coding region in it, it can interprate a protein containing 357 amino acid
residules. ProDom analysis result showed that there is an acyl carrier protein (ACP) like domain in it. The gene
was banked into GenBank. Then, a pare of primers were designed and were used to amplify the coding region
and cloned into pGEX-4T | expressing vector to express it in E. coli . The Dot blotting and Northern blot
showed that this novel gene is highly expressed in the normal adult human brain.
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