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B4 ACAS2 B REN 51919 8 2F X A B 40 J 4 A3 23 b 8 B A Y v O 45
A,B,C,D 5 SRR E G5 4 3 4 Fh SEREAR S 1~24,25~48,49~72,73~92 DAL R A L IK45 5 : M 5 DNA Marker; P 2 B # % 1

CACAGGCAAACCCAAGGGTGTGGTTCACACAGTTGGGGGCTACATGCTCTATGTAGCCAC 938

ACACACAGTTGGGGGCTACATGCTCTATGTGGCCAC 36

CACAGGCAAACCTAAGGGTGTGGTGCACACAATTGGAGGCTATATGCTCTATGTGGCTAC 1 080

kK ¥k ok

CTATGTCAGCTCTCTTAGGAAGCCCCAGTACTTATATTGGGCATGCACTTGCCCTTAAAA 2 425

CTATGTCATCTCTCTCAGGAAGCACCAGTACTTATCTTGGGACTGCACTTGCCCCGAGAA 1 523
CTTC—CAGCTCTCTCCAAAAGCACCAGTTCTTATCTTGGGCCTGCACTAGGCTTTAGAA 2 523

*% kk koK ook * * * ¥k

ACAATGATTTGTGAGTCCAGGAACAATTTACTATTTTTAAAATATTTTGCTGCTTCTGTT 2 485

ATGCCTGTTTGT 1 535
ATGACAGTTTGTGAGTCTATGAATAATT———ATTTTTTTAAAAACTTTGTTGTCTCTGTT 2 580

* skkckokk

B2 A4 /DB ACAS2 B mRNA J5 51 i) 5] 34 o x

1,2,.3 4 MERAN 4 DB ACAS2 3 H mRNA F3; » ) 3 MEFELSBF SRS

— = WA R KR SY 5o A WA P I F B

Fig. 2 Comparison result of mRNA sequences in human,cattle and mouse for ACAS2 gene

1,2,3 represent mRNA sequence of human,cattle and mouse,respectively; * . completely identical part

of these sequences; — — —. absent bases; . omitted middle sequence

Fig.4 PCR results of somatic hybrid panel for the ACAS2 gene

3 4 ACAS2 3 2 %5141 PCR 7= ¥ 3k 45 2R
M. DNA Marker;1~3,4~7. §|#%} 1PL,1PR
M 2PL.2PR 1§ PCR %E /B vy vk 45 S
Fig. 3 PCR products from bovine genomic DNA
using 2 pairs of primers of ACAS2 gene
100 bp M. DNA Marker;1—3,4—7. PCR product
of primer 1PL,1PR and 2PL,2PR

M
B
PM
D

A,B,C and D represent 1— 24 hybrids,25—48 hybrids,49—72 hybrids and 73— 92 hybrids,respectively ; P. positive control ;M. DNA Marker

,’
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Study on the cloning, sequence analysis and chromosome
mapping of bovine A CA S2 gene

M A Yun"? XU Shang-zhong®, GAO Xue’, ZHANGY ing-han*,
XIN Ya-ping', GAO Shu-xin®, REN Hong-yan®
(1 Institute & A nimal Science (IAS), The ChineseA cadeny d A gricultural Sciences (CAAS),B eijing 100094, China;
2 College & Anmal Science and T echnology,N orthw estA & F U niversity, Yangling, Shaanxi 712100, China;
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Abstract: T he liver tissue from Chinese Smmental cattlew as collected to extract RNA and the DNA

of the bovineA CA S2 genew as determ ined and analyzed by homology cloning approach combinedw ith RT -
PCR in this study. Sequence analysis and bioinformatics study show ed that this partial @NA contained
1 535 nucleotides A nd its basic composition show ed 91% and 88% identity withmRNA sequence, A CAS2
gene of the human NM - 13274 and mouse NM - 019811 regpectively. The SUN bRH panel was enployed to
detemn ine the precise location of both three genes Statistical analysis revealed that, the bovine A CA S2 gene
wasmapped to the bovine chromosome BTA) 13 andw as closely linked to a framevork marker D IK 4350
at a 2-point LOD sooreof 36 4

Key words cattle; A CA S2; gene cloning; RH; chromosomemapping



