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- TCCCAGCTTCCATGGCCCCACGGGGGCTGTCGAGAAATGAAAACTAGT 46
AAGGAGCAGATGAGAGGAGAATGTGTGTCCTCCCCCACCTCCCCAGCCCCCATGGGGGCTGCAGAGAAATGAAAACTAAT 254
~~GGAGCAGATGAGAGGGGAATGTGT-~CCTCCCCCAACGCCCC-TGCCCCACAGGGGCTGCTGAGAAATGAAAACTAAT 805
sokk k ok bbbk kioliokk  elelkkebkicoilioRk %
CAGATTACACCCTGTGGCCTCCCTCCCAGTGCACGGGAGCCAGCTAGGGGETAGGCCGGCTGGGGCGGGGECCOOGETGOT 125
CAAATTACACCCTATGGCCTCCTTACCCGTGCACAGGAGC?TGCTGGGGGCAGGCTGGCTGTGGGGAGGG—*GGGGTG—— 324
CAAATTACACCCGACGGCCTCCCGACCCGTGCACAGGAGCCCGCCTGGGLCAGG——GGCAGGCTGGCAGGGTGGGGTGG- 934
RSN * ok k ok ki kkk bk ok Ok kb kblolokk
GTGTGCAGGGGGAGAGGGAAGGGGAATCACGTCTAATCCACTGTAAACGTCTTGATGTGCAGCAACAGCTTAGAGGGGGG 20
————— CAGGGGGAGAGGGAAGGGGAATCACATCTAATCCACTGTAAACGTCTTGATGTGCAGCAACAGCTTAGAGGGGGG 405
GGGCCATGCGGGAGAAAGAAGGGGAATCACATCTAATCCACTGTAAACGCCTTGATGTGCAGCAACAGCTTAGAGGGGG- 1011
* RRRRRE 4 ok > Fickk ook kokokokk
CTCAGGTTTCTGTGGéGTTGGCTATATTTATCTCTGGTTCCATGCCAGCGGGGAGGGIIIAAATGGCACCCAGCAGTTGG 285
CTCAGGTTTCTGTGGCGTTGGCTATATTTATCTCTGGTTCCATGCCAGCGGGGAGGGTTTAAATGGCACCCAGCAGTTGG 545
CTCAGGTTTCTGTGGCGTTGGCTATATTTATCTCTGGTTCCATGCCAGCGGGGAGGGTTTAAATGGCACCCAGCAGTTGG 1090

seoksedek:

v
CGTGAGGGGCCGCAGGAGCTTGGGGGCTGGTGGCAGGAACAAGTCTCTTCTGACCCCQIQGAGCTGTATGAGACCTCTCC 365
CGTGAGGGGCTGCAGGAGCTTGGGGGCTGHTGGCAGGAACAAGTCTTTTCTGACCCCATGGAGCTGTATGAGACATCCCC 625
CGTGAGGGGCTGCTGGAGCTTGGGGGCTGGTGGCAGGAACAAGCCCTTTCCGACCCCATGGAGCTGTATGAGACATCCCC 1170

£ ok % T ok ek
CTACTTCTATCAGGAACCTCACTTCTATGACGGGGAGAACTACCTGCCTGTCCACCTCCAGGGCTTTGAGCCGCCAGGCT 445
CTACTTCTACCAGGAACCCCACTTCTATGACGGGGAAAACTACCTGCCCGTCCACCTCCAGGGCTTTGAGCCACCAGGCT 705
CTACTTCTACCAGGAACCCCGCTTCTATGATGGGGAAAACTACCTGCCTGTCCACCTCCAGGGCTTCGAACCACCAGGCT 1250

% % sokokk Y ¢ | dokk Sk Rk kol

ACGAGCGGGCTGAGCTCAGCCTGAGCCCTGAGGCTCGAGTGCCCCTTGAAGACAAGGGTCTGGGGCCTGCGGAGCACTGC 525
ACGAGCGGACTGAGCTGAGTCTGAGCCCTGAGGCCCGAGTGCCCCTGGAAGATAAGGGGCTGGGGACCCCCGAGCACTGC 785
ACGAGCGGACGGAGCTCACCCTGAGCCCCGAGGCCCCAGGGCCCCTTGAGGACAAGGGGCTGGGGACCCCCGAGCACTGT 1330
sokdokdol K ook okdololook okiolk ok ok loiolobiok ok ok dolokiok ololoolok k ok okiokkkok
CCGGGCCAGTGCCTGCCGTGGGCGTGTAAGGTGTGTAAGAGGAAGTCGGTGTCTGTGGACCGGCGGCGCGCCGCCACGCT 605
CCAGGCCAGTGCCTGCCGTGGGCATGTAAGGTGTGTAAGAGGAAGTCCGTGTCTGTGGACCGTCGGCGGGCCGCCACGCT 865
CCAGGCCAGTGCCTGCCGTGGGCGTGTAAGGTGTGTAAGAGGAAGTCGGTGTCCGTGGACCGGCGGCGGGCGGCCACACT 1410
Kk kklkkokkkiookiolk Sokkkiokiiockiokiskoiaok Fopkokk ookl dolkiok ok sokokik Kok
GAGAGAGAAGCGCAGACTCAAGAGGTGAATGAATGAAGCCTTCGAGGCCCTCAAGAGGAGCACCCTG 672
GAGGGAGAAGCGCAGGCTCAAGAAG-——-GTGAATGAGGCCTTTGAGGCCCTGAAGAGGAGCACCCTG 932
GAGGGAGAAGCGCAGGCTCAAGAAG———GTGAATGAGGCCTTCGAGGCCCTGAAGAGAAGCACCCTG 1477

*kk Ak 4 X fokkdok otk okkokk foksdorokk

4 MyoG Clustal W
*, P V. ;= TATA ;——

Fig 4 A lignment of nucleotide sequence forMyoG gene of bovinew ith those of pigand human by Clustal W

*. The identical bases V. The transcription initiation site =— TA TA box; — . The translation initiation codon
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Cloning and analysis of the promoter sequence of bovineM yoG gene

W ANG Shan',CHEN Hong"?,CA | Xin*
(L college & A nimal Science and Technology,N orttw est A & F U niversity, Shaanxi K ey L aboratory o
A gricultural M olecular B iology, Yangling, Shaanxi 712100, China;
2 Institute d Cellular and M olecular B iology, X uzhou N omal U niversity, X uzhou, J iangsu 221116, China)

Abstract: MyoG gene w as investigated to play a core role in regulating myogenisis A ccording to 5'

flank regions and partial sequencesof the first exon ofMyoG of H ano sapiens, SosScrdf a andM usmusculus
published in GenBank, the homogeneous primersw ere designed to anplify the promoter region of M yoG of

B os

taurus by performing touch-down PCR. The PCR product was ligated to pGEM -T -easy vector, and

then E. coli DH 5« strain w as transformed Positive clonesw ere identified by restriction endonuclease, PCR

and

sequencing The promoter sequence of MyaoG of B os taurus was identified (GenBank A ccession No

A Y 882581) ,w hich showed 94%, 91% and 88% homology w ith that of Sos Scrd a, H ano sapiens and M us
musculus regectively. It is indicated that the promoter sequence of MyoG w as comparatively conservative

ano

ng different gecies Cloning and analyzing of the promoter region of MyoG made substantial basis for

further research on themechanisn of regulation and expression of MyaoG in B os taurus

Key wordsMyaoG gene; promoter sequence, sequence analysis B os taurus



