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EMBL accession no. X17065

The structural gene (adhB) encoding an alcohol dehydrogenase
I from Zymomonas mobilis strain ATCC 10988 was cloned into
Escherichia coli by means of allyl alcohol selection. The complete
coding region of adhB gene was sequenced on both strands by
the Sanger method (1). Juxtaposition of the sequences showed
difference in 13 nucleotide bases between the adhB gene of Z.
mobilis ATCC 10988 and that of ZM4 reported previously (2)
which causes one amino acid substitution of the enzyme (the small

8
ATGGCTTCTTCAACTTTTTATATTCCTTTCGTCAACGAAATGGGCGAAGGTTCGCTTGAAAAAGCAATCAAGGATCTTAACGGCAGCGGCTTTAAAAATGCCCTGATCGTTTCTGATGCT

letters indicate the sequence of ZM4 in Figure). The length of
both coding regions was composed of 383 amino acids.
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MetAlaSerSerThrPheTyrIleProPheValAsnGluMetGlyGluGlySerLeuGluLysAlalleLysAspLeuAsnGl ySerGlyPheLysAsnAlaLeulleValSerAspAla

8
TTCATGAACAAATCCGGTGTTGTGAAGCAGGTTGCTGACCTGTTGAAAACACAGGGTATTAATTCTGCTGTTTATGATGGCGTTATGCCGAACCCGACTGTTACCGCAGTTCTGGAAGGC
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PheMetAsnLysSerGlyValVa1l.,ysGanalAlaAspLeuLeuLys'IhrGInGIyIleAsnSerAlaValTyrAspGlyVa1MetProAsnProThrVal'lhrAlaValLeuGluGly

ala
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CTTAAGATCCTGAAGGATAACAATTCAGACTTCGTCATCTCCCTCGGTGGTGGTTCTCCCCATGACTGCGCCAAAGCCATCGCTCTGGTCGCAACCAATGGTGGTGAAGTCAAAGACTAC
LeuLysIleLeuLysAspAsnAsnSerAspPheVallleSerLeuGlyGlyGlySerProHisAspCysAlaLysAlalleAlaLeuValAlaThrAsnGl yGlyGluValLysAspTyr
120
480
GAAGGTATCGACAAATCTAAGAAACCTGCCCTGCCTTTGATGTCAATCAACACGACGGCTGGTACGGCTTCTGAAATGACGCGTTTCTGCATCATCACTGATGAAGTCCGTCACGTTAAG
GluGlyIleAspLysSerLysLysProAlaleuProLeuMetSerTleAsnThrThrAlaGlyThrAlaSerGluMetThrArgPheCysIleIleThrAspGluValArgHisValLys
160

600
ATGGCCATTGTTGACCGTCACGTTACCCCGATGGTTTCCGTCAACGATCCTCTGTTGATGGTTGGTATGCCAAAAGGCCTGACCGCCGCCACCGGTATGGATGCTCTGACCCACGCATTT
MetAlaIleValAspArgHisValThrProMetValSerValAsnAspProLeuLeuMetValGlyMetProLysGlyLeuThrAlaAlaThrGlyMetAspAlaLeuThrHisAlaPhe

200

c g t g c gatc 720
GAAGCTTATTCTTCAACGGCAGCTACTCCGATCACCGATGCTTGCGCTTTGAAAGCAGCTTCCATGATCGCTAAGAATCTGAAGACCGCTTGCGACAACGGTAAGGATATGCCAGCTOGT
GluAlaTyrSerSerThrAlaAlaThrProlleThrAspAlaCysAlaLeulLysAlaAlaSerMetIleAlaLysAsnLeuLysThrAlaCysAspAsnGlyLysAspMetProAlaArg

240

c 840
GAAGCTATGGCTTATGCCCAATTCCTCGCTGGTATGGCCTTCAACAACGCTTCGCTTGGTTATGTCCATGCTATGGCTCACCAGTTGGGCGGTTACTACAACCTGCCGCATGGTGTCTGC
GluAlaMetAlaTyrAlaGlnPheLeuAlaGlyMetAlaPheAsnAsnAlaSerLeuGlyTyrValHisAlaMetAlaHisGlnLeuGlyGlyTyrTyrAsnLeuProHisGlyValCys
280

t 960
AACGCTGTTCTGCTTCCGCATGTTCTGGCTTATAACGCCTCTGTCGTTGCTGGTCGTCTGAAAGACGTTGGTGTTGCTATGGGTCTCGATATCGCCAATCTCGGCGATAAAGAAGGCGCA
AsnAlaValLeuLeuProHisValLeuAlaTyrAsnAlaSerValValAlaGlyArgLeuLysAspValGlyValAlaMetGlyLeuAspIleAlaAsnLeuGlyAspLysGluGlyAla

320

1080
GAAGCCACCATTCAGGCTGTTCGCGATCTGGCTGCTTCCATTGGTATTCCAGCAAATCTGACCGAGCTGGGTGCTAAGAAAGAAGATGTGCCGCTTCTTGCTGACCACGCTCTGAAAGAT
GluAlaThrIleGlnAlaValArgAspLeuAlaAlaSerIleGlyIleProAlaAsnLeuThrGluLeuGl yAlaLysLysG1uAspValProl..euLeuAlaAspHisAlaLeuLysgzg

1149
GCTTGTGCTCTGACCAACCCGCGTCAGGGTGATCAGAAAGAAGTTGAAGAACTCTTCCTGAGCGCTTTCTAA
AlaCysAlaLeuThrAsnProArgGlnGlyAspGlnLysGluValGluGluLeuPheLeuSerAlaPhe*¥**

383

* To whom correspondence should be addressed
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