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We recently reported the cloning and characterization of the gene coding for
quinoprotein glucose dehydrogenase from Acinetobacter calcoaceticus LMD 79.41
(1). In this paper we present the complete nucleotide sequence of this gene as
determined by the chain termination method of Sanger et al (2). From the
putative start codon to the ochre codon the gene is 2400 bp in lenght, coding
for a protein of 86.9 kD. The 140 amino acids long N-terminal part of the
protein is highly hydrophobic, suggesting that this domain anchors the protein
in the plasma membrane. Putative membrane spanning segments within the
hydrophobic domain (hydrophobic regions separated by hydrophilic amino acid
residues) are boxed. The translation start site and the possible ribosomal
binding site are underlined.

GGAATATGTCGTCATGTGTCGATAAAATGGTGATAACACTGGTGCGGTATAAATCTCAACTCGATCTAAGCGTAATTACTC GAAAACGGATGTCAGGGCTAAATCATTGATTGAATTAT
1 20 CCTGACCTTCCGTTTTTTCTTGATGCCTGAATTTGTTTTAGATGTATTGGTGATGCCATTTTTCTATAAGGCTCTTGGCACATCTTTCCTATAAAAATGATGATTGATAAaGAGTGGTTT

MetAsnGlnProThrSerArgSerGlyLeuThrThih eTrValIleIleIl G1Le L uA1aLeuPheLeuLeuIleGl gG vIleTr LeuA1aThrLe yyGlySeAIjeTv
240 ATGAATCAACCTACTTCAAGATCAGGTTTAACGACT GGCGGT T AATTTAC

TyrIleI eAlaGI YVa LeuLeuLeulleVal aT eyrLysAr ST l aLeuTi PheTYrAlaAlaLe uMetLi IiT f l lu
360 TACATTATAGCTGGAGTATTACTCCTcATTGTTuCATTGCAACTCuAcAAGc A T AT TAGGTAC ATTATCTGGAGTGTCTGGGAA

ValGlyThrAspPheTrpAlaLeuAlaProArgLeuAs leLeuGl IleLeuGl LeuTr LeuLeuValProAalIaVaIThArgGlyIleAsnAsnLeuGlySerSerLys alI
480 GTTGGAACAGACTTTTGGGCGCTTGCACCACGTTTAGATA CGTGGAATCAACAACCTTGGATCAAGTAAAGTTGCC

LeuSererThrLeuA aIl e aIeValLeuMeteValTvrSerI ePhe s AspProGlnGluIleAsnGlyGluIleLysThrProGlnProGluThrAlaGlnAlaValProGly
600 TACTACTACAIUAtlGTGTATTTTC-GATCCGCAAGAAMTTAATGGTGAAMTCAAAACACCTCAACCAGAAACAGCTCAAGCCGTGCCTGGT

Val1Al1aGl uSerAspTrpProAl1aTyrGlyArgThrGl nA 1aGlyVa lArgTyrSerProLe uLysGln Il1eAsnAspGl nAsnVa 1LysAspLeuLysVa 1Al1aTrpThrLeuArgThr
720 GTTGCTGAAAGTGATTGGCCAGCTTATGGTCGTACTCAAGCAGGCGTGCGTTATTCTCCATTGAAACAGATCAATGATCAAAACGTAAAAGACTTGAAAGTTGCTTGGACTTTACGTACT

GlyAspLeuLysThrAspAsnAsESerGlyGluThrThrAsnGl nVal1ThrProIl1eLysIl1eGlyAsnAsnMe tPheIl1eCysThrAl1aHi sGl nGl nLe uI 1eA 1a Il1eAspProAl1a
840 GGCGATCTTAAGACAGATAACGACTCTGGCGAAACGACTAATCAGGTTACAC CGATTAAAATCGGTAATAACATGTTTATCTGTACAGC TCACCAGCAGTTAATTGCTATTGATCCTGC T

ThrGlyLysGluLysTrpArgPheAspProLysLeuLysThrAspLysSerPheGlnHisLeuThrCysArgGlyValMetTyrTyrAspA1aAsnAsnThrThrGluPheAlaThrSer
960 ACAGGTAAAGAAAAATGGCGTTTTGATCCGAAACTTAAMACGGATAAATCGTTCCAGCATCTAACTTGTCGTGGTGTGATGTACTACGATGCAAACAATACAACTGAGTTTGCAACGAGT

LeuGlnSerLysLysSerSerSerThrGl nCysProArgLysVal1PheVal1ProValAsnAspGlyArgLe uVal1Al1aVa lAsnAl1aAspThrGlyLysAl1aCysThrAspPheGlyGl1n
1 080 CTTCAAAGCAAGAAATCTAGCTCTACACAATGTCCACGTAAGGTATTTGTACCAGTCAACGATGGCCGTTTAGTGGCTGTAAATGCTGACACTGGTAAAGCATGTACTGACTTTGGTCAA

AsnGlyGlnVa lAsnLe uGl nGl uPheMe tProTyrA 1aTyrProGlyGlyTyrAsnProThrSerProGlyIleVa lThrGlySerThrVa lVa 1I 1eAl1aClySerVa lThrA spA sn
1 200 AATGGTCAAGTGAACTTACAAGAGTTCATGCCATATGCTTATCCAGGCGGTTATAACCCGACATCTCCTGGTATCGTGACTGGTTCAACTGTTGTTATTGCTGGTTCTGTAACAGATAAC

TyrSerAsnLysGl uProSerGlyVal1Il1eArgGlyTyrAspValAsnThrGlyLysLe uLeuTrpVal1PheAspThrGlyAl1aA 1aAspProAsnA 1aMe tProGlyGluGlyThrTh r
13 20 TACTCAAATAAAGAGCCATCTGGTGTGATTCGTGGATACGA-CGTTAACACTGGTAAACTTCTTTGGGTATTTGACACTGGCGCAGCGGATCCAAATGCAATGCCGGGCGAAGGTACTACT

PheVa1HisAsnSerProAsnA1aTrpA1aProLeuA1aTyrAspA1aLysLeuAspI1eVa1TyrVa1ProThrGlyVa1GlyThrProAspIl eTrpGlyGlyAspArgThrGluLeu
1440 TTTGTTCACAACTCACCAAATGCGTGGGCACCTTTAGC ATACGATGCCAAACTTGACATC GTTTATGTACCAACAGGTGTAGGTACACCAGACATCTGGGGTGGTGACCGTACCGAGCTG

LysGl uArgTyrAl1aAsnSerMe tLeuAla I eAsnA 1aSerThrGlyLysLeuVal1TrpAsnPh eGl nThrThrHi sHisAspLe uTrpAspM-e tAspVa 1ProSerGI1nProSerLe u
1 5 60 AAAGAGCGTTATGCAAACTCAATGTTAGCGATTAATGCTTCTACTGGTAAATTAGTGTGGAACTTCCAGACAACCCATCACGATTTATGGGATATGGATGTACCATCACAACCATCTTTA

Al1aAspI leLysAsnLysA laGlyGlnThrVal ProA 1a I leTyrVa 1LeuThrLysThrGlyAsnAl1aPheVa lLeuAspArgArgAsnGl yGlnProIl1eVa lProVal1ThrGl uLys
1 680 GCTGATATCAAAAACAAAGCTGGCCAAACTGTTCCTGCAATCTATGTATTGACGAAAACAGGTAATGCCTTTGTGCTTGATCGCC GTAATGGTCAACCGATTGTTCCTGTAACTGAGAA A

ProVa lProGl nThrVal1LysArgGlyProGl nThrLysGlyGl uPheTyrSerLysThrGl nProPheSerAspLe uAsnLe uA 1aProGl nAspLysLe uThrAspLysAspMe tTrp
1800 CCAGTTCCACAAACAGTTAAACGTGGACCACAAACTAAAGGTGAGTTCTATTCAAAAAC TCAGCCATTCTCTGACTTGAACTTGGCGC CACAAGATAAATTGACTGATAAAGACATGTGG

GlyAl1aThrMle tLe uAspGl nLeuMe tCysArIVal1SerPheLysArgLe uAsnTyrAspGlyIl1eTyrThrProProSerGl uAsnGlyThrLe uVa 1PheProGlyAsnLeuGlyVaI1
1 920 GGTGCCACTATGCTTGATCAGCTCATGTGTCGTGTATCTTTCAAACGTCTAAATTACGATGGTATTTATACGCCACCATCTGAAAACGGTACTTTAGTTTTCCCTGGTAACTTAGGTGTA

PheGl uTrpGlyGlyMe tSerVa lAsnProAspArgGl nVa lA]aVa lMe tAsnProI leGlyLeuProPheVal1SerArgLeuIl1eProAl aAspProA snArgAl1aGl nThrA 1aLys
2040 TTTGAATGGGGCGGTATGTCAGTTAACCCTGATCGTCAGGTTGCTGTAATGAACCCGATTGGTCTGCCATTCGTCAGTCGTTTAATTCCTGCTGATCCAAACCGTGCACAA ACTGCAAAA

G JyAl1aGlyThrGl uGl nGlyVa lGl nProMe tTyrGlyVal1ProTyrGlyVa lGl uIlleSerA 1aPheLeuSerProLeuGl yLeuProCysLysGl nProA 1aTrpClyTyrVa 1A 1a
21 60 GGTGCGGGAACTGAGCAGGGCGTACAACCGATGTACGGCGTACCATATGGTGTTGAAATTAGCGCATTCTTATCTCCGCTTGGTTTACCTTGTAAACAAC CGGCTTGGGGCTATGTAGCT

GlyVa lAspLeuLysThrHisGl uVa1Val1TrpLysLysArgI1eGlyThrIl1eArgAspSerLeuProAsnLeuPheGl nLeuProAl1aVal1LysI 1eGlyVal1ProGlyLeuGlyGly
2280 GGCGTTGATTTGAAAACTCATGAAGTGGTATG-GAAAAAACGTATTGGTACAATCCGTGAC AGTTTACCGAACTTGTTCCAGTTGCCAGCTGTGAAAATTGGTGTGCCTGGTTTAGGTGGT

SerIl1eSerThrAl1aGlyAsnVa lMe tPheVal1GlyA 1aThrGl nAs AsnTyrLe uArgAl1aPheA snVal1ThrAsnGlyLysLysLeuTrpGl uAl1aArgLeuProAl1aGlyGlyGI1n
2400 TCAATTTCTACTGCCGGTAATGTCATGTTTGTTGGTGCAACTCAAGATAAC TACTTACGTGCGTTTAACGTTACTAACGGTAAGAAACTTTGGGAAGC GCGTTTACCAGCAGGTGGACAA

A 1aThrProMe tThrTyrGl uI1eAsnGlyLysGl nTyrVa 1Va 1Il1eMe tAl1aGlyGlyfHlisGlySerPheGlyThrLysMfe tGlyAspTyrLeuVa 1Al1aTyrAl1aLeuProAspAsn
2 5 20 GCAACACCAATGACTTATGAAATCAATGGTAAGCAATATGTTGTAATCATGGCTGGTGGT CATGGTTCATTTGGTACGAAAATGGGCGACTATTTAGTGGCTTATGCC TTACCAGATAAC

Lys
2640 AAATAAAAAGCTT
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