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Sequence of the gene encoding the ATP synthase beta
subunit from alkaliphilic Bacillus firmus RAB
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A genomic library of Bacillus firmus RAB was probed with the assistance. This work was supported by grant GM28454 from
genes encoding the 'y and ,B subunits of the B. megaterium ATP the National Institutes of Health.
synthase (1). A 1.8 kb fragment containing the entire subunit
gene of B. firmus RAB was subcloned and sequenced. The
deduced amino acid sequence shares 93% homology with the $
subunit sequence of B. megaterium.
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- 30 TGGCTAGGAGCATTAGGAGGGACGGAATACATGGAATACAGGTCACATAT CTCAGTAATGGGTCCGGTTGTTGACGTAAAGTTCAAGAGCGGACAATAT CCTGAATCAATA
M E Y R S H I S V M G P V V D V K F K S G Q Y P E S I

82 AACGCATTAAAGTCGACAAGTAGGGT CAGACAAAATGCGGTTGAT GTTACAGT TACACT TGAAGTTGCAATTGCCTTAGGTGAT GAT TCAGT TCGTACCGT TGCAATGGGT
N A L K S T S R V R Q N A V D V T V T L E V A I A L G D D S V R T V A M G

193 T CAACAGACGGCCT GTACGTGTACAGAGGCACTrGATACAGGCGCT CCAAT CAGCGTTCCAGT TGGAGAAGCGACTC TTGGTCGTGTATTCAACGTATTAGGAGAAGCAAT C
S T D G L Y V Y R G T D T G A P S V P V G E A T L G R V F N V L G E A

304 GACTTAGGTGAGCCGGTTGCAGCTGATGATAAGCGTGACCCAATCCATCGTGAAGCTCCTAAATTTGAAGAGCTTTCAACAACTACTGAAATTCTTGAGACAGGGATTAAA
D L G E P V A A D D K R D P I H R E A P K F E E L S T T T E I L E T G K

415 GTAGTAGATCT TCTAGCACCT TACATTATAGGT GGTAAGATCGGT CTAT T TGGT GGTGCCGGTGTAGGTAAAACAGTT CT TATCCAAGAACT TAT CAATAACAT CGCT CAA
V V D L L A P Y I I G G K I G L F G G A G V G K T V L I Q E L I N N A

5 26 GAGCACGGCGTAAT CTCTGTATTCGCT GGTGTAGGTGAGCGTACT CGTGAAGGGAAT GACCT TTACCACGAGAT GACTGACTCT GGCGT TATCAAAAAGT CTGCCAT GGTA
E H G V I S V F A G V G E R T R E G N D L Y H E M T D S G V K K S A M V

63 7 T T TGGTCAAATGAATGAGCCGCCTGGT GCGCGTAT GGCT GT TGCT CT TTCT GGT CT TACAAT GGCAGAGCACT TCCGTGACCGCGAT GGTCAGGAT GTACT TCTT TTCGT T
F G Q M N E P P G A R M A V A L S G L T M A E H F R D R D G Q D V L L F V

748 GATAACAT CT CGTT CACACAAGCAGGT TCTGAGGTATCAGCCCTACTAGGCCGTATGCCT TCAGCCGT TGGTTACCAGCCGACACT TGCTACAGAGATGGGTCAGCTACAA
N I S F T Q A G S E V S A L L G R M P S A V G Y Q P T L A T E M G Q L Q

859 GAGCGTATCACATCGACAAAAGT TGGTTCGGTTACAT CAATCCAAGCGATCTATGTACCAGCCGATGACTATACAGATCCAGCGCCAGCGACAACAT TCGCT CACT TGGAT
E R I T S T K V G S V T S I A I Y V P A D D Y T D P A P A T T F A H L D

970 GCAACAACAAACT TAGAACGTAAAT TAT CT GAGAT GGGTATCTACCCT GCCGT TGATCCACT TGCATCAACAT CT CGT GCACT TTCTCCT GAAAT CGTTGGAGAAGAGCAC
A T T N L E R K L S E M G Y P A V D P L A S T S R A L S P E I V G E E H

1081 TACAGT GT TGCTCGT CAAGT TCAACAAACGCT TCAAAAGTATAAAGAACT TCAAGATAT CATCGCAAT CCTAGGTAT GGATGAGCT TTCT GAGGAAGATAAGCT TGT TGTA
Y S V A R Q V T L K Y K E L Q D I I A I L G M D E L S E E D K L V V

l1192 CACCGTGCGCGTCGTATCCAGT TCT TCT TAT CT CAAAACT TCCACGTAGCT GAGCAGT TCACT GGTCAGAAAGGT TCT TACGTGCCAGT TAAAGAGACAAT CAAAGGATT C
H R A R R I F F L S Q N F H V A E Q F T G Q K G S Y V P V K E T I K G F

1303 AAAGAAT CCCTTGATGGTAAATATGATGAT CTTCCTGAAGAT GCAT CCGTCTTGTCGGCCGCAT T GAAGAGGT TATCGAAAAAGGAAAACAAACGGCGTAA
K E S L D G K Y D D L P E D A r R L V G R I E E V I E K G K Q T A *
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