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Nucleotide sequence of a gene for indole-3-acetamide hydrolase from Bradyrhizobium japonicum
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We have determined the nucleotide sequence of the bam gene, the genetic determinant of
indole-3-acetamide hydrolase, an enzyme that catalyzes the conversion of indole-J-
acetamide to indole-3-acetic acid in nitrogen-fixing bacterium Bradyrhizobium japonicum
strain J1063 (1). The sequence analysis indicates that the bam locus contains an open
reading frame of 465 amino acids which corresponds to a protein with a molecular weight of
50,266 daltons (Fig.1.). High degree of homology were found (Fig.2.) among the central
region of the putative products of the bam gene, the jaali gene from Pseudomonas savastanoi
(2), and the tms2 gene from Agrobacterjum tumefaciens (3).

1 GAATTCCACG AGCATGGCAA ATGCTCCGAT GTGTGCGCTG TCAGATCGCT AGGTCAAAAG CCCAATCGCC ATGGCACAAT CTTGGCGGTG GTTTCTTCCA
101 CCATTCAACC AGTATATGGG TCAGGACAGT GGGGCCAAAG GTTCATGCAC GTCTCTCGCG CAGGCCCGTG GCAGAGCGTC GCGGCGACGC GCCATGCAGA
201 AACGCGCCTG TACACGCTCG CGTGATCTCC ATAACCTCCG CCGCGCAATT TTTTGGAGAT GCGGCGTGGC GAAGAAGACG GCGACGAAGA AGAAAAGTGT
301 TGCAAGGAAA GTAGCGAGAC CTCGGTCAAG ACGAGCACCG CCCGCAAGGG GGCTGTTGCG AAGGCGGCCA AGAAGACGGT CAAGAAGCCG GCGCCGCGCA
401  AGTCGGCGAC GGCGCGCCGT CCGAAAGGTC CGGTCTGGCA ATGGTCCGCG GTCGACACCG CAGCCGCGAT CCGCAACOGC GCGATC‘I’CCG CCG'I’CGAGAC
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2001 CTGCCGCGTT GACTCGCAGG AATTC

Fig.1. Nucleotide sequence of the bam gene region and deduced amino acid sequence of the

bam gene product. The proposed ribosome-binding sequence of the bam gene is underlined.

bam 10 GAIVIGLThTPEFSFRGFTDNPLlleTbNI’WDI"NI'I‘CGCSSGGAGSAVMGIGTIAIIGND!GGSLRHPMICNGVATIKPTOGR 192

he.h @ # aannre aha we LRI AR TS e gan he
daad 107 CI\VVAGKNNMIIBLSI‘GVTSINPIINGTVCNPVAPGYCACGSSGGSAAAVASGIVPLSVGTDTGGSIRIPAAFCGITGFRPTTGR 189
taa Seas.ne ARRONE ROMASE oo SRAREA B R dhe Shy RARER B4

tms2 109 GALPGASGNHHLLSFGITSNNYATGAVRN PNN I'DLI PGGSSGGVAAAVASRLMLGGIGTOTGASVRLPAALCGVVGFRPTLGR 191

Fig.2. Amino acid sequence homology between the central region of the putative products of
the bam gene from B. japonicum, the jfaall gene from P. savastanoi, and the tms2 gene from
A. tumefacliens. Amino acid residues that are conserved (*) or that bclong to the same
group (:) between adjacents are indicated.

*To whom correspondence should be addressed at Department of Biochemistry, University of Washington,
Seattle, WA 98195, USA
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