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A 2.6-kilobase HindIII fragment from MycoRlasma genitalium (ATCC
33530) was completely sequenced and found to contain an open
reading frame coding for a protein of 393 amino acids. The
nucleotide sequence is 76% homologous with tuf from M.
gallisepticum (see accompanying paper), while the amino acid
sequence shows 81% identity (with conservative replacements) with
the EF-Tu of Escherichia coli tufB (1). Southern blot
hybridization shows that M. genitalium contains a single copy of
tuf. Although the tuf gene is followed by sequences which could
signal termination of transcription, there is no Shine-Dalgarno
(ribosome binding site) sequence nor another open reading frame
in the region 5' to tuf. Studies showing that sequences upstream
of this gene are capable of functioning as a translation
initiator in E. coli will be published elsewhere.
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AAATATGATCACAGGTGCTGCACAAATGGATGGAGCTAT'TCTAGTTGTTT'CAGCAA TGATAGTGTGATG'CCC CA^AACCCGCGAGCAC TCTTAC TTGC'CCGCCAAGTAG'GGGTTC CTAA
N I T GA A O N D G A I L V V N A T D S V N P 0 T R E K I LL A R 0 V G V P K

510 540 570 600
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