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Fig- 1 Physical map and structure of the transposon Tn917
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Fig- 3 Comparison of the terminal inverted repeat sequences of Tn917
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Analysis on DN A Sequence of the Transposon
Tn917 with Computer

Yu Jianxiu" Pang Yi Deng Rigiang Yu Rongjie Li Jianhua

Abstract A physical map, structure and function as well as mechanism of transcriptional
regulation of the transposon Tn917 were described in detail, empolying com puter analysis
onits sequences. The transposon appears to have five significant O RFs, all of which occur
on the same strand and are read from left to right. A consensus promoter site precedes a
ShineDalgarno sequence that is close to the start the site of O RF1-3. The translation of
O RF5 (coding Transponase) and O RF4 (coding Resolvase) is coupled or closely coordinat—
ed. The Tn917 has a site between O RF3 and O RF4 homologous with res site of Tn3. The
translational attenuation associated with the control of rRN A methylase (product of erm
gene, corresponding ORF2)induction, within the 200 bp leader region preceding the rRN A
methylase structural gene is a control peptide 36 amino acid residuces ( corresponding
ORFl1) in length.
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