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We have determined the nucleotide sequence of the ptsH gene
of Klebsiella pneumoniae 1033-5P14 strain KAY2026 (1). Its
gene product HPr is involved in carbohydrate uptake (2) and
chemotaxis (3) through the phosphoenolpyruvate-dependent
carbohydrate: phosphotransferase system (PTS). A 278 bp
fragment comprising the whole coding region of the ptsH gene
was cloned from genomic DNA into pUC18. The function was
tested by the ability to complement E. coli K12 ptsH mutants
in sugar fermentation and chemotactical response. The Klebsiella
ptsH gene has a high homology to the corresponding genes from
E. coli K12 (4) and S. typhimurium (5, 6). The deduced amino
acid sequence shows only an Ile 63 — Leu exchange (underlined),
indicating that the HPr is a highly conserved protein in closely
related enterobacteria.
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K.pneumoniae GTTGGGGAAATATA -1
E.coli = ..., cC.
S.typhimurium ............ c.

METPheGlnGlnGluValThrIleThrAlaProAsnGlyLeuHisThrArgProAlaAlaGlnPhe
ATGTTCCAGCAAGAAGTTACCATTACCGCTCCGAACGGTCTGCACACCCGCCCTGCTGCTAGTTTG

..................................................................

ValLysGluAlaLysGlyPheThrSerGlulleThrValThrSerAsnGlyLysSerAlaSerAla
CTTAAAGAAGCTAAAGGCTTCACTTCTGAGATCACTGTAACCTCCAACGGCAAAGCGCCAGCGCCA

LysSerLeuPheLysLeuGlnThrLeuGlyLeuThrGlnGlyThrValvalThrLeuSerAlaGlu
AAAAGCCTGTTCAAACTGCAGACTCTGGGCCTGACCCAGGGCACCGTATGACCCTCTCCGCTGAAG

GlyGluAspGluGlnLysAlavalGluHisLeuValLysLeuMETAlaGluLeuGlu***
GGCGAAGATGAGCAGAAAGCTGTTGAGCATCTGGTTAAACTGATGGCTGAACTCGAGTAAGTTCAC
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