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We have previousely cloned a Schizosaccharomyces pombe gene, spLKH,
encoding a novel putative LAMMER kinase family member. To investigate the
function of the spLKH, we had expressed the catalytic domain of spLKH in E.
coli and performed kinase assay. SpLKH was efficiently autophosphorylated in
Ivitro and phosphorylated various substrate such as histone, MBP. It means it has
dual specific kinase activity, serine-threonine kinase and tyrosine kinase activity.
Although SpLKH disruptant was viable, it showed abnormal elongated
morphology and was flocculated in broth medium. In addition, the null mutant
was more sensitive to oxidative stress and high osmotic stress than that of wild
type. To find out the transcription initiation site, we performed primer extension
and made GFP-fusion promotor analysis vector. Our results indicate that spLKH
may play an important role in morphogenesis and defence mechanism against
oxidative stress in the fission yeast.
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