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Mechanism of phenotype diversification by bacterial methylome
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To analyze how DNA methylation affect phenotype of bacterial cells, we aimed
to develop an E. coli library with diversity in DNA methylation status by developing DNA
methyltransferase enzyme with various DNA methylation target sequence utilizing one-hybrid method
and also by searching a DNA methyltransferase with unknown target sequence from databases.
The former didn"t work well as it was difficult to obtain an enzyme with ideal activity with enough
specificity and biochemical activity. For the latter, we discovered a novel DNA methyltransferase

with complex target sequence.
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