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Resequencing analyses to identify the genes for high temperature tolerance.
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Cyanobacteria are the photosynthetic microorganisms used as models for basic
research on photosynthesis, evolution, and molecular genetics. Recent progress of sequencing technologies
enables us to identify mutated loci in bacterial genomes. Here, we performed resequencing analysis of the
genomes of five laboratory strains with different phenotypes on thermo-sensitivity. By verification of
the identified mutations, we found a mutated locus which determined the thermo-sensitivity of the
strains. Furthermore, we isolated the spontaneous thermo-tolerant mutants and identified a number of
candidate loci for thermo-tolerance by resequencing analysis. Our strate?y of genetics could efficiently
identify the associated mutations in the spontaneous mutants which has altered phenotype.
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