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By determining sequences of newly established genomic libraries (BAC and FOSMID) of
Chlamydomonas reinhardtii, we have identified new genes on the genomic R-domain regions
responsible to the sex determination. We have developed genome viewers which display the detail
information on locations of EST, BAC, FOSMID clones as well as the Illumina or SOLid short
reads (36-76 nucleotide) on the chromosomes of Chlamydomonas reinhardtii as well as of a moss,
Physcomitrella patenswas. Functions of CO,-responsive proteins and CO,-signal transduction
pathway was. EST and SNPs/SSRs markers were isolated from a liverwort, Marchantia
polymorpha. Genes for morphogenesis were phylogenetically analyzed, revealed the evolution of
land plants.
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