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This project studied two conifer genera of Callitris and Libocedrus in
Cupressaceae to detect the genes which would have played roles in environmental adaptation in New
Caledonia. RNA-seq based phylogenetic analyses provided evidences for accelerated molecular
evolution in the genes including macroelement transporter and stress-response functions. Population
demographic analysis was particularly performed for one Callitris species to show complex river
system and mountain barriers promoted significant population differentiation even for
wind-pollinated conifers in a small geographic range.
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