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Transcriptome analysis of baldcypress (Taxodium distichum) in response to
drought, salinity and flooding stress.
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In this study, we focused on the adaptation mechanisms of baldcypress
(Taxodium distichum) to the various water environments. In order to identify genes responsible for
the adaptation, we performed transcriptome analyses for root and leaf tissues of baldcypress
seedlings grown up for 2 weeks under the five conditions, dry, flooding, low salt (1 ppt, 5 ppt),
and high salt (10 ppt). The analyses revealed that the expression of genes for transcription
factors, ion channels, transporters, and oxidoreductase have immediately increased under the
environmental stress. Within two weeks, the up-regulation of genes for modification of cell walls,
leaf senescence growth control and biosynthesis of secondary metabolites, and down-regulation of
genes for photosynthesis and respiration were observed.
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