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Genome-wide analysis of a relationship between transcription start sites and
translational control under heat stress conditions.
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In eukaryotes, transcription initiation landscape shows diversity among genes;
one gene show dispersed (heterogeneous) transcription start sites (TSS) and the others show focused
(homogeneous) TSS. We investigated genome-wide relationship between transcription initiation landscape
and translational control in response to abiotic stresses in Arabidopsis thaliana, and found a potential
important relationship between the differential transcription initiation landscape and robustness and
flexibility of mRNA translational control for stress response.
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