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i The light environment surrounding plants is spatiotemporally heterogeneous,
with sunflecks representing a prime example. To cope with such heterogeneous and highly dynamic

fluctuations in light conditions, sessile plants must expand their adaptive capacity through
diversification of the proteome mediated by transcription start site (TSS) changes. We have
previously demonstrated the importance of this mechanism in environmental adaptation of plants
(Cell, 2017). In this study, we focused on TSS regulation in response to light environmental stimuli

as a plant-specific proteome-diversification mechanism during adaptation to heterogeneous light
conditions, and we successfully elucidated its molecular framework.
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