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Chromoatin organization and transcription regulation during zebrafish zygotic
genome activation
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Nuclear localization of genes during zebrafish early zygotic genome
activation (128-512 cell stages) was investigated using Hybridization chain reaction (HCR). The
results showed that relative distances of genes varied in_the nucleus, which suggested that each
gene localizes randomly in the nucleus during early zygotic genome activation. The living embryos
injected with live-cell probes for transcription activation and histone modification were imaged
using a SiMView lightsheet fluorescence microscope at Janelia Research Campus (VA, USA). The
principal and operation of a diSPIM lightsheet microscope were learned by anticipating the diSPIM
workshop held in Marine Biological Laboratory (MA, USA).
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