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()1 Background and Questions
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’ \/ Estimates based on bacterial genetics suggest that digital DNA
o \ could one day rival or exceed today's storage technology.
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Shipman SL, Nivala J and Macklis JD et al. CRISPR—-Cas encoding of a digital movie into the genomes of a population of living bacteria. Nature. 2017; 547: 345-9.
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ATAC-seq signal
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Zhou, J., Zhang, C., Wei, R. et al. Exogenous artificial DNA forms chromatin
structure with active transcription in yeast. Sci. China Life Sci. (2021).
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iLiRSeEe RAEAYERIfr

—1 iCIRA : A I




