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Establishment of gRNA design method for gene therapy by avoiding mutations based
on population genome data
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2,200,000

ChlP-Atlas 10 ChlP-seq MOCCS

The diversity of recognition sequences in transcription factors is important
for gene expression regulation. In this project, we applied our MOCCS to about 100,000 ChlIP-seq
data collected in ChlP-Atlas in order to capture the diversity of transcription factor recognition
sequences that could not be captured by conventional methods. Using our approach, we analyzed the
recognition sequences of each transcription factor and their binding specificity scores in various
cell types, and revealed the diversity of transcription factor recognition sequences in each cell

type.
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