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Kamachi lab research projects
How are genes regulated during embryonic development? 
l We employ zebrafish as a model organism to understand molecular 

basis of gene regulation.
l Our research involves the advancement of genome editing technology, 

which we apply to investigate gene functions during embryonic 
development.

l Our primary emphasis lies in understanding gene regulation, 
particularly through the study of transcription factors including Sox and 
Pax family members.
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Our recent research topics: 
Knock-in of tags into the sox3 gene using CRISPR-Cas9 
mediated genome editing
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Knock-in of tags into the sox3 gene using CRISPR-Cas9 
mediated genome editing
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Knock-in of tags into the sox3 gene using CRISPR-Cas9 
mediated genome editing
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All publications from our lab
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Required Skills and Knowledge

The successful candidate for our lab will have the following 
knowledge and skills:

l A solid understanding of molecular and cellular biology
l An understanding of developmental biology (preferred)
l General molecular biology skills


