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Analysis of molecular mechanism for initial left-right axis formation in the
node of mouse embryos
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The node appears in early mouse embryo and functions as a generator of
left-right axis. Since this function depends on spatiotemporal information and interaction with
adjacent tissues, associating the node with embryonic system is an important view to understand
left-right axis formation. In this project, we analyzed the gene regulation by Nodal signal which is

required for node and left-right axis formation, and also examined the expression mechanism for
Wnt3a which is required for the expression on left-right axis related genes around the node.
Additionally, we developed SraTailor and ChIP-Atlas which were utilized in above project. ChlP-Atlas
is an integrated database by which proteins-DNA interactions based on all ChIP-seq data are

displayed on IGV genome browser.
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