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Identifying novel angiogenesis-related pathway from differentially expressed
genes during retinal development obtained by the microarray analysis
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As angiogenesis of mouse retina begins at right after birth, developing
mouse retina has been serving as an ideal model for investigating angiogenesis. We previously
performed a comprehensive gene expression analysis using pre- and postnatal mouse retina, and
obtained several candidate genes that were differentially expressed during retinal development.

We here analyzed whether these genes were functionally involved in the angiogenesis. After
confirming the expression results by our highly sensitive gPCR system specialized for developmental
retina (Adachi et al., Genes Cells, 2015), we analyzed the effect on angiogenesis of one gene
encoding a cell adhesion molecule. When the expression of this gene was transiently suppressed in
mouse endothelial cells, we found that the induction of angiogenesis was significantly inhibited.

The angiogenesis-related gene identified in this study should be a promising tool for
discovering a novel molecular mechanism of angiogenesis.
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