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A basic research on the mechanism of ductus arteriosus formation from pharyngeal
arch artery in early development
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In early embryo development, the six pairs of pharyngeal arch arteries
appeared in sequence. Left fourth pharyngeal arch gives rise to the medial portion of the arch of
the aorta. Left sixth pharyngeal arch gives rise to the left pulmonary artery and ductus arteriosus.

The aim of this study was to search for genes involved in the formation of the great vessels. Total
RNA samples isolated from the pooled tissues including the left and right pharyngeal arch arteries
of E10.5 mice were used to examine the expressed genes by transcriptome analysis using a
next-generation sequencer. Next, several genes predominantly expressed in the left pharyngeal arch
artery samples were verified their expression levels using real-time PCR. The expression of proteins
hencoded by the genes selected from these studies were examined in the pharyngeal arch arteries and
eart.
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