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The purpose of this study is to elucidate the relationship between the
function of mouse Acupuncture-induced 1-L (Aigll) and the acupuncture effect discovered in our study
of the mechanism of acupuncture effect. This gene was discovered by homology modeling for each
substructure.
The 3D structure of Aigll was first determined by homology modeling. The substructures were combined
based on hydrophobic interactions to reveal the overall structure. Furthermore, Aigll gene

expression analysis revealed that Aigll is specifically expressed in neurons, mainly in the brain,
and is almost completely absent in glial cells.
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