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i ) We found that the gene for Amphiregulin (AREG) and the Amphiregulin protein
were induced in LUVA cells, a mast cell line, via the endoplasmic reticulum stress responsive

transcription factor ATF4 under endoplasmic reticulum stress stimulation. In addition, in vitro

experiments using LUVA cells stimulated with recombinant I1L-12/23 revealed that comprehensive gene
expression analysis of LUVA cells under co-stimulation with IL-12 and IL-23 revealed the expression
of ATP synthesis coupled electron transport ATP synthesis coupled electron transport. This result

suggested that IL-12/23 inhibition might contribute to the mechanism of mast cell activation and
fibrotic stenosis via IgE-independent pathway.
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