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Genetic polymorphism of MUC4 is related to the severity of neutrophilic
inflammation in the lung

Hiromitsu, Ohta
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The frequency of "diffuse alveolar disorders,™ such as severe drug-induced
lung injury and acute exacerbation of interstitial pneumonia, is the highest in Japan in the world.
Therefore, it was considered that the Japanese population could have a genetic mutation that caused

"diffuse alveolar disorder,” that is, severe neutrophilic inflammation in the lung. In this
research group, we performed association analysis and identified the causative genetic mutation
should exist in the variable tandem repeat region of Mucin 4 (MUC4). Next-generation sequences were
used to analyze the variable tandem repeat region of MUC4, revealing that the area was divided into
conserved parts and three polymorphic sites. Besides, the MUC4 expression vector was prepared for
each representative gene polymorphism, and cells stably expressing MUC4 were also made. In the
future, we plan to proceed with the functional analysis of MUC4 using these cells.
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