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The purpose of this research is to elucidate the effects of COVID-19-associated SNPs using human iPS cell-derived
macrophages. We thus generated iPS cells from multiple donors carrying the risk SNPs and differentiated them into
macrophages. Phenotypic analyses of macrophages revealed that the risk SNPs down-regulated nearby chemokine
receptor expression. Moreover, the risk SNPs were associated with alterations in transcription factor binding and
epigenetic modifications at broad genomic region. Our results show that the risk SNPs contribute to the COVID-19

severity via affecting macrophage recruitment.
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