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Identification of pathomechanism in rapidly progressive interstitial lung
disease associated with myositis
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We aimed to identify molecules and pathways involved in activated CD14+
monocyte/macrophage-lineage cells in patients with rapidly progressive interstitial lung disease
associated (RP-ILD) with myositis by using an integrated miRNA-mRNA association analysis and
identified molecules related to disease pathways and regulator effect network by Ingenuity Pathway
Analysis (IPA) system. Twenty-six significant matched pairs of differentially down-regulated miRNA
and up-regulated mRNA were by IPA. We identified 6 relevant genes associated with disease pathways.
In the regulator effect network analysis by IPA, 5 predicted upstream regulators were clarified.
Disease X was identified as the predicted downstream effect involved with those 6 relevant genes. In

conclusion, disease X-associated pathways in monocyte/macrophage-lineage cells is involved in the
pathophysiology of RP-ILD.
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Risk stratification in patients with Anti-melanoma differentiation-associated gene 5 antibody-associated interstitial lung
disease treated initially with intensive combination regimen
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