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Abstract Objective: To investigate the transcriptional difference between dermatomyositis
with distinct autoantibodies.  

Materials and methods: we performed high throughput sequencing technologies in 27
dermatomyositis and 7 healthy volunteers. These dermatomyositis patients were
segregated into three subsets based on distinct autoantibodies present in their sera.
Including 10 patients that anti-melanoma differentiation associated gene 5 antibody(MDA-5)
positive with interstitial lung disease（ILD）, and 8 patients that anti-transcriptional
intermediary factor 1-γ(TIF1-γ) antibody positive with tumor , and 9 patients that both two
antibodies are negative with neither interstitial lung disease nor tumor. We extract RNA from
the peripheral blood mononuclear cells of these patients and healthy controls. BGI-seq 500
RS was using for sequencing. 

Results: Gene ontology analysis and pathway enrichment analysis revealed cytokine
activity, receptor binding and protein binding molecular function were specifically
dysregulated in MDA5 positive patients. Glycosaminoglycan binding and antioxidant activity
were specifically dysregulated in TIF1-γ positive patients. Both patient subsets were
compared with antibodies negative patients. We also found different immune pathway
between three subsets. Such as innate and adaptive immune system play an important role
in the pathogenesis of dermatomyositis. 

Conclusions: This study has identified unique expression pattern of transcripts in DM
patients .This ‘sub-grouping’ approach could further be useful for clinical evaluation of DM
patients  and devising targeted therapeutics.
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