
Fig.1. UMAP analysis results of PD and RA batch before and after correction. (A,B)UMAP analysis results of PD batch before and after correction. (C,D)UMAP analysis results of RA batch before and after correction.
Fig.2 Scale-free fitting index for different powers (β) of PD(A) and RA(B). Coexpressed modules obtained by average linkage hierarchical clustering of PD(C) and RA(D). The color row underneath the dendrogram shows the module assignment determined by the Dynamic Tree Cut.
Fig.3 The heatmap of non-coding RNA. (A) The heatmap of PD datasets shows the expression of top 50 up-regulated miRNAs and down-regulated miRNAs. (B) The heatmap of RA datasets shows the expression of top 25 up-regulated miRNAs and down-regulated miRNAs. (C) The heatmap of PD datasets shows the expression of top 25 up-regulated lncRNAs and down-regulated lncRNAs. (D)The heatmap of RA datasets shows the expression of top 50 up-regulated lncRNAs and down-regulated lncRNAs.

Fig.4 Single gene Gene set enrichment analysis (GSEA) of the key genes(IL10RA, RAC2, BTK, CD48) in the PD(A-D) and RA(E-H) datasets. The top 5 gene sets riched in GO-BP are presented according to GSEA enrichment score.

