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GNRHR AURKA FPR1 ACHE TDO2  CA2 MAPKS ABCB1 RPSGKA1 LGALS3 TRPM3 PSEN2 TBK1 SLC20A1 PARP1 PRKDC CASR TOP2A SCNSA KIF11 HTRSA P2RX7 AGTR1 ERBB2
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Figure S1. The distribution of MS and AD overlapping genes (A) KEGG pathway for Alzheimer’s
disease (hsa05010), the figure obtained under permission and guidelines [28] (red font represented
the possible therapeutic target of MS involved in the AD pathway), (B) The “compound-gene tar-
gets-pathways” network (green ellipse, blue square, and orange diamond denote compounds,
potential pathways, and gene targets, respectively).



