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Figure S1. The functional enrichment analysis of all DEGs (P-value <0.05,
FC=>0.05) across SOD1- and TDP43-ALS datasets by DAVID and EnrichR.
(A) Gene Ontology (GO, Biological Process) analysis was performed by
DAVID (upper part) and EnrichR (lower part). (B) KEGG pathways that
were significantly enriched in DEGs identified using DAVID (upper) and
EnrichR (lower). The statistical significance of the enrichment (-log10(P-

value)) was reported for each category. KEGG: Kyto Encyclopedia of
Genes and Genomes.
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Figure S2. Module analysis of all the DEGs in SOD1- and TDP43-ALS. (A)
In SOD1-ALS datasets, the module 2 identified from the whole PPI
network (upper left) and comprehensive enrichment analysis of the group
network (GO/KEGG terms) was performed using the ClueGo/CluePedia
plugin in Cytoscape (upper right) and GO (Biological process) by
Metascape (lower part). (B) The module 2 identified from the whole PPI
network of TDP43-ALS datasets (upper left). Comprehensive enrichment
analysis (GO/Pathway terms) of the group network was generated using
the ClueGo/CluePedia plugin in Cytoscape (upper right) and categories
(Biological Process) in lower part was performed by Metascape. Lines
representing an interacting relationship between nodes. PPI: protein-
protein interaction. Statistical significance of p-value < 0.05 was applied in
the network.
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Figure S3. (A) PPI network of SOD1- and (B) TDP43-ALS DEGs, in which
thicker lines indicates stronger data support. The nodes indicate the DEGs
and the edges indicate the interaction (experimental evidence only)
between two proteins. The STRING database was used to establish



functional associations among the known and predicted proteins using
annotated DEGs as query for SODI1- and TDP43-ALS interaction
networks, with high confidence score of > 0.7 and a maximum number of

interactions to top 20. The functional modules with enriched proteins are

highlighted.
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