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Top 10 Markers per Subcluster
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Disease-enriched Subclusters: Up-regulated GO-BP
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Disease-enriched Subclusters: Down-regulated GO-BP
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Disease-enriched Subclusters: Up-regulated KEGG

Pathways of
neurodegeneration — multiple
diseases
Amyotrophic lateral sclerosis -
Alzheimer disease -
Huntington disease -
Ribosome -
Coronavirus disease — COVID-19 1
Prion disease -
Parkinson disease A
Endocytosis -
Salmonella infection 4
Spinocerebellar ataxia -
Ubiquitin mediated proteolysis -
Proteasome A

Platelet activation -

Mitophagy — animal ]

0.07
GeneRatio

p.adjust

le-06
2e—06

3e-06



Disease-enriched Subclusters: Down-regulated KEGG
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