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R-HSA-2262752: Cellular responses to stress

R-HSA-6798695: Neutrophil degranulation

R-HSA-9010553:; Regulation of expression of SLITs and ROBOs

G0:0022614: membrane to membrane docking

GO:0030162: regulation of proteclysis

WP3888: VEGFA-VEGFR2 signaling pathway

| R-HSA-8950505: Gene and protein expression by JAK-STAT signaling after Interleukin-12 stimulation

] GO:0072521: purine-containing compound metabolic process
1 G0:1903362: regulation of cellular protein catabolic process

| GO:0006091: generation of precursor metabolites and energy
1 R-HSA-109582: Hemostasis

] G0:0032386: regulation of intracellular transport
1 G0O:0048260: positive regulation of receptor-mediated endocytosis
| G0:0005975: carbohydrate metabolic process

] GO:0060627: regulation of vesicle-mediated transport
1 GO:0030036: actin cytoskeleton organization
] GO:0006081: cellular aldehyde metabolic process

| G0:0097190: apoptotic signaling pathway
1 GO:0006914: autophagy
] GO:0009611: response to wounding
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Online Resource 12 Proteomic analysis. Volcano plot (a) showed 108 up-
(green) and 70 downregulated (red) DEPs (FC > 1.5, p value < 0.05). Venn
diagrams identified that are present in the different cellular types, neurons (b),
microglia (c) and astrocytes (d), and interact with pathological proteins in AD.
Cellular responses to stress, regulation of proteolysis and response to wounding
were exposed as impaired processes by functional analysis with Metascape (f).
DEPs: differentially expressed proteins
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