Networks

Figure S1. Neighbor gene network of differently expressed APOE in PTC
patients. (A) Neighbor gene network of APOE of STRING. (B)

Protein—protein interaction network of APOE in GeneMANIA.
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Figure S2. APOE co-expression genes in PTC (LinkedOmics). (A) The
genes positively and negatively correlated with APOE in PTC. (B) The
top-50 gene positively correlated with APOE in PTC in heat maps. (C)
The top-50 gene negatively correlated with APOE in PTC in heat maps.
(D) Biological process analyse and KEGG pathways of APOE in TCGA

cohort.
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Figure S3. The role of APOE in the cancer related pathways (GSCALite).
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Networks Functions
Physical Interactions B T cell activation
Co-expression B positive regulation of lymphocyte activation
Predicted I positive regulation of leukocyte activation
m  Co-localization B positive regulation of cell activation
Pathway W regulation of lymphocyte activation
Genetic Interactions W positive regulation of T cell activation
Shared protein domains regulation of leukocyte activation

Figure S4. PPI network of kinase LCK -target networks (GeneMANIA).
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Networks Functions
Physical Interactions B JAK-STAT cascade involved in growth hormone signaling pathway
Co-expression growth hormone receptor signaling pathway
Predicted W positive regulation of endothelial cell migration
Co-localization W regulation of ERK1 and ERK2 cascade
Pathway W regulation of epithelial cell migration
Genetic Interactions W positive regulation of MAPK cascade

Shared protein domains JAK-STAT cascade

Figure S5. PPI network of transcription factors of APOE target networks

(GeneMANIA).






