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Figure S1: Bioinformatics analysis of 181 overlapping genes of differentially expressed 

genes (DEGs) in breast cancer (BC) and Ambra1 co-expressed genes. (A) DEGs following 

Ambra1 knock-down in BC cells presented as a volcano plot. DEGs are marked in blue. (B) 

DEGs following Ambra1 knock-down in BC cells presented as a heatmap. (C) Venn diagram 

for 183 overlapping genes of DEGs in BC and Ambra1 co-expressed genes. (D) Most enriched 

biological process terms of 183 overlapping genes of DEGs and Ambra1 co-expressed genes. 

(E) Most enriched cellular component terms of 183 overlapping genes. (F) Most enriched 

molecular function terms of 183 overlapping genes. (G) The significant Kyoto Encyclopedia of 

Genes and Genomes pathways of the 183 overlapping genes. (H) Protein–protein interaction 

network of 183 overlapping genes. Disconnected nodes were hidden in the network. Each circle 

represents a protein encoded by the corresponding gene. Each line represents a protein–protein 

association. The node size changes gradually from small to large in ascending order according 

to the number of neighbored genes per gene. The edge size changes gradually from fine to 

coarse in ascending order according to the combined score between two neighbored genes. FC: 

fold change; KD: knock-down; NC: negative control. 

Figure S2: Co-expressed genes of Ambra1 downloaded from MEM database based on probe 

234237_S_AT. 

Figure S3: Co-expressed genes of Ambra1 downloaded from MEM database based on probe 

52731_AT. 

Figure S4: Co-expressed genes of Ambra1 downloaded from MEM database based on probe 

234236_AT. 

Figure S5: Co-expressed genes of Ambra1 downloaded from MEM database based on based 

on probe 219141_S_AT. 

Figure S6: Gene set enrichment analysis of 12 overlapping genes of differentially 

expressed genes (DEGs) in breast cancer (BC), Ambra1 co-expressed genes, and Ambra1 



similar genes. (A) Venn diagram for 12 overlapping genes of DEGs in BC, Ambra1 co-

expressed genes, and Ambra1 similar genes. (B) Expression patterns of 12 overlapping genes 

in various human tissues based on the GSEA database. (C) Expression patterns of 12 

overlapping genes in 60 cell lines based on the GSEA database. 

 


