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Figure S1: Protein-protein interaction (PPI) network of DEGs. (A) Protein-protein interaction network of 

DEGs with a connectivity score >0.995 (GSE76675). (B) GSE63231. All disconnected nodes are hidden.  



 

Figure S2: The bar chart of the expression of SLC16A1 and SLC16A3 in pancreatic cancer investigations 

from the Oncomine database according to our selection criteria. The pancreatic cancer subtypes with P-

values (P<0.05) and expression compared vs normal tissues (>1.5-fold) and expressed gene rank in the top 

10%. (A) Research on SLC16A1 in the Logsdon, Pei and Segara studies. (B) Research on SLC16A3 in the 

Badea, Lacobuzio-Donahue (EC=endocrine carcinoma, IPMC=intraductal papillary-mucinous carcinoma, 

OLGCC=osteoclast-like giant cell carcinoma), Pei and Segara studies. All expression levels of the target genes 

were determined using the log2 median-centered intensity or ratio. 



 

Figure S3: Heatmap of the expression alteration for the SLC16A family with silenced SLC16A1 or SLC16A3. 

(A) Heatmap of RNA-seq from data provided by the GSE76675 dataset (SUM149, breast cancer cell line). (B) 

Heatmap of RNA-seq from data provided by the GSE63231 dataset (PL45, Capan, and M2A are three 

pancreatic cancer cell lines). All heatmaps were plotted with the raw signal intensity. White cells marked 

with an X indicate no signal detected. 



 

Figure S4: The overall survival KM plot of GSE28735. The median expression of the microarray intensity 

was adopted as the cutoff for the plot. The blue line indicates less than 50%; the red line indicates greater 

than 50% of cases. (A) KM plot of SLC16A1. (B) KM plot of SLC16A3. 

 

 

 


