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Supplementary figure legends 

Figure S1. Mobile device-compatible interfaces of Lnc2Catlas. (A) iPhone-compatible 

interface. (B) iPad-compatible interface.  

 

Figure S2. Simplified diagram of the Lnc2Catlas relational database. The blue blocks 

represent MySQL tables in Lnc2Catlas. The white blocks represent the columns of a 

certain table. The primary key is indicated by a yellow block. 

 

Figure S3. An example illustrating how Lnc2Catlas helps reveal the potential function 

of a lncRNA in thyroid cancer. (A) A SNP located in the ENST00000422494.1 

transcript significantly impacts the secondary structure; (B) the ENST00000422494.1 

transcript is overexpressed in thyroid cancer; and (C) ENST00000422494.1 correlates 

with the transcript of the thyroid-cancer-related gene MPPED2 (indicated with a red 

box) in thyroid cancer. (D) GO and pathway analysis of genes that are highly correlated 

with ENST00000422494.1 involved in the cluster derived from co-expression analysis 

of thyroid cancer. 
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