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Supplementary figure S1: Global vision of the used pipeline, from the library selection to the 
functional annotation of lncRNA isoforms. Starting from library selection, going through 
pseudo-alignment in the reference transcriptome, differential expression and the 
intercession among series, until the functional annotation of the lncRNA isoforms 

 

 

Supplementary figure S2: Pearson correlation map between number of upregulated and 
downregulated isoforms and other experiment characteristics. The color represents the 
correlation value and the number in the boxes the pvalue. 

 



 

Supplementary Figure S3: GAS5 genomic region with its transcripts from Ensembl genome 
Browser. In red GAS5-218 and GAS5-221 the isoforms encountered in our data. In dark 
green the canonical GAS5 isoform. In green all other GAS5 isoforms. 

 

Supplementary Figure S4: LINC00511 genomic region with some of its transcripts from 
Ensembl Genome Browser. In red the transcripts found in our analysis, LINC00511-243 and 
LINC00511-283, in dark green the canonical LINC00511 isoform and in green the other 
isoforms. 

 

 



Supplementary Figure S5: Predicted domains of EIF4G2-201, the canonical EIF4G2 transcript, 
and EIF4G2-214, the transcript found in our analysis. Domains predicted by pfam, ncbi and 
CDD. 


