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Comparison of different methods of differential expression through the 

analysis of RNA sequence data 

 

We compared three main methods of differential expression by calculating the 
correlation in the fold change estimated by these methods. The three methods used 
were edgeR, DESeq, and Cufflinks. 

Analysis of the correlation in the logarithm of fold change between edgeR and 
DESeq supports that the data are very robust to the use of these two methods, with 
a spearman´s correlation of 0.995, P < 2.2 x 10 -16 (Fig 1.). 

 

 

Fig. 1. Correlation analysis in the fold change expression using a reference 
transcriptome from strain S288c between two methods edgeR and DESeq. All 
numbers have been log-transformed for the comparison. 
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