
•  Data
–  RNA-seq data on 30 mouse tissues, each with 2 bio-replicates;


•  Annotation
–  22,706 protein coding genes, from ensembl 65
–  15,887 pseudogenes, from pseudopipe


•  Transcription of protein coding genes
–  RPKM of each gene, done by CRG


•  Transcription of pseudogenes
–  Remove low mappability regions (< 1) from pseudogene exons;
–  Filter out remaining regions less than 100 bp;
–  Calculate the RPKM values of the resulting regions, using uniquely mapped reads;
–  Set the threshold corresponding to human pgene threshold based on quantile 

normalization of human and mouse protein coding expression profiles
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Data & approach for mouse pgene 
transcritpion



•  Human
– Threshold: rpkm = 2
– Transcribed pseudogenes: 1441 (out of 

12,007, 12%)


•  Mouse
– Threshold: rpkm = 3.28
– Transcribed pseudogenes: 878 (out of 15,887, 

5.5%) 

2 

Results



Result on Orthologous Pseudogenes

Human Mouse

Total Pseudogenes 12,007 15,887

In Synteny 687 610

In Synteny + 
orthologous parents + 

same biotypes

129
(127 processed, 2 

duplicated)

129
(127 processed, 2 

duplicated)
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GO Enrichment of Ortholog Parents

Figure from Revigo



•  Human
–  19 of 129 orthologs are transcribed (14.7%)


•  Mouse
–  7 of 129 orthologs are transcribed (5.4%)


•  One ortholog is transcribed in both organisms: 
–  ENST00000453380.1 in human, chrX:139173901-139174720
–  chrX:57801214-57802021 in mouse

5 

Transcribed Orthologs


