
 

Fig. S1 a PacBio Iso-Seq reads identify the full-length ELOBP2 transcript. The TSS of 

ELOBP2 is supported by a CAGE peak. b PacBio Iso-Seq reads identify the full-length 

MEIS3P1 transcript. The TSS of MEIS3P1 is supported by a CAGE peak. c PacBio 

Iso-Seq reads identify the full-length IFITM3P2 transcript. The TSS of IFITM3P2 is 

supported by a CAGE peak. d PacBio Iso-Seq reads identify the full-length SUMO1P1 

transcript. The TSS of SUMO1P1 is supported by a CAGE peak.  



 

Fig. S2 a BEND3P1 is expressed in the antisense orientation with respect to its parent 

gene. b The spliced pseudogene transcript VDAC2P3 is expressed in the antisense 

orientation with respect to its parent gene. c A higher fraction of processed 

pseudogenes transcripts are antisense compared to unprocessed pseudogenes.   

 

Fig. S3 Proportion of transcripts of different biotypes overlapping with FANTOM5 

CAGE peaks. 



 

Fig. S4 Distribution of number of full-length reads supporting each pseudogene 

transcript model. The minimum required reads is two. 

 

Fig. S5 AK4P3 a transcribed potentially-coding pseudogene. AK4P3 has a novel 5' 

exon and is transcribed from an upstream CAGE-confirmed TSS. 

 



 

Fig. S6 neXtprot peptide coverage of four translated pseudogenes. Natural peptides 

are those observed in mass-spectrometry experiments, whilst synthetic peptides are 

artificial standards. 

 

Fig. S7 Distribution of the number of codons that pseudogenes contribute to known 

protein-coding genes. 



 

Fig. S8 a A novel CPED1 isoform contains a HMGN domain encoded by the 

pseudogene HMGN1P18. b An isoform of the lncRNA FIRRE splices into MCRIP2P1 

and may encode a protein. 



 



Fig. S9 Tissue-specific pseudogene expression in the 16 adult tissues of the Illumina 

Body Map. Heatmap was generated using Morpheus, 

https://software.broadinstitute.org/morpheus. Expression is represented as 

log2(cpm+1) and is row scaled. Only sense independent pseudogenes with 

expression of greater than one cpm in at least one tissue are shown. 

 

Fig. S10 a AMD1P4 is expressed exclusively in the liver. b YWHAEP1 is expressed 

exclusively in the testis. c AMD1 is expressed broadly. d YWHAE is expressed 

broadly.  



 

Fig. S11 a Average of length of pseudogene transcripts assembled by StringTie [30] 

from Illumina data compared to PacBio pseudogene transcripts. Plot generated with 

Estimation Stats [1] b PacBio sequencing identifies a HNRNPA1P10 isoform that is 

not detected by short-read assembly. 

 

Fig. S12 a PTEN and PTENP1 are strongly correlated in GTEX tissues. Correlation 

plots were generated with GEPIA [2]. b PDCL3P4 and PDCL3 expression is not 

positively correlated in GTEX [3] tissues.  
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