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Supplementary Figure S11: distribution of expressed genes by 
chromosome.  
 

Overall gene expression stratified by chromosome. Genes mapping to mitochondrial chromosome 

contributed largely to overall retina gene expression.  
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Supplementary Figure S12: GSEA top enriched GO categories for the most-
expressed genes  
 
Gene Set Enrichment Analysis of GO-categories (MSIG C5) against gene expression. 
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Supplementary Figure S13: Expression of retina-important genes  
 
Gene Set Enrichment Analysis of Photoreceptor and RetNet genes against gene expression. 
 
A: Photoreceptors B: RetNet 
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Supplementary Figure S14: GSEA top enriched GO categories for the most 
and less variably expressed genes 
 
Gene Set Enrichment Analysis of GO-categories (MSIG C5) against gene expression variability (CV). 
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Supplementary Figure S15: Overlap between ObsT and RefT 
 
A: overlap between the genes that have been found as expressed in the ObsT and the RefT. Areas 
are not proportional to the number of genes.  

 
 
B: Scatterplot of the estimated gene expression in the RefT (y-axis) and ObsT (x-axis).  
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Supplementary Figure S16: Expression level of ObsT genes stratified by 
their presence also in the RefT. 
 
The “Not in Reference Transcriptome” box shows the expression of ObsT-only genes. The “In Reference 

Transcriptome” shows the expression of ObsT and RefT genes.  
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Supplementary Figure S17: Alignment of RNAseq data on two regions of 
mitochondrial genome  
 

UCSC genome browser snapshots of two mitochondrial chromosome regions. Three tracks are shown: on 

top the coverage, on the middle the aligned reads, and on bottom the known genes. The plots show that 

the genic regions are more covered than intergenic regions, consistent with a proper enrichment of 

transcripts rather than genomic DNA. Panel A shows region chrM:1-8000 and B chrM:4600-6600.  
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