
Supporting online material - Regulation of splicing factors by alternative splicing and NMD is 
conserved between kingdoms yet evolutionarily flexible
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Figure S1 – A. Maximum likelihood tree of all animal and 
fungi SRSF4/5/6 genes, with bootstrap values. Vertebrate 
SRSF4/6 (blue) and SRSF5 (green) orthologs are grouped. 
Red indicates genes with no introns. B. Alignment of all 
SRSF4/5/6 protein sequences indicating exon positions. 
Colors denote exons. Sequences were trimmed after the 
second RRM domain before alignment. Black bars 
indicate the positions of alternative exons in human 
SRSF4, SRSF5, and SRSF6.
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Figure S2 – Transcript evidence for alternative splicing of SRSF5. Alternative regions of each gene are shown with the 
upstream and downstream constitutive exons in blue and alternative exon in orange (to scale). Counts of ESTs and mRNAs 
showing alternative splicing are noted (including partial evidence of intron retention, such as ESTs extending into the intron) 
and splice junction lines are scaled to this count.


