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FIG. S2 Secondary structures prediction of aligned snRNAs.
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T. rubrum snRNAs are compared with the homologs in other fungi using 
the multiple sequence alignment software Clustal W2. The secondary 
structures of aligned sequences are predicted by RNAalifold [27, 28]. The 
color of the bases changes from black to grey if one or more sequences 
in the alignments deviate from the consensus. If the homologous sequences 
shows a gap in the alignment, the gap character (-) will be signed in the 
secondary structures graphs. The results show that these snRNAs are with 
conserved regions in the hairpin loops.
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