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Supplementary Figure S1

Figure S1. Small RNA �lter scheme. (A) The di�erent �lter steps used for reducing the number of reads of 
putative miRNAs in each library, i.e. cDNA from growing cells (d0h), 16 h developed cells (d16h), and 24h 
developed cells (d24h). Number of reads and their genomic locations are depicted as reads and location, 
respectively. (B) Relative number of reads of di�erent classes of small RNAs after the di�erent �ltration 
steps. (C) Number of genomic locations, from where the small RNAs originate, after the di�erent �lter 
steps.
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Supplementary Figure S2

Figure S2
(Location) using MiRfold and miR-abela and the number of resulting miRNAs and their pre-miRNAs. The number of miRNAs from growing cells (d0h), 16 h 

D. discoideum miRNAs described in this study. Green stars 
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