
Figure 3 –figure supplement 2: Predicted targets of MpFRH1 miRNA. Lower 1	
scores indicate a more likely target based on sequence similarity between the miRNA 2	
and the target transcript.  Transcript number corresponds to the M. polymorpha 3	
gametophyte transcriptome (Honkanen et al., 2016). Mapoly gene ID correspond to 4	
the M. polymorpha genome sequence published in (Bowman et al., 2017). 5	
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Figure 3 –figure supplement 3: Transcripts of one of the four predicted 13	
MpFRH1 miRNA targets are less abundant in MpFRH1GOF2 compared to wild 14	
type. A) RT-PCR quantification of transcript levels of the four predicted FRH1 15	
miRNA target mRNAs in WT and MpFRH1GOF2 plants. B) qRT-PCR quantification 16	
of transcript levels of MpRSL1. MpRSL1 transcript levels were normalised against 17	
MpAPT1 and MpCUL3. 18	
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target
transcript	
number Mapoly	gene	ID	 score

foie	gras	domain	containing	protein	 35828 Mapoly0075s0041 2.5
basic	helix-loop-helix	transcription	factor	MpRSL1	 27126 Mapoly0039s0003 4
basix	helix-loop-helix	transcription	factor		 27676 Mapoly0100s0033 4
nucleotide-rhamnose	synthase/epimerase-reductase 26174 Mapoly0005s0120 4




