
Figure 4 –figure supplement 1: Frequencies of different phenotypes observed in 1	
sporelings transformed with partial or modified versions of the MpFRH1 transcript 2	
sequence driven by the strong constitutive rice actin promoter. Phenotypes of the 3	
transformant sporelings were scored four weeks after the initial transformation.  4	
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Figure 3 –figure supplement 1: Stem-loop PCR detection of the MpFRH1 12	
miRNA. RNA extracted from 15 day old wild type and MpFRH1GOF1-3 gemmae was 13	
used as a template for the stem-loop PCR amplification. Amplification products after 14	
28 PCR cycles were visualised on a EtBr stained 2 % agarose gel. The tRNA band 15	
was used as a loading control. 16	
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rhizoids few	rhizoids no/very	few	rhizoids total
	WT	control	(pro35S:HygR) 103 5 0 108

proACT:MpFRH1 4 11 88 103

proACT:MpFRH1miRNA 18 32 59 109

proACT:MpFRH1noATG 7 14 83 104

proACT:MpFRH1PSORF1 102 6 0 108

proACT:MpFRH1PSORF2 106 3 0 109
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