
Figure 1 –figure supplement 1: The few rhizoids phenotype of mutants ST45-2 1	
and ST49-10 co-segregates with the hygromycin resistance marker on the T-2	
DNA. Frequencies of hygromycin resistant and hygromycin sensitive plants showing 3	
mutant and wild type phenotypes in F1 generation from a cross between ST45-2 and 4	
ST49-10 with wild type M. polymorpha.  Probability (p) of obtaining the observed 5	
numbers of hygromycin sensitive and hygromycin resistant F1 plants with the 6	
estimated T-DNA copy number was determined using the Chi-square test.   7	

line	name HygR HygS HygR HygS HygR HygS p
ST45-2 131 0 0 125 131 125 1 1:1 0.708
ST49-10 109 0 48 53 157 53 2 1:3 0.936
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Figure 2 –figure supplement 1: Over-expression of the full-length MpFRH1 18	
transcript behind the strong constitutive rice ACTIN promoter in the wild type 19	
background is sufficient to reproduce the few rhizoids phenotype. qRT-PCR 20	
analysis of steady state MpFRH1 transcript levels in 15 day old gemmae of wild type 21	
and eight lines transformed with proACT:MpFRH1. MpFRH1 transcript levels were 22	
normalised against MpAPT1. 23	
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