
	
  
	
  
Figure S1. Biological replicates of H3K27me3 and H3K4me3 ChIP experiments. A, 
H3K27me3 relative abundance (± SE of 3 qPCR technical replicates) at different positions of 
the FLC locus for non vernalized seedlings (NV) and after 6 weeks of vernalization (V) 
followed by 3 weeks of warm (20°C), or 1 week of heat (30°C) given before (30-20°C) or 
after (20-30°C) 2 weeks of warm. H3K27me3 quantifications are relative to constitutive 
marks at AGAMOUS and SHOOT MERISTEMLESS genes. Data are from 2 independent 
experiments. B, H3K4me3 quantifications (± SE of 3 qPCR technical replicates) relative to 
constitutive marks at ACTIN7 and UBIQUITIN10 genes. Primers used are listed in tables S1 
and S2. 
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