SUPPLEMENTARY DATA CAPTIONS

S1 Figure. ESD7 is required to maintain high levels of the repressive mark H3K27me3 in discrete regions of the FT and SOC1 chromatin loci without affecting histone H3 deposition. (A, B)  Relative levels of H3K27me3 on FT and SOC1 chromatin after ChIP assays using αH3K27me3 and αH3 antibodies. Chromatin from the different WT, single mutants and mutant combinations was prepared in a similar way as in assays of Figure 2 A and B, and the same chromatin regions from FT and SOC1 loci were amplified; however, the values were subsequently normalized to ACT2 and to H3 levels as internal control. Enrichment levels shown are relative to input. 
S2 Figure. POLA5 protein is localized in the nucleus. GFP expression detected by fluorescence microscopy for GFP-POLA5 and GFP-EMF2 fusion proteins (A, B) Transient expression of GFP-POLA5 and GFP-EMF2 constructs in Nicotiana benthamiana leaves, respectively. (C, D). Stable GFP expression in root tips from GFP-POLA5 (L1) and GFP-EMF2 emf2-2 (L4) Arabidopsis transgenic plants.
[bookmark: _GoBack]S3 Figure. No PRC2 occupancy is detected in a FT promoter region upstream of Z4. Relative levels of CLF and EMF2 PRC2 components on FT promoter chromatin, spanning the -1159 to -959 region from ATG start codon, were examined after ChIP assays using αGFP antibodies. Chromatin was prepared from pools of 9-day-old WT seedlings or expressing GFP-CLF in clf-16 or clf-16 esd7-1 mutant background (A) and expressing GFP-EMF2 in emf2-2 or emf2-2 esd7-1 mutant background (B) grown under LD; the samples were collected 4h after dawn. FT promoter DNA fragment after chromatin immunoprecipitation was quantified by Q-PCR and subsequently normalized against the total amount of DNA (ng/ml DNA). The fold enrichment of each PRC2 component in comparison to the corresponding control (WT seedlings without the transgene) is indicated as mean ± SD (n=3) of at least three independent experiments.
S4 Figure. Neither the subcellular localization nor the stability of PRC2 components EMF2 and CLF are affected by the esd7 mutation. Different confocal scanner pictures of root tips from GFP-EMF2 emf2-2 (A, B), GFP-EMF2 emf2-2 esd7-1 (C, D), GFP-CLF clf16 (E, F) and GFP-CLF clf16 esd7-1 (G, H) transgenic seedlings are shown. (I) Western blot of nuclei proteins extracted from GFP-EMF2 emf2-2, GFP-EMF2 emf2-2 esd7-1, GFP-CLF clf16 and GFP-CLF clf16 esd7-1 seedlings probed with a αGFP antibody.
S1Table. Complete list of POLA5 interactors identified by pull-down and mass spectrometry (MS) analyses in four independent experiments. No peptides from these proteins were identified in the corresponding negative control of the pull-down assays. Number of peptides detected for each of the interactors is indicated in the successive replicates.
S1 Appendix. Sequences of oligonucleotides used in this work.
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