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Supplementary Figure S1. Cluster analysis of relative transcript levels of genes involved in epigenetic
pathways. Data for transcript levels were taken from ®. Plotted values are log,-fold changes compared to
day 0. Clustering was performed with the help of ClustVis 2 using the Eucledian distance and the Ward
method.
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Supplementary Figure S2. Maximum quantum yield of PSII is not obviously affected in 4-day-old
RdDM mutant seedlings. Imaging PAM plots showing the maximum quantum vyield of PSII (F./Fm).
Seedlings were grown under LD conditions for 4 days and dark-incubated for 10 min before chlorophyll a
fluorescence was recorded using an automatic pulse-amplitude (PAM) fluorometer.
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Supplementary Figure S3. Maximum quantum vyield of PSII is
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not affected in 4-week-old RADM

mutant plants. The maximum quantum vyield of PSIlI (F./Fn) was measured with an imaging Chl
fluorometer (Imaging PAM). Seedlings were grown for 6 days on half-strength MS medium and were then
transferred to soil and grown for another 3 weeks under LD conditions. The mature plants were dark-
adapted for 10 min before transient chlorophyll fluorescence was measured. The sig6-1 and gun4-2 mutants
were used as controls. Data represent mean values from at least 20 mature leaves. Significant differences (t-

test; p < 0.05) with respect to the WT are indicated by asterisks.

Differential methylation of the

a LHCB1.2 Supplementary Figure S4.
® LHCBL1.2 promoter does not contribute to the gun phenotype
2 induced by lincomycin or norflurazon treatment.
< (a) Real-time PCR analysis of LHCB1.2 expression in WT, gunl
£ and ago4 seedlings grown for 6 days under LD conditions in the
% absence (Mock) or presence of inhibitor (Lincomycin or
& Norflurazon). The level of LHCB1.2 mRNA is expressed relative to
that in the WT control (grown in the absence of inhibitor) which
was set to 1. The results were normalized to the expression level of
b 1o PLHCB1.2 (52 bp) ACTINZ. Mean valqes were deriv_ed from three inde_pen-dent
. ' - Colo ACGT experiments, each with three technical replicates. Bars indicate
% %% & guni-o1 standard deviations. Significant differences (t-test; p < 0.05) with
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‘;Qi 0.4 (b, c) Determination of the methylation status of the -52 bp (b) and
2 g2 -153 bp (c) regions of the LHCB1.2 promoter by Chop-PCR
0.005 (methylation-sensitive enzyme digestion followed by PCR). The
0.000 gunl mutant was used as a positive control for the effects of
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differences could be detected by applying the t-test.
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Supplementary Figure S5. Schematic representation and T-DNA tagging of the corresponding loci in the
investigated mutants. Exons (black boxes), introns (black lines) and the 5° and 3 UTRs (grey boxes) are
shown. Numbers are given relative to the start of the 5’UTR.
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Supplementary Figure S6. Originals of Figure 2c. Cropped areas are marked by red rectangles.
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Supplementary Figure S7. Originals of Figure 3c. Cropped areas are marked by red rectangles.
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Supplementary Figure S8. Originals of Figure 3d. Cropped areas are marked by red rectangles.



Supplementary Table S1. Messenger RNA levels of genes involved in epigenetic processes. See extra

Excel file.

Supplementary Table S2. Mutants used in this study.

ATG number | Stock line Allele Involved in Ref.

AT2G36990 |SAIL 893 C09 sig6-1 Early chloroplast development 8

AT3G59400 |SALK 011461 gun4-2 Tetrapyrrole biosynthesis, plastid retrograde 4
signaling

AT2G31400 |SAIL_33 D01 gun1-101 | Plastid retrograde signaling 56

AT1G48410 |CS16278 agol-37 | Gene silencing, lateral organ development 7

AT2G27040 | GK-066H12 ago4-6 RdDM, siRNA binding, defense responses 8

AT2G32940 |SALK 031533 ago6-2 RdDM, siRNA binding, defense responses 8

AT1G69440 | SALK 037458 ago7-1 RNA interference, miRNA and ta-siRNA |°
generation

AT5G21150 |SALK 112059 ago9-2 siRNA binding, defense response, female gamete |1°
formation

AT3G03300 |SALK_ 064627 dcl2-1 RdDM, siRNA generation 1

AT3G43920 |SALK 005512 dcl3-1 RdDM, siRNA generation 1

AT5G20320 | GK-160G05 dcl4-2 RdDM, siRNA generation 1

AT1G14790 |SALK 112300 rdrl-6 RNA interference, siRNA generation, defense |?
responses

AT4G11130 |SALK 059661 rdr2-2 RdDM, siRNA generation 13

AT3G49500 |SAIL_617 HO7 rdr6-15 | RdDM, siRNA generation 13

AT1G63020 |SALK 128428 nrpd1-3 | RdDM, siRNA generation 14

AT3G23780 |SALK 046208 nrpd2a-2 | RdDM, siRNA generation 15

AT2G40030 | SALK 029919 nrpel-11 |RdDM, particularly CHH (H=A, T or C)|%*®
methylation

AT5G66750 | SALK 093009 ddm1-10 |Gene silencing, DNA methylation, histone | Y
methylation

AT5G15380/ | SALK_031705/ drm1-2/ |De novo DNA methylation in CG, CHG and |8

AT5G14620 | SALK 150863 drm2-2 | CHH context, gene silencing

AT5G13960 |SALK_041474 kyp-6 Maintenance of DNA methylation (CG, CHG and | *°
CHH)

AT1G80740 |SALK_ 030404 cmtl DNA methylation, DNA mediated-transformation | %

AT4G19020 |SALK 201637 cmt2-4 | Methylation of cytosines in CHH contexts, heat | %
tolerance

AT1G69770 |SALK 148381 cmt3-11 | Methylation of cytosines at non-CG sites 22

AT2G36490 |SALK 045303 rosl-4 DNA demethylation 23

AT2G36490 | WiscDsLox469C11 |ros1-6 DNA demethylation 23




Supplementary Table S3. Primers used in this study.

| Forward primer (5'-3)

Reverse primer (5'-3")

Real-time PCR

LHCB1.2 GACTTTCAGCTGATCCCGAG CGGTCCCTTACCAGTGACAA
hHngzz UL CCAAAGCATCTGGTATGGAC CGGCTTCTCCGAATTTAACAC
LHCB6 GCATGGTTTGAAGCTGGAGC ACAAACCAAGAGCACCGAGA

GCAAAATGGCCGTAGTTTTACGTG

LHCAS 2 GCCACGTGGCACGTTCAACAG
PSBP1 ATGGAGATGGGTTCAAAGTG TAGGAGGTAATTAACCTGAGAG

PSBT2 CCCAGCTTAGAAGTCAAGGA ACTTGTGCGTATTTCTTCTTGG

CAL GAGAAATACGAAACCAACCCT ACATAAGCCCTTTGATCCCA

atpB TATCGCCCAAATCATTGGTC ACTCATAGCTACAGCTCTAACTC

psaA AACCAATTTCTAAACGCTGG TGATGATGTGCTATATCGGT

Actin2 TGTGTGACAAACTCTCTGGG GGCATCAATTCGATCACTCAG
Chop-PCR

OLHCBL2 | TCCAATGAGTAAAGAGATATAGA

oo by s aaliSesils CTTCCGAGGACTTCAGATGCCG
OLHCBL.2 CTATGAAGTAATCTATATCTCTTTACT
153ty | COTCTCGAAATGCTTTGGCTGE el

COBRA

I@“E%%;fo TCATCAATATCACACTATCTTTAC | TTGTGAGTGAGAGTGATTGAAAATGGT
13p) TTTTATTTAA T
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