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Figure S5 (continued)




Figure S6

CMT1 (At1g80740), CMT3(At1g69770)

CMT2 (At4g19020)

DMT2 (At4g14140), DNMT1 (At4g13610),
MET1 (At5g49160), MET2 (At4g08990)

AtORCla (At4g14700)

At ORC1b (At4g12620)

UNCHARACTERIZED PROTEIN: At4g11560

UNCHARACTERIZED PROTEINS: At3g48050, At3g48060

ES43 like proteins: At4g39100, At4g22140

C5 DNA BAH
(=

Chromodoma
in

BAH

C5.DNA

Chromodoma

BAHx2 C5 DNA met

BAH ATPase A
0

BAH

FlIS centre,

BAH

le‘I,IS.’eI‘on i

Znf

ATPase ARA
LOFE

SG1 (At5g11470)

RRM RNPL

UNCHARACTERIZED PROTEINS: At1g68580, At5g55600

UNCHARACTERIZED PROTEIN: At4g23120, At2g25120,
At3g43990, At2g04260

BAH

Agenet




Figure S7
A 200 bp windows - CG B 200 bp windows - CHG

90
) 80
)
g 70
) 4
60
& 60 5
a e
9 + 50
S £
E Zao
40 4
Z g
z [}
g E
X
£ 20
10 SNSRI
| O £r3:12076201-12076400 o _ o ool

0 10 20 30 40 60 70 80 90

0
% methylation Col

. PR AllProbes

90

an

70

60

a0

40

30

% methylation sg1-1

] 10 20 30 40 150 &0 70 g0 90

% methylation Col



Figure S8
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Figure S9
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Figure S11 (continued)
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A

% CHG methylation in genes

70

50

70

60

a0

40

30

20

10

sgl-1

Col-0
(this study)

ibm1-6

Col-0
(Stroud)

Y,

o ] o 0
[=] o] [=1 =]

n
[

=) ]
= [=1

% methylation Col Stroud et al.

Col CHG Stroud

o - o - -

Genes CHG

AllProbe

R=0,961

30 40 o) cHED &0 7o

% methylation Col (this study)

ga

L]



Figure S13

E
M

metl-1/sgl-2

Col-0




Figure S14

sgl-2/ago4-2

20000 o [ 1
18000
16000 4
14000
12000 A
10000
8000
6000
4000
2000
0 4+ g '
AGO4 agod4 ago4

sg1 SG1 sg1
n=41 n=27 n=25



Figure S15

1Kb 1Kb
| AT3G43920 (DCL3)
AT5G11130 (RDR2)
aTsg11120 I AT3G43930
=Ty = 5T ]
14 1 4
0 Col 0 Col
. CG 1 CG
0 sg1-1 0 ] sg1-1
é ] Col é-| Col
1 ] -lJ
_ CHG : CHG
! ] sgl1-1 5 sg1-1
-1 -1-
; ] Col ] Col
! CHH 1 CHH
2] sgl-1 é ] sgl-1




Figure S16
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Figure S20
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Figure S20 (continued)
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