Supplementary

Table S1. Information on the A. thaliana accessions, flowering time and total number
of leaves after flowering.

TAIR accessions Abbreviated name Flowering time (d) Leaf number
CS28652 Pro-0 19.0£0.0 9.7+0.9
CS76537 Kz-9 21.0+1.0 10.6+0.8
CS28573 Nw-0 21.0+1.0 10.4+0.5
CS6845 Rd-0 21.0+1.0 10.7+0.8
CS6885 Wa-1 24.0+0.0 12.1+0.3
CS6905 Hs-0 24.0+1.0 12.4+0.6
CS6105 Kelsterbach-4 24.0+0.0 11.9+0.7
CS6673 Col-0 27.0£2.0 13.7+1.0
CS6675 Cvi-0 27.0+0.0 13.7+0.9
CS28128 Ca-0 28.0+2.0 14.3£0.7
CS28096 Bs-1 29.0+0.0 14.8+0.7
CS6797 Ms-0 29.4+1.8 14.3£1.1

CS6630 Bsch-0 30.0£0.9 14.7+1.1
CS6923 Ema-1 30.0£1.5 15.3+£0.9
CS6732 Gy-0 31.0£0.8 15.7+0.6
CS6865 Stw-0 33.842.0 16.7+1.0
CS6600 Aa-0 35.0£1.0 17.7+0.8
CS6723 Gr-1 38.0+0.0 18.5+0.7
CS6862 Sp-0 39.0+0.8 19.7+0.7
CS6875 Tu-0 42.0£2.3 20.9+1.1
CS6626 Br-0 45.0+1.0 22.6+1.0
CS28344 Hey-1 45.0+0.8 22.5+1.0
CS28597 Per-1 45.0£2.0 22.5+1.3
CS28786 Ty-0 45.4+1.8 22.6+1.1
CS6867 Ta-0 46.5+1.1 23.9+1.0
CS22518 Tscha-1 54.042.3 26.7+0.9
CS6852 Se-0 55.4+1.2 27.3+0.9

TAIR, The Arabidopsis Information Resource. Data are shown as mean =+ standard
errors.



Table S2. Number of methylated sites of autonomous pathway gene coding regions of different 4. thaliana accessions.

Number of methylated sites

P"P‘:‘“i“ FVE FY FLD PEP HDAS PRP39-1 FCcA4 FLK FPA LD PCFS4 DRM2 HDA6 PRMTS5
AT2G19520  AT5G13480  AT3G10390  AT4G26000 AT5G61060 AT1G04080 AT4G16280 AT3G04610 AT2G43410 AT4G02560 AT4G04885 AT5G14620  AT5G63110 AT42(331 !

A 29 49 56 31 48 88 79 35 43 45 70 50 8 59
B0 41 59 69 33 62 92 107 54 81 82 81 67 18 50
Bs-1 23 43 46 15 54 76 54 41 43 61 52 37 14 17
Bsch-0 37 52 60 25 30 77 84 45 66 80 71 50 6 70
ca0 33 58 42 19 49 86 83 43 71 57 64 38 10 53
Col-0 20 49 69 25 48 67 78 45 51 66 67 33 1 51
Cvic0 19 31 33 9 18 40 47 19 36 51 33 56 0 13
Ema-1 36 66 59 34 41 76 78 57 62 74 85 29 10 69
Gr-1 13 44 46 16 51 70 73 18 41 81 46 32 15 39
Gy-0 25 52 54 35 42 85 78 35 56 55 67 30 7 54
Hey-1 22 62 64 36 44 74 83 44 66 52 64 58 0 56
Hs-0 28 44 56 32 40 83 88 37 66 81 79 61 14 54

Kelerbac 23 42 51 21 32 79 64 48 74 61 63 62 7 36
K29 22 40 50 16 25 62 91 39 47 63 55 86 7 62
Mis-0 46 27 69 34 53 61 93 56 74 66 78 48 23 46
Nw-0 37 59 67 21 61 100 85 54 78 81 93 77 12 45
Per-1 25 47 49 38 44 69 73 37 41 108 69 30 5 58
Pro-0 20 49 37 20 34 47 80 37 62 71 60 31 10 21
RA-0 19 32 18 19 31 59 45 25 28 42 40 12 7 25
5¢-0 31 53 58 45 44 82 84 53 60 73 84 64 20 49
$p-0 32 47 57 36 38 84 2 40 79 5 2 25 8 65
Stw-0 25 50 39 26 38 79 88 37 38 67 48 37 10 57
Tar0 42 67 73 44 54 79 106 56 78 92 85 72 14 58
Tocha-1 59 60 78 46 70 93 118 44 84 81 84 77 21 63
Tu0 34 30 62 34 47 87 93 47 67 95 72 80 8 59
Ty0 33 71 73 46 55 101 102 64 92 71 92 62 17 52

Wa-1 22 52 60 26 40 80 85 46 53 67 63 63 15 65




1 Table S2 (continued). Number of methylated sites of autonomous pathway gene coding regions of different A. thaliana accessions.

Number of methylated sites

Population PRMTI0 REF6 AGL28 CK2 PP24-B'y SYP22 ESD4 DBPI DRM1 FLC SocC1 LFY API

AT1G04870 AT3G48430 AT1G01530 AT2G23080 AT4G15415 AT5G46860 AT4G15880 AT2G25620 AT5G15380 AT5G10140 AT2G45660 AT5G61850 AT1G69120

Aa-0 6 113 48 24 52 18 18 12 4 1 0 0 0
Br-0 14 116 40 30 67 18 15 22 0 2 0 0 0
Bs-1 23 109 41 39 44 0 18 13 0 5 0 2 0
Bsch-0 20 80 60 36 47 13 14 12 0 0 0 0 0
Ca-0 20 92 43 29 42 13 3 15 8 0 0 0 0
Col-0 8 74 39 23 37 1 8 18 0 0 0 0 0
Cvi-0 0 51 46 20 14 0 0 15 0 0 0 0 0
Ema-1 23 114 47 26 40 19 14 17 1 0 1 0 0
Gr-1 4 64 45 13 34 16 14 5 2 1 0 0 1
Gy-0 15 73 42 19 49 13 20 14 4 0 0 0 0
Hey-1 15 95 39 32 47 0 29 16 2 0 0 0 0
Hs-0 2 94 53 31 49 9 3 21 1 0 0 0 2
Kelsterbach-4 17 83 45 28 62 1 9 11 0 0 0 0 0
Kz-9 14 91 35 16 39 5 10 11 0 0 1 0 0
Ms-0 6 126 36 30 53 15 10 16 13 0 0 0 0
Nw-0 21 122 39 28 81 2 18 28 4 0 0 3 0
Per-1 6 109 28 10 41 9 4 13 4 0 0 0 0
Pro-0 0 68 36 21 34 13 20 8 2 2 0 0 0
Rd-0 8 45 18 14 32 2 5 15 0 0 0 0 0
Se-0 17 107 12 27 70 11 7 11 0 1 0 0 0
Sp-0 9 96 37 19 14 5 0 18 4 13 0 0 0
Stw-0 15 79 49 24 48 12 12 5 0 7 1 0 0
Ta-0 12 105 27 30 79 17 20 22 6 9 0 0 0
Tscha-1 6 84 37 24 66 2 14 14 0 0 0 0 0
Tu-0 6 97 43 27 75 2 17 15 10 1 0 0 0
Ty-0 20 120 32 24 56 27 24 21 1 0 0 0 0
Wa-1 11 90 52 27 55 10 17 12 0 0 0 0 0




Table S3. Number of methylated CG sites in the coding regions of autonomous pathway genes of different A. thaliana accessions.

Number of CG methylated sites

Population FVE FY FLD PEP HDAS PRP39-1 FCA FLK FPA LD PCFS4 DRM? HDAG6 PRMTS
AT2G19520  AT5G13480  AT3G10390  AT4G26000 AT5G61060 AT1G04080 AT4G16280 AT3G04610 AT2G43410 AT4G02560 AT4G04885 AT5G14620 AT5G63110 AT42C0B H

A 29 49 56 31 48 88 79 35 43 45 70 22 8 59
Br0 41 59 69 33 62 92 105 54 81 80 81 45 18 50
Bs-1 23 43 46 15 54 76 53 41 43 61 51 25 14 17
Bsch-0 37 51 58 25 30 77 82 44 66 80 71 30 5 70
ca0 33 58 42 19 49 86 83 43 71 57 63 25 10 53
Col-0 26 48 69 25 48 67 78 45 51 66 66 27 1 51
Cvic0 19 31 33 9 18 40 44 19 36 51 33 22 0 13
Ema-1 36 66 59 34 41 76 78 57 61 74 85 29 10 69
Gr- 13 44 46 16 50 70 73 18 41 79 46 16 15 39
Gy-0 25 52 54 35 42 85 78 35 56 55 67 21 7 54
Hey-1 22 62 64 36 44 74 83 44 66 52 64 40 0 56
Hs-0 28 44 55 32 40 83 88 37 66 81 79 39 14 53
Kelserbach 23 42 51 21 32 75 63 48 74 61 63 30 7 36
K29 22 39 49 16 25 62 90 38 47 63 54 31 7 62
Ms-0 46 27 69 34 53 61 92 56 74 66 77 31 23 46
Nw-0 37 57 65 21 61 99 83 54 77 78 93 33 12 45
Per-1 25 47 49 38 44 69 72 37 41 70 69 26 5 58
Pro-0 20 49 37 20 34 47 77 37 62 71 59 21 10 21
Ré-0 19 32 18 19 31 59 45 25 28 42 40 7 7 25
50 31 53 58 45 44 82 82 53 60 73 84 27 20 49
5p-0 32 47 57 36 38 83 1 40 79 5 2 24 8 64
Stw-0 25 50 39 26 38 79 85 37 38 66 48 20 10 57
Ta0 42 67 73 44 54 79 106 56 78 92 85 42 14 58
Tscha1 55 60 76 46 68 93 114 44 82 81 83 36 21 62
Tu0 34 29 62 34 46 86 93 46 67 93 72 37 8 59
Ty-0 33 70 73 46 55 100 96 64 91 70 91 29 17 52

Wa-1 22 52 60 26 39 80 85 46 53 67 63 29 15 65




Table S3 (continued). Number of methylated CG sites in the coding regions of autonomous pathway genes of different A. thaliana accessions.

Number of CG methylated sites

Population PRMTI0 REF6 AGL28 CK2 PP24-B'y SYP22 ESD4 DBPI DRM1 FLC SocC1 LFY API

AT1G04870 AT3G48430 AT1G01530 AT2G23080 AT4G15415 AT5G46860 AT4G15880 AT2G25620 AT5G15380 AT5G10140 AT2G45660 AT5G61850 AT1G69120

Aa-0 6 113 26 24 52 18 18 12 4 1 0 0 0
Br-0 14 116 26 30 67 18 15 22 0 2 0 0 0
Bs-1 23 109 25 39 44 0 16 13 0 5 0 2 0
Bsch-0 20 80 26 36 47 13 14 12 0 0 0 0 0
Ca-0 20 92 24 29 42 13 3 15 8 0 0 0 0
Col-0 8 74 25 23 37 1 8 18 0 0 0 0 0
Cvi-0 0 51 22 20 14 0 0 15 0 0 0 0 0
Ema-1 23 114 26 26 40 19 14 17 0 0 0 0 0
Gr-1 4 64 25 13 34 16 14 5 2 0 0 0 0
Gy-0 15 73 24 19 49 13 20 14 4 0 0 0 0
Hey-1 15 95 23 32 47 0 29 16 2 0 0 0 0
Hs-0 2 94 27 31 49 9 3 20 1 0 0 0 2
Kelsterbach-4 17 83 26 28 62 1 9 11 0 0 0 0 0
Kz-9 14 91 26 16 39 5 10 10 0 0 1 0 0
Ms-0 6 125 26 30 53 15 10 15 13 0 0 0 0
Nw-0 21 122 26 28 81 2 18 26 4 0 0 3 0
Per-1 6 109 23 10 41 9 4 13 4 0 0 0 0
Pro-0 0 68 23 21 33 13 20 8 2 2 0 0 0
Rd-0 8 45 13 14 32 2 5 15 0 0 0 0 0
Se-0 17 107 0 27 70 11 7 11 0 1 0 0 0
Sp-0 9 96 26 19 14 5 0 18 4 4 0 0 0
Stw-0 15 77 26 24 48 12 12 5 0 3 1 0 0
Ta-0 12 105 23 30 79 17 20 22 6 8 0 0 0
Tscha-1 6 84 25 24 66 2 14 14 0 0 0 0 0
Tu-0 6 93 26 26 75 2 17 15 10 0 0 0 0
Ty-0 20 119 26 24 56 27 23 20 0 0 0 0 0
Wa-1 11 90 26 27 55 10 15 12 0 0 0 0 0




Table S4. Number of methylated CHG sites in the coding regions of autonomous pathway genes of different A. thaliana accessions.

Number of CHG methylated sites

Populatio FVE FY FLD PEP HDAS PRP39-1 FCA FLK FPA LD PCFS4 DRM2 HDAG6 PRMTS

n

AT2G19520  AT5G13480  AT3G10390  AT4G26000 AT5G61060 AT1G04080 AT4G16280 AT3G04610 AT2G43410 AT4G02560 AT4G04885 AT5G14620  AT5G63110 AT42(33 1

(=]
S
S

0 27 0
22
12
20
13
6
34
0
15
9
18
22

31

55
17
44
4
10
5
37
1
17
30
41
43
33
34

(e
(=]
(e
(=]

Aa-0

Br-0

Bsch-0
Ca-0
Col-0
Cvi-0
Ema-1
Gr-1
Gy-0
Hey-1
Hs-0
Kelsterbac
h-4
Kz-9

Ms-0

WO O O O DO N oo oo oM

Nw-0

[5]
[ee]

Per-1
Pro-0
Rd-0
Se-0
Sp-0
Stw-0
Ta-0
Tscha-1
Tu-0

Ty-0

S OO OO OO O OO O OO OO0 o oo oMM oo oo
O = = O O O O O O OO N O~ O OO OoO—~O—=OoO oo
S O OO OO OO OO NNO O O OO oo oo Mo oo
OO DO OO O OO O OO OO0 OO OO0 OO0 oo o0
— O = N OO OO OO OO OO O OO OoO OO0 0o o o0
O m — O O O = O O OO~ OO0 A OO0 OCOC OO OO OO
O AN O O W~ DNO WO~ = = OO0 OO0 WO o == 1NOo
OO = OO O OO O OO OO~ O OO OO0CCO OO0 o —Oo 0o
S P O N OO OO O OO —m OO0 O OO0 0O 0o o oo
S P O — O O OO O~ OO~ O OO0 OO0 oo~ ~=O~O
O OO OO OO OO OO OO0 OO0 OO0 o —Oo 0o
O OO = OO = OO OO DO OO OO OO0 OO0 oo o0

S —m N O O = O O OO

Wa-1




Table S4 (continued). Number of methylated CHG sites in the coding regions of autonomous pathway genes of different 4. thaliana accessions.

Number of CHG methylated sites

PRMTI0 REF6 AGL28 CK2 PP24-B'y SYP22 ESD4 DBPI DRM1 FLC SocC1 LFY API

Population

AT1G04870 AT3G48430 AT1GO01530 AT2G23080 AT4G15415 AT5G46860 AT4G15880 AT2G25620 AT5G15380 AT5G10140 AT2G45660 AT5G61850 AT1G69120

Aa-0 0 0 11 0 0 0 0 0 0 0 0 0 0
Br-0 0 0 10 0 0 0 0 0 0 0 0 0 0
Bs-1 0 0 9 0 0 0 2 0 0 0 0 0 0
Bsch-0 0 0 12 0 0 0 0 0 0 0 0 0 0
Ca-0 0 0 8 0 0 0 0 0 0 0 0 0 0
Col-0 0 0 8 0 0 0 0 0 0 0 0 0 0
Cvi-0 0 0 13 0 0 0 0 0 0 0 0 0 0
Ema-1 0 0 9 0 0 0 0 0 0 0 0 0 0
Gr-1 0 0 8 0 0 0 0 0 0 0 0 0 0
Gy-0 0 0 7 0 0 0 0 0 0 0 0 0 0
Hey-1 0 0 7 0 0 0 0 0 0 0 0 0 0
Hs-0 0 0 10 0 0 0 0 1 0 0 0 0 0
Kelsterbach-4 0 0 10 0 0 0 0 0 0 0 0 0 0
Kz-9 0 0 9 0 0 0 0 1 0 0 0 0 0
Ms-0 0 1 9 0 0 0 0 0 0 0 0 0 0
Nw-0 0 0 10 0 0 0 0 2 0 0 0 0 0
Per-1 0 0 5 0 0 0 0 0 0 0 0 0 0
Pro-0 0 0 8 0 0 0 0 0 0 0 0 0 0
Rd-0 0 0 5 0 0 0 0 0 0 0 0 0 0
Se-0 0 0 11 0 0 0 0 0 0 0 0 0 0
Sp-0 0 0 10 0 0 0 0 0 0 5 0 0 0
Stw-0 0 2 9 0 0 0 0 0 0 1 0 0 0
Ta-0 0 0 4 0 0 0 0 0 0 0 0 0 0
Tscha-1 0 0 7 0 0 0 0 0 0 0 0 0 0
Tu-0 0 4 9 1 0 0 0 0 0 0 0 0 0
Ty-0 0 1 6 0 0 0 1 1 1 0 0 0 0
Wa-1 0 0 9 0 0 0 2 0 0 0 0 0 0




Table S5. Number of methylated CHH sites in the coding regions of autonomous pathway genes of different A. thaliana accessions.

Number of CHH methylated sites

Populatio FVE FY FLD PEP HDAS PRP39-1 FcA FLK FPA LD PCFS4 DRM2 HDA6 PRMTS
AT2G19520  AT5G13480  AT3G10390  AT4G26000 AT5G61060 AT1G04080 AT4G16280 AT3G04610 AT2G43410 AT4G02560 AT4G04885 AT5G14620  AT5G63110 AT42(33 i
Aa0 0 0 0 0 0 0 0 0 0 0 0 1 0 0
Br-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Bs-1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Bsch-0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Cac0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Col-0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
Cvic0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Ema-1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Gr-1 0 0 0 0 0 0 0 0 0 0 0 1 0 0
Gy-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Hey-1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Hs-0 0 0 0 0 0 0 0 0 0 0 0 0 0 1
Keletbac 0 0 0 0 0 0 0 0 0 0 0 1 0 0
Kz-9 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Ms-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Nw-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Per-1 0 0 0 0 0 0 1 0 0 0 0 0 0 0
Pro-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RA-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
50 0 0 0 0 0 0 0 0 0 0 0 0 0 0
$p-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Stw-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Tac0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Tocha-1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Tu0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Ty-0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
W1 0 0 0 0 0 0 0 0 0 0 0 0 0 0




Table S5 (continued). Number of methylated CHH sites in the coding regions of autonomous pathway genes of different 4. thaliana accessions.

Number of CHH methylated sites

Population PRMTIO0 REF6 AGL28 CK2 PP2A4-B'y SYP22 ESD4 DBPI1 DRM1 FLC So0cC1 LFY AP1

AT1G04870 AT3G48430 AT1GO01530 AT2G23080 AT4G15415 AT5G46860 AT4G15880 AT2G25620 AT5G15380 AT5G10140 AT2G45660 AT5G61850 AT1G69120
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Table S6. Correlation analysis between flowering time, leaf number and DNA methylation level of gene coding region of different A. thaliana

accessions.
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FT: Flowering time; LN: Leaf number; ~ Correlation is significant at the 0.05 level (2-tailed);

(2-tailed).

* Correlation is also significant at the 0.01 level



Table S7. Correlation analysis between flowering time, leaf number and CG methylation level of gene coding region of different 4. thaliana

accessions.
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FT: Flowering time; LN: Leaf number; ~ Correlation is significant at the 0.05 level (2-tailed); ** Correlation is also significant at the 0.01 level
(2-tailed).



Table S8. Correlation analysis between flowering time, leaf number and CHG methylation level of gene coding region of different A. thaliana

accessions.
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HDAG 78 NA P 105 849 NA NA ot s osao B ona NN



PRMT .62

j Na % e300 7ss oNa o oNa P s o P ona BOR
o NA NA NA NA NA Na Na Ko owna NN
REF6 97 9 xa owna Bk a0 P owa XX
AGL2S 82 NA  NA '%5 730 211 '520 NN

K2 NA  NA '724 704 849 '812 NN
e NA NA NA Na Nona NN
syp22 NA Na oNa NooNa BOR
ESD4 958 139 '669 NN
DpEPI 086 '635 NN
DRMI '812 NN
FLC NN
S0C1 i E
LFY E

API

FT: Flowering time; LN: Leaf number; ~ Correlation is significant at the 0.05 level (2-tailed); ** Correlation is also significant at the 0.01 level
(2-tailed); NA, not applicable.



Table S9. Correlation analysis between flowering time, leaf number and CHH methylation level of gene coding region of different A. thaliana

accessions.
F L FvV FY FL PE HDA PRP39 FC FL FP LD PCFS DRM HDA PRMT PRMT REF AGL2 CK PP24-B SYP2 ESD DBP DRM FL soc LF APL
T N E D P 5 -1 A K A 4 2 6 5 10 6 8 2 "y 2 4 1 1 C 1 Y
52 N N N 60 N N N N 68 37 72 N 68
- NN v o N NA 88 NA 357 NA NA 47 N uss Na o Na o %oy 72 N €
4 N N N 68 N N N N 62 37 76 N .75
LN NA  NA NA 769 NA 387 NA NA 138 161 NA NA 762
1 A A A 5 A A A A 0 o 2 A 7
N N N 78 N N N N 84 70 84 N 84
FVE NN oNna o ona B N 3 NA 89 NAL NA 838 N 849 NA NA BT a0 0 S
N N N N N N N
Fr N oxa o ona o ona B8 N NaA NA NA NA NA NA NA R NA NA NA NA NA NA NA KN NA
N N N N N N
FLD Nonao onao ona BN N Na Na Na Na Na A R Na NA Na Na NA NA Na N Na
N N N N N
PEP NA oNa oNa R Na N N NAa NA Na Na N NA NA NA NA NA NA NA N Na
N N N N N
HDAS NaoNa N R NA NA NA NA NA NA NA Y NA NA NA NA NA NA NA N Na
PRP39- N N N N N
’ na NN NA NA NA NA NA NA NA L NA NA NA NA NA NA NA N NA
N N N N 78 8 78 N .78
Fea N N oNa e20 Naoo73 o Na o Na o377 B oss o onaoNa o P8R
N N N N
FLK 5 1 NA NA NA NA NA NA NA ) NA NA NA NA NA NA NA N Na
FPA N NA NA NA NA NA NA NA L NA NA NA NA NA NA NA L NA
17 NA NA NA NA NA NA NA A NA NA NA NA NA NA NA ) NA
PCFS4 NA NA NA NA NA NA h NA NA NA NA NA NA NA L NA
DRM? NA 73 NA NA 313 N 731 Na o NA P gy % BNy
A 1 6 1 A
HDAG NA NA NA NA E NA NA NA NA NA NA NA i NA



PRMTS5

PRMTI1

REF6

AGL28

CK2

PP2A-B

SYP22

ESD4

DBPI

DRM1

FLC

SocC1

LFY

API

NA

NA

NA

147

NA

NA

>z »Z »z »Z

.849

NA

NA

713

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

.849

NA

NA

438

NA

.849

NA

NA

.849

NA

NA

NA

NA

NA

NA

>Z >z »Z »Z »Z »Z P»Z pZ »Z P»>Z p»Z »>Z

NA

NA

FT: Flowering time; LN: Leaf number; NA, not applicable.



Table S10. Number of methylated sites of autonomous pathway gene promoter regions of different A. thaliana accessions.

Number of methylated sites

Population F":iv:::f“g nuLnE:;ir* FVE FY FLD PEP HDAS PRP39-1 FcA FLK FPA LD PCFS4 DRM2 HDA6 PRMTS

AT2GI  ATSGL  AT3GI03  AT4G2  ATSG6l o o0 00 © AT4GI62  AT3G046  AT2G43  AT4G025  AT4GO48  ATSGI46  ATSGG3l  AT4G3112
9520 3480 90 6000 060 80 10 410 60 85 20 10 0
Aa-0 35+1.0 17.7+£0.8 16 0 3 0 32 0 18 0 2 0 89 0 7 8
Br-0 45+0.0 22.6+1.0 19 0 1 0 26 0 62 0 3 3 46 0 6 6
Bs-1 29+0.0 14.8+0.7 18 6 3 0 23 0 16 0 2 0 64 1 2 3
Bsch-0 30+0.9 14.7+1.1 33 0 1 0 31 0 72 1 12 2 167 0 12 9
Ca-0 2840.0 14.3+0.7 34 0 1 0 34 0 27 0 9 3 133 0 1 4
Col-0 27+£2.0 13.7+1.0 100 0 2 0 33 0 43 0 8 5 98 0 3 11
Cvi-0 27+0.0 13.7+£0.9 8 0 2 0 17 0 66 0 0 141 0 10 0
Ema-1 30+1.5 15.3+0.9 29 0 2 0 35 0 69 0 12 8 127 0 5 6
Gr-1 38+0.0 18.5+0.7 19 0 1 0 26 0 62 0 3 3 66 0 6 6
Gy-0 31+0.8 15.7+0.6 9 0 2 0 41 0 0 0 8 3 88 0 3 3
Hey-1 45+0.8 22.5+1.0 42 0 3 0 28 0 26 0 4 104 0 1 11
Hs-0 2440.0 12.4+0.6 19 0 6 0 17 0 73 0 12 5 119 1 2 8
Kebverbach - 240.0 11.9+0.7 17 15 1 0 31 0 0 12 1 112 0 15 8
Kz-9 2140.6 10.6+0.8 13 0 2 0 2 0 0 0 1 84 0 3 4
Ms-0 29.4+1.8 14.3+1.1 46 0 8 0 32 0 63 0 1 6 75 0 11 4
Nw-0 21+0.4 10.4+0.5 19 0 3 0 38 0 33 0 12 6 72 0 10 10
Per-1 45+2.2 22.5¢1.3 16 0 3 0 20 0 24 0 7 2 66 0 3 1
Pro-0 19+£0.7 9.7£0.9 19 0 3 0 42 0 23 0 29 4 127 0 5 0
Rd-0 21+0.0 10.7+0.8 0 0 2 0 25 0 29 0 1 1 22 0 1 2
Se-0 55.4+1.2 27.3+0.9 20 0 1 0 44 0 0 0 15 2 78 0 13 12
Sp-0 39+0.8 19.7+0.7 68 0 2 0 36 0 33 0 0 0 80 0 4 1
Stw-0 33.8+2.0 16.7+1.0 44 0 3 0 32 0 30 0 7 4 98 0 9 2
Ta-0 46.5+1.1 23.9+1.0 19 0 3 0 42 0 23 0 29 4 58 0 5 0
Tscha-1 5442.3 26.7+0.9 50 0 2 0 44 0 54 0 0 3 85 0 6 10
Tu-0 42+2.3 20.9+1.1 81 4 1 0 33 0 31 0 19 4 95 0 1 5
Ty-0 45.4+1.8 22.6+1.1 61 2 0 0 37 0 0 0 6 4 73 0 12 18
Wa-1 2440.6 12.1+£0.3 28 0 1 0 29 0 27 0 10 3 112 0 7 8




Table S10 (continued). Number of methylated sites of autonomous pathway gene promoter regions of different A. thaliana accessions.

Number of methylated sites

Population F":;;‘::f“g nuL[;’gzr* PRMTI0 AGL2S  REF6 CK2 PP24-B'y SYP22 ESD4 DBPI DRMI FLC soci LFY API
ATIGoagT0  ATIOUS  ATSGH ATZGE —pqicys ATSCAG  ATAGISSS AT2G2S62  ATSCISSS  ATSGIONG  ATZGAS6  ATSC6oIs  ATIGGI12

Aa-0 35+1.0 17.7+0.8 5 4 5 8 3 31 8 0 15 8 0 0 0
Br-0 45+0.0 22.6+1.0 2 3 1 2 0 38 13 0 7 0 0 1 0
Bs-1 29+0.0 14.8+0.7 14 2 11 3 4 156 6 0 28 10 0 0 0
Bsch-0 30+0.9 14.7+1.1 5 3 5 7 4 17 5 0 22 12 0 0 0
Ca-0 28+0.0 14.3+£0.7 11 2 13 5 0 107 1 0 22 4 0 0 0
Col-0 274+2.0 13.7£1.0 5 2 4 13 2 168 0 0 20 1 0 0 0
Cvi-0 27+0.0 13.7+£0.9 0 2 2 3 4 0 32 0 0 4 0 0 0
Ema-1 30+1.5 15.3+£0.9 10 4 2 10 3 27 4 0 13 3 0 0 0
Gr-1 38+0.0 18.5+0.7 2 3 1 2 0 38 13 0 7 0 0 1 0
Gy-0 31+0.8 15.7+0.6 11 2 6 9 0 80 4 0 25 0 0 0 0
Hey-1 45+0.8 22.5£1.0 0 5 9 8 4 43 11 2 21 11 1 0 0
Hs-0 24+0.0 12.4+0.6 0 1 4 10 4 39 3 0 18 12 0 0 0
Kebverbach - 240.0 11.9+0.7 0 3 0 9 3 164 3 0 10 9 0 0 0
Kz-9 21+0.6 10.6+0.8 8 3 7 4 2 80 2 0 25 0 0 0 0
Ms-0 29.4+1.8 14.3+1.1 0 4 9 8 0 55 1 0 0 0 0 0 0
Nw-0 21+0.4 10.4+0.5 0 2 4 2 7 63 0 0 4 4 0 0 0
Per-1 45422 22.5%1.3 4 3 6 6 0 48 5 0 0 7 0 0 0
Pro-0 19+0.7 9.7+0.9 9 5 5 7 0 27 7 0 22 4 0 0 0
Rd-0 21+0.0 10.7+0.8 0 0 6 2 0 3 0 0 1 0 0 0 0
Se-0 55.4+£1.2 27.3+0.9 9 0 6 10 4 68 0 0 13 0 0 0 0
Sp-0 39+0.8 19.7+0.7 5 5 4 7 0 42 12 0 0 5 0 0 0
Stw-0 33.8+£2.0 16.7£1.0 6 4 13 12 3 44 8 2 24 11 0 0 0
Ta-0 46.5+1.1 23.9£1.0 9 5 5 7 0 27 7 0 22 4 0 0 0
Tscha-1 54+2.3 26.7+0.9 2 2 3 2 0 161 3 0 16 5 0 0 0
Tu-0 42423 20.9+1.1 3 4 2 12 2 196 0 0 10 5 0 0 0
Ty-0 45.4+1.8 22.6+1.1 0 5 10 14 6 120 1 0 5 0 0 0 0
Wa-1 24+0.6 12.1+0.3 8 3 8 5 0 181 0 0 17 12 0 0 0




*Data are shown as mean + standard errors



Table S11. Correlation analysis between flowering time, leaf number and methylation level of promoter region of different 4. thaliana

accessions.
F L FV FY FL PE HD PRP3 FC FL FpP LD PCF DR HD PRM PRM RE AGL CK2 PP2A4- SypP ES DB DR FL soc LF A
T N E D P A5 9-1 A K A S4 M2 A6 T5 TI10 F6 28 B'y 22 D4 Pl M1 C 1 Y Pl
FT W 20N s oNna P2 g 34 g e e Y ses 4 oo e 0B s 3 a5 N
LN AN ese oNna UG 80 e s sis ass w37 3 s o4 e oss 8 A s 3P o 30X
FVE e N I 7 N AR SR 1 SR VRS ST A 20 AN E TR ol o SR x S R N
FY N s ona YO ks 57 a2 w39 e ) a8 ag2 o ooe O B Oh g5 B g5 0T
FLD Noass a0 P B g 08 s s 307 B se sso s oaee AP s B e PN
PEP NA Na NN NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA N
HDAS Na o ST OO e 007 96 273 st 3 9ss s s 4o B9 gig AU s AT
PRESY ¥ N NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA N
Fea A0 s s ees o0 ) o0 276 g0 087 BT 4 ) s PN
FLK O O gy as az0 s [0 se7 94 3se s o B ase O g BN
o 0200 k09 826 620 41 2 sno0s9 976 945 p ST s N
D 559 6 98 a97 617 2 M0 oea sos a2 00 B g0 22 ey (00N
rers 989 343 753 494 3 953 a1s a8 946 T s Y oo PN
DpRM2 ass 891 adg 435 ses ar9 osss S0 9 O g, 09N
HDAG oo as1 M e e s PR e ) o YN



R a8 T o8 0w O 0e 9 B oes P 250 PN
pRMT 6y 068 g4l 253 agg S 20 Q0 AL g 35N
REF6 g06 08 29 37w B oae 00N
aaL? a0 72 a0 B0 o9 P osm PN
cK2 a6 20 g 2 s Yo WX
i T BT SR M LGN
syp22 oM e P s 8N
ESD4 a0 B N
DBPI ase o 0 ¢ N
DRMI Tooae PN
FLC ase 0N
SocC1 28 i
LFY i
API1

FT: Flowering time; LN: Leaf number; ~ Correlation is significant at the 0.05 level (2-tailed); ** Correlation is also significant at the 0.01 level
(2-tailed); NA, not applicable.



Table S12. Correlation analysis between DNA methylation level of gene coding
region and gene expression level among 15 A4. thaliana accessions.

mC mCG mCHG mCHH
Accession

P value R? P value R? P value R? P value R?

FVE 0.03 0.32" 0.03 0.3" 0.87 0 0.87 0
FY 0.00 0.51™ 0.00 0.51™ 0.87 0 NA NA
FLD 0.00 0.617" 0.00 0.617" 0.80 0.01 NA NA
PEP 0.04 0.29" 0.04 0.29" NA NA NA NA
HDAS 0.03 0.33" 0.02 0.33" 0.97 0 NA NA
PRP39-1 0.00 0.47™ 0.01 0.45" 0.51 0.03 NA NA
FCA 0.09 0.2 0.08 0.22 0.18 0.06 0.79 0.01
FLK 0.47 0.04 0.44 0.04 0.38 0 NA NA
FPA 0.06 0.24 0.06 0.24 NA NA NA NA
LD 0.48 0.04 0.34 0.07 0.93 0 NA NA
PCFS4 0.14 0.15 0.14 0.15 0.61 0.06 NA NA
DRM?2 0.59 0.02 0.04 0.29 0.7 0.01 0.6 0.02
HDA6 0.28 0.09 0.27 0.09 0.81 0 NA NA
PRMTS 0.08 0.2 0.08 0.21 NA NA 0.46 0.04
PRMTIO  0.28 0.09 0.28 0.09 NA NA NA NA
REF6 0.17 0.13 0.16 0.14 0.52 0.03 NA NA

AGL28 0.76 0.01 0.22 0.11 0.94 0 0.87 0
CK2 0.37 0.06 0.37 0.06 NA NA NA NA
PP24.B.y  0.10 0.19 0.10 0.19 NA NA NA NA
SYP22 0.28 0.09 0.28 0.09 NA NA NA NA
ESD4 0.10 0.2 0.10 0.2 0.74 0.01 NA NA
DBPI 0.83 0 0.81 0 0.90 0 NA NA
DRM]1 0.79 0.01 0.79 0.01 NA NA NA NA

FLC 0.50 0.04 0.41 0.05 0.83 0 0.83 0
socCI 0.20 0.12 0.20 0.12 NA NA NA NA
LFY 0.93 0 0.93 0 NA NA NA NA
API 0.92 0 0.92 0 NA NA NA NA

mC, overall methylation level of gene coding region; mCG, methylation level in the
CG context; mCHG, methylation level in the CHG context; mCHH, methylation level
in the CHH context; =~ Correlation is significant at the 0.05 level (2-tailed); =
Correlation is also significant at the 0.01 level (2-tailed); NA, not applicable.



Table S13. Number of methylated sites of gene coding regions and the percentage decreases in methylation level of the six genes following
5-azac treatment in the Col-0, Br-0 and Tscha-1 accessions.

FVE FY FLD PEP HDAS PRP39-1
Number of Drop Number of Drop Number of Drop Number of Drop Number of Drop Number of Drop

Population  methylated  percentage  methylated  percentage  methylated  percentage  methylated  percentage  methylated  percentage  methylated  percentage
sites (%) sites (%) sites (%) sites (%) sites (%) sites (%)
10 50.0 36 26.5 58 15.9 20 20.0 36 25.0 50 254
Col-0 12 40.0 38 22.5 57 17.4 18 28.0 36 25.0 50 254
13 35.0 40 18.4 59 14.5 19 24.0 37 22.9 52 22.4
20 51.2 42 28.8 57 17.4 25 24.2 46 25.8 55 40.2
mC Br-0 22 46.3 40 322 56 18.8 26 21.2 43 30.7 57 38.0
25 39.0 40 32.2 54 21.7 25 24.2 48 22.6 60 34.8
27 54.2 36 40.0 59 24.4 27 41.3 42 40.0 55 40.9
Tscha-1 27 54.2 39 35.0 57 26.9 30 34.8 46 343 59 36.6
26 55.9 38 36.7 61 21.8 34 26.1 50 28.6 63 323
7 58.8 36 25.0 58 15.9 20 20.0 36 25.0 50 254
Col-0 11 35.3 38 20.8 57 17.4 18 28.0 36 25.0 50 254
11 353 39 18.8 59 14.5 19 24.0 37 22.9 52 22.4
20 51.2 42 28.8 57 17.4 25 24.2 46 25.8 55 40.2
mCG Br-0 22 46.3 40 322 56 18.8 26 21.2 43 30.7 57 38.0
25 39.0 40 322 54 21.7 25 24.2 48 22.6 60 34.8
27 54.2 36 40.0 59 22.4 27 41.3 42 38.2 55 40.9
Tscha-1 26 55.9 39 35.0 57 25.0 30 34.8 46 324 59 36.6
26 55.9 38 36.7 60 21.1 34 26.1 49 27.9 63 323

mC, Total number of methylated sites of gene coding regions; mCG, number of methylated sites in the CG context of gene coding regions.



Table S14. Methylated sites of the FVE and FVE(CS) coding regions in

fve-3+pFVE::FVE and fve-3+pFVE::FVE(CS).

Col-0,

Population

methylated sites

Total

Col-0

fre-3+pFVE::

FVE(CS)

fve-3+pFVE::

FVE

74,261,433, 451, 552, 598, 628, 655, 692, 711, 905, 965,
983, 989, 1047, 1113, 1130, 1273, 1355, 1493

65, 68, 88, 136, 208, 295, 325, 433, 523, 551, 560, 598,
655, 710, 728, 748, 788, 821, 842, 853, 881, 916, 983,
1018, 1087, 1099, 1112, 1273, 1429, 1454

74,119, 121, 125, 208, 325, 371, 433, 598, 628, 655, 665,

676, 699, 710, 711, 728, 764, 780, 788, 805, 842, 853, 905,

908, 924, 927, 944, 949, 965, 983, 989, 1013, 1018, 1047,
1060, 1077, 1086, 1087, 1099, 1113, 1130, 1155, 1160,
1177, 1187, 1257, 1273, 13585, 1374, 1382, 1389, 1400,

1420, 1429, 1454, 1493

Number

CG CHG CHH
17 2 1
7 18 5
27 10

20

30

57

The black bold numbers represent the same methylated sites of FVE and FVE(CS) in
fve-3+pFVE::FVE and fve-3+pFVE::FVE(CS), respectively, compared with Col-0.



Table S15. RT-qPCR primers.

Primer name

Primer sequence

FVE-Fq
FVE-Rq
FLD-Fq
FLD-Rq

FY-Fq
FY-Rq
PEP-Fq
PEP-Rq
HDAS-Fq
HDAS5-Rq

PRP39-1-Fq

PRP39-1-Rq
FLC-Fq
FLC-Rq

SOC1-Fq
SOC1-Rq
LFY-Fq
LFY-Rq
AP1-Fq
API-Rq
ACTIN-Fq
ACTIN-Rq

5’-CTCGTCTGGCCTTCACTCTC-3’
5’-CTGTGGGAGTTCCCTGATTC-3’
5’-GCTTACCGAGGAAGAGATTG-3’
5’-TGCTTGACTGAGCAGGAAAC-3’
5’-TACACCAGCACCGTTGTTAG-3’
5’-GCAGCAAAGCTTGTTGAAGG-3’
5’-ACCTTATACCGGCGGGATTC-3’
5’-CCGGAACGATCATACGAAAC-3’
5’-TCCGGAAGCATACCCATTCG-3’
5’-AGCCTCTTGCGCACCTAAAC-3’
5’-CCGCACTTCCACTTGCTTCC-3’
5’-GGAGGGTCCCTCTGTATGTG-3’
5’-GTAGCCGACAAGTCACCTTC-3’
5’-CCGGAGGAGAAGCTGTAGAG-3’
5’-ATTCGCCAGCTCCAATATGC-3’
5’-TCAATCTGTTGCAGCTCCTC-3’
5’-CGAGCACGCTTGTGGGTATG-3’
5’-GGCGGAGAGTAGCAAATGAC-3’
5’-TTCACTCGCTCACTGAGTTC-3’
5’-GAAGACACAGTCGTGAGAAC-3’
5’-GGCTCCTCTTAACCCAAAGG-3’
5’-CAGTAAGGTCACGTCCAGCA-3’




Table S16. Primers used for FVE and FVE(CS) plant expression vector construction.

Primer name

Primer sequence

Primer usage

pFVE-F
FVE-R
FVE(CS)-F
FVE(CS)-R
pFVE-F
pFVE-R
pFVE-F
pFVE-R3
FVE(CS)-F1
FVE(CS)-R

5’-AGTACTCCGTCGAGCAAGTTAATACC-3’
5’-TCTAGATAAGGCTTGGAGGCACAAGTC-3’
5’-ATGGAGAGTGATGAAGCAGCAGCAGTG-3’

5’-TTATGGCTTAGATGCACATGTC-3’
5’-CCGTCGAGCAAGTTAATACC-3’
5-TTTCCTCTCTCTCTTTTTAATTTTTC-3’
5’-AGTACTCCGTCGAGCAAGTTAATACC-3’
5’-TTCATCACTCTCCATTTTCCTCTCTCTCTT-3’
5’-AAGAGAGAGAGGAAAATGGAGAGTGATGAA-3’
5’-TCTAGATTATGGCTTAGATGCACATGTC-3’

pFVE-FVE
amplification
FVE(CS)
amplification
pFVE
amplification

Overlap of
pFVE-FVE(CS)




Table S17. Primers used for FVE and FVE(CS) methylation determination

Primer name

Primer sequence

FVE-Me-F1
FVE-Me-R1
FVE-Me-F2
FVE-Me-R2
FVE-Me-F3
FVE-Me-R3
FVE-Me-F4
FVE-Me-R4
FVE-Me-F5
FVE-Me-R5

FVE(CS)-Me-F1

FVE(CS)-Me-R1

FVE(CS)-Me-F2

FVE(CS)-Me-R2

FVE(CS)-Me-F3

FVE(CS)-Me-R3

FVE(CS)-Me-F4

FVE(CS)-Me-R4

FVE(CS)-Me-F5

FVE(CS)-Me-R5

FY-Me-F1
FY-Me-R1
FY-Me-F2
FY-Me-R2
FY-Me-F3
FY-Me-R3
FY-Me-F4
FLD-Me-F1
FLD-Me-R1
FLD-Me-F2
FLD-Me-R2
FLD-Me-F3
FLD-Me-R3
FLD-Me-F4
FLD-Me-R4
FLD-Me-F5
FLD-Me-R5
FLD-Me-F6
FLD-Me-R6
PEP-Me-F1
PEP-Me-R1

5’-ATGGAGAGYGAYGAAGTAGTAG-3’
5’-TAACAACTTCACAATTTACTATAACC-3’
5’-TTTAGAGTAAATTGATGGAAGTGTG-3’
5’-AAACAACTAACTTATCCTTACCTC-3’
5’-GGGTATTAAGATAATGTTGAATTTG-3’
5’-AAATTTATACCAATTCTCRCATCCC-3’
5’-GTATTTAGTTYGAYGAGTGTATAAG-3’
5’-TTAACTACACRATCAAACTTCTTAC-3’
5’-TTTGAATATTTGGGATTATGATAGG-3’
5’-CACAAATCATAACATACRACTTAAAC-3’
5’-ATGGAGAGTGATGAAGTAGTAGTAG-3’
5’-TAACAACTTCACAATTAACTATAAC-3’
5’-TTTAGAGTAAATTGATGGAAGTGTG-3’
5’-AAACAACTAACTTATCCTTTCCTCC-3’
5’-GGGTATTAAGATAATGTTGAATTTG-3’
5’-AAATTAATACCAATTCTAACATCCC-3’
5’-ATATAGTTGAAGATGTGGTATTTAG-3’
5’-ACTTCTTACTAACCCTATCATAATC-3’
5’-TATGTTGGTTATAGGGATAAAGTTG-3’
5’-TATAACTTAAATACACATATCATTAC-3’
5’-ATGTAYGTYGGYGGYGATATGCA-3’
5’-ATTAATCATATRCCTAAAAAATC-3’
5’-GGTATATGATTAATTTATTAGG-3’
5’-CCCACAAAAAAATTAAAGATCC-3’
5’-TGGGTATAY GAAAGATGTAATA-3’
5’-CCAAAAAGRGATAAATAAAAACC-3’
5’-GTTTTTTGGAAGTGGTTAGTAG-3’
5’-ACTRCCTACTAATATTACTAATTA-3’
5’-AACTTATTCAATRCCTCCAAC-3’
5’-GAGATTGAATTYGGTGTGGTGTT-3’
5’-CCTTATAAAAAAAAAAACCAARC-3’
5’-GGATTATAGYGAGATAGTTTGG-3’
5’-GTACACARCACCATATCACCCTC-3’
5’-TGGAAATAAAGTGTATGAGGGT-3’
5’-CTRCTAATATATCATAATCATCRC-3’
5’-GTAGTGGGAGCTTTAGGY GATG-3’
5’-CATCACCACCTCTAACTTCTCTC-3’
5’-GGTTTTTGATTTGAGAGAAGTTAG-3’
5’-CAAAAATTCTCCAAAAATCATT-3’
5’-ATGGTYGTYGTYGTAGATTTYG-3’
5’-AATTCACAACTTTAATAATCAC-3’



PEP-Me-F2
PEP-Me-R2
PEP-Me-F3
PEP-Me-R3
PEP-Me-F4
PEP-Me-R4
PEP-Me-F5
PEP-Me-R5
HDAS5-Me-F1
HDAS5-Me-R1
HDAS5-Me-F2
HDAS5-Me-R2
HDAS5-Me-F3
HDAS5-Me-R3
HDAS5-Me-F4
HDAS5-Me-R4
PRP39-1-Me-F1
PRP39-1-Me-R1
PRP39-1-Me-F2
PRP39-1-Me-R2
PRP39-1-Me-F3
PRP39-1-Me-R3
PRP39-1-Me-F4
PRP39-1-Me-R4

5’-GTTGTGAATTTTTATTTTTTAG-3’
5’-AAAACTARCAACAAAAACACCA-3’
5’-TTGTTAGAGGAAATATYGTTTT-3’
5’-CTCATTTTCAAAARCTAATATT-3’
5’-GGTAGATTTTTTTAAATATAAT-3’
5’-ATAATAAACTCCTACACACACA-3’
5’-GTGTAGGAGTTTATTATTAATTA-3’
5’-CAAATTATTATTATAAAACRTT-3’
5’-ATGGTTATGGTYGGAGAATTT-3’
5’-CCCATARCTTCATCTRCCTCAA-3’
5’-GGGTATTATGTTGAGGTAGATG-3’
5’-CARCACTATCTTTCCTTATRCA-3’
5’-GATAGTGTTGGYGTTAGAGGGA-3’
5’-AACCAACACATACCTTTTTCAATC-3’
5’-GGATAGGTYGATGGATTGAAAA-3’
5’-ARCCTCARCTTCTTCTTTAAAT-3’
5’-ATGTTTTTATTAGGAAGGTTTT-3’
5’-CRCACATAAAAATAAAACCTCC-3’
5’-TGGTTATAAGGAGGTTTTATTT-3’
5’-TATACATAATCAAATRCTTCAAC-3’
5’-GATGTTGAGAAAGTTAGGAGGA-3’
5’-CAAAARCARCTTATRCTAATARCC-3’
5’-GGTGGTTATGTTGYGTAGTTTT-3’
5’>-AACAACCARCARCAATAATAARC-3’

Note: Y=T/C, R=A/G
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Figure S1. Distribution of DNA methylation level of protein-coding genes, including
a 2kb window upstream of the transcriptional start site (TSS) and downstream of the

transcription end site (TES).
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Figure S2. Correlation plot of methylation levels of the coding regions of FWA gene

(A) and the promoter region (B).
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Figure S3. GWAS for CG methylation level of FVE, FY, FLD, PEP, HDAS5 and PRP
39-1 genes. Horizontal dash lines represent 5% significance thresholds corrected for

multiple testing using bonferroni.
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Figure S4. Relative expression levels of the downstream genes FLC (A), SOCI (B),
LFY (C) and AP (D) in the autonomous pathway among Col-0, Br-0 and Tscha-1
(Different letters indicate significant differences among the different accessions at the

level of P <0.05).
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Figure S5. Flowering time, numbers of DNA methylation sites, relative expression
levels and correlation analysis of the FVE, FY, FLD, PEP, HDAS5 and PRP39-1 genes
among Col-0, Br-0 and Tscha-1 accessions treated with or without 5-azac. A,
Flowering time of 27 A. thaliana accessions treated (T-5azaC) or not treated (WT)
with 5-azac. Y-axis: ratio of the number of individuals to the total number of
individuals per day among all 27 A. thaliana accessions; B, number of methylated
sites of the six genes among Col-0, Br-0 and Tscha-1 accessions treated with
(T-5azaC) or without 5-azac (Mock); C, relative expression levels of the six genes
among Col-0, Br-0 and Tscha-1 accessions treated with (T-5azaC) or without 5-azac
(Mock). Mock: Col-0, Br-0 and Tscha-1 accessions not treated with 5-azac; T-5azaC:
Col-0, Br-0 and Tscha-1 accessions treated with 50 pM 5-azac. =~ Correlation is
significant at the level of P < 0.01; D, correlation analysis of relative expression level
and number of methylated sites of the six genes among Col-0, Br-0 and Tscha-1
accessions after 5-azac treatment.
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Figure S6. Alignment of the FVE and FVE(CS) gene sequences.



