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Figure S3
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miR157 expression/SNOR41
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Figure S7
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Figure S8
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Figure S9

d

repl_treat

rep2_treat

replbed
rep2bed
Genes

10.11 kb Forward strand s

—
6.380Mb 6.382Mb 6.384Mb 6.386Mb 6.388Mb
M repl_treat
e P T T i .'.n_.-. _‘...i
20.00 rep2_treat
0.00 il th-lu._lh.dllhall-..thh_dhlhun-..ll'L-l
I
I

u — BRC1
AT3G18550.3 >
protein coding
L |
AT3G18550.1 >
protein coding
LR L}
AT3G18550.2 >
protein coding
LR B |
AT3G18550.4 >
protein coding

&
\QQ’
&
<& Q 2
N S &
& o v <
@ & \00\ &
’<< CDQI Ib& AN (QQ’
bzIp AT4G34000 ABF3
bzIp AT2G46270 GBF3

bzIP AT2G36270 ABI5
NAC AT1G69490 NAP

AT3G18550
AT1G17920
AT1G26960
AT1G27045
AT1G30490
AT1G52150
AT1G69780
AT1G70920
AT1G73360
AT2G01430
AT2G18550
AT2G22430
AT2G22800
AT2G32370
AT2G44910
AT2G46680
AT3G01220
AT3G01470
AT3G60390
AT3G61890
AT4G00730
AT4G04890
AT4G16780
AT4G17460
AT4G21750
ATAG25530
AT4G32880
AT4G36740
ATA4G37790
ATA4G40060
AT5G06710
AT5G15150
AT5G46880
AT5G47370
AT5G60690
AT5G65310
AT5G66700

Ry

HDG12
AtHB23
ATHB-54
PHV
ATHB-15
ATHB13
ATHB18
HDG11
ATHB17
HB-2(HB21)
ATHB6
HAT9
HDG3
ATHB4

.

.
ATHB-7
ATHB20
ATHB-1

.

HAT3
ATHB-12
ANL2

ATHB-8
T HB-5(HBA40)

HAT22

ATHB16

HAT14

ATHB-3

HB-7

HAT2

REV

ATHB5

R es3



