Table 1. List of epigenetic regulators used for network inference in this study. 
	Gene ID
	Gene Name
	Class
	Reference

	AT2G31650
	ATX1
	histone modification
	[1]

	AT5G58230
	MSI1
	histone modification
	[2]

	AT1G21710
	OGG1
	DNA methylation
	[3]

	AT2G22740
	SUVH6
	histone modification
	[4]

	AT3G10010
	DML2
	DNA methylation
	[5]

	AT4G34060
	DML3
	DNA methylation
	[5]

	AT5G04290
	KTF1
	DNA methylation
	[6]

	AT4G19020
	CMT2
	DNA methylation
	[7]

	AT5G66750
	CHR1/DDM1
	chromatin remodeling
	[7]

	AT2G24490
	RPA2
	histone modification
	[8]

	AT3G23780
	NRPE2
	DNA methylation
	[9]

	AT5G13960
	SUVH4/KYP
	histone modification
	[10]

	AT4G00416
	MBD3
	DNA methylation
	[11]

	AT5G50320
	ELO3/HAG3
	histone modification
	[12]

	AT5G17690
	LHP1
	histone modification
	[2]

	AT2G27040
	AGO4
	DNA methylation/ siRNA biogenesis
	[13]

	AT5G21150
	AGO9
	siRNA biogenesis
	[14]

	AT4G38130
	HDA19
	DNA methylation
	[15]

	AT2G19670
	PRMT1A
	histone modification
	[16]

	AT4G29510
	PRMT1B
	histone modification
	[16]

	AT5G23570
	SGS3
	siRNA biogenesis
	[17]

	AT3G12270
	PRMT3
	histone modification
	[18]

	AT1G50410
	FRG2
	chromatin remodeling/ DNA methylation
	[19]

	AT3G20010
	FRG1
	chromatin remodeling /DNA methylation
	[19]

	AT3G14890
	ZDP
	DNA methylation
	[20]

	AT3G19040
	HAF2
	histone modification
	[21]

	AT5G20930
	TOUSLED
	siRNA biogenesis
	[22]

	AT3G49500
	RDR6
	siRNA biogenesis
	[23]

	AT2G35160
	SUVH5
	histone modification
	[24]

	AT4G11130
	RDR2
	DNA methylation/ siRNA biogenesis
	[25]

	AT2G47620
	SWI3A
	chromatin remodeling
	[26]

	AT2G28290
	SYD
	chromatin remodeling
	[27]

	AT3G42670
	CLSY/CHR38
	chromatin remodeling/ DNA methylation
	[28]

	AT3G44490
	HDA17
	histone modification
	[29]

	AT1G18450
	ARP4
	chromatin remodeling
	[30]

	AT3G06010
	CHR12
	chromatin remodeling
	[31]

	AT2G13370
	CHR5
	chromatin remodeling
	[32]

	AT4G31120
	PRMT5/SKB1
	histone modification
	[33]

	AT5G18620
	CHR17
	chromatin remodeling
	[34]

	AT3G03300
	DCL2
	siRNA biogenesis
	[35]

	AT1G69770
	CMT3
	DNA methylation
	[36]

	AT3G10390
	FLD
	histone modification
	[37]

	AT1G63020
	NRPD1A
	DNA methylation
	[38]

	AT2G40030
	NRPE1
	DNA methylation
	[38]

	AT2G43410
	FPA
	siRNA biogenesis
	[39]

	AT4G16280
	FCA
	siRNA biogenesis
	[39]

	AT3G07610
	IBM1/JMJ25
	histone modification
	[40]

	AT3G14980
	ROS4/IDM1
	histone modification
	[41]

	AT1G19100
	MORC6
	DNA methylation/ chromatin remodeling
	[42]

	AT4G36290
	MORC1
	DNA methylation/ chromatin remodeling
	[42]

	AT1G02580
	MEA
	histone modification
	[43]

	AT3G21820
	ATXR2
	histone modification
	[44]

	AT1G77300
	ASHH2/SDG8
	histone modification
	[45]

	AT5G19310
	CHR23
	chromatin remodeling
	[46]

	AT3G06930
	PRMT4B
	histone modification
	[47]

	AT5G49020
	PRMT4A
	histone modification
	[47]

	AT5G43810
	AGO10
	siRNA biogenesis
	[48]

	AT3G12810
	PIE1
	chromatin remodeling
	[49]

	AT3G33520
	ARP6
	chromatin remodeling
	[49]

	AT5G37055
	SWC6
	chromatin remodeling
	[49]

	AT2G46020
	BRM
	chromatin remodeling
	[50]

	AT1G65470
	FAS1
	chromatin remodeling/ assembly
	[51]

	AT5G64630
	FAS2
	chromatin remodeling
	[51]

	AT1G09700
	HYL1
	siRNA biogenesis
	[52]

	AT1G57820
	VIM1
	DNA methylation
	[53]

	AT1G66050
	VIM2
	DNA methylation
	[53]

	AT5G39550
	VIM3
	DNA methylation
	[53]

	AT3G17310
	DRM3
	DNA methylation
	[54]

	AT3G20740
	FIE
	histone modification
	[55]

	AT2G30280
	RDM4
	DNA methylation
	[56]

	AT2G19520
	FVE
	histone modification
	[57]

	AT5G51230
	EMF2
	histone modification
	[58]

	AT5G48120
	MET18
	DNA methylation
	[59]

	AT1G31280
	AGO2
	siRNA biogenesis
	[60]

	AT2G32940
	AGO6
	DNA methylation/ siRNA biogenesis
	[61]

	AT1G01040
	DCL1
	siRNA biogenesis/ DNA methylation
	[62]

	AT3G60830
	ARP7
	chromatin remodeling
	[63]

	AT1G55970
	HAC4
	histone modification
	[64]

	AT1G04870
	PRMT10
	histone modification
	[65]

	AT1G73150
	GTE3
	histone modification
	[66]

	AT5G63110
	HDA6
	histone modification
	[67]

	AT2G34880
	MEE27
	histone modification
	[68]

	AT3G11200
	ALF2
	histone modification
	[69]

	AT5G20510
	ALF5
	histone modification
	[69]

	AT1G17790
	GTE5
	histone modification
	[70]

	AT3G01770
	BET10/GTE11
	histone modification
	[70]

	AT3G27260
	GTE8
	histone modification
	[70]

	AT3G52280
	GTE6
	histone modification
	[70]

	AT5G10550
	GTE2
	histone modification
	[70]

	AT5G14270
	BET9/GTE9
	histone modification
	[70]

	AT5G46550
	GTE12
	histone modification
	[70]

	AT5G65630
	GTE7
	histone modification
	[70]

	AT1G09450
	Haspin-like gene
	histone modification
	[71]

	AT3G04810
	NIMA kinase
	histone modification
	[71]

	AT3G12200
	NIMA kinase
	histone modification
	[71]

	AT3G20860
	NIMA kinase
	histone modification
	[71]

	AT3G44200
	NIMA kinase
	histone modification
	[71]

	AT3G63280
	NIMA kinase
	histone modification
	[71]

	AT5G28290
	NIMA kinase
	histone modification
	[71]

	AT1G26760
	ATXR1
	histone modification
	[72]

	AT1G11950
	JMJ26
	histone modification
	[73]

	AT1G62310
	JMJ29
	histone modification
	[73]

	AT1G63490
	JMJ17
	histone modification
	[73]

	AT1G78280
	JMJ21
	histone modification
	[73]

	AT2G38950
	JMJ19
	histone modification
	[73]

	AT3G45880
	JMJ32
	histone modification
	[73]

	AT4G21430
	JMJ28
	histone modification
	[73]

	AT5G06550
	JMJ22
	histone modification
	[73]

	AT5G19840
	JMJ31
	histone modification
	[73]

	AT5G63080
	JMJ20
	histone modification
	[73]

	AT5G25480
	DNMT2
	DNA methylation
	[74]

	AT2G16390
	DRD1/DMS1
	chromatin remodeling/ DNA methylation
	[75]

	AT1G06770
	AtRING1B
	histone modification
	[76]

	AT2G30580
	DRP2/BMI1A
	histone modification
	[76]

	AT3G17590
	BSH
	chromatin remodeling
	[77]

	AT3G57300
	INO80
	chromatin remodeling
	[78]

	AT1G05460
	SDE3
	siRNA biogenesis
	[79]

	AT1G54840
	IDM2
	DNA methylation
	[80]

	AT1G20870
	IDM3
	DNA methylation
	[81]

	AT5G21030
	AGO8
	siRNA biogenesis
	[82]

	AT3G20020
	PRMT6
	histone modification
	[83]

	AT4G16570
	PRMT7
	histone modification
	[83]

	AT1G15340
	MBD10
	DNA methylation
	[11]

	AT1G22310
	MBD8
	DNA methylation
	[11]

	AT3G15790
	MBD11
	DNA methylation
	[11]

	AT3G46580
	MBD5
	DNA methylation
	[11]

	AT3G63030
	MBD4
	DNA methylation
	[11]

	AT4G22745
	MBD1
	DNA methylation
	[11]

	AT5G35330
	MBD02
	DNA methylation
	[11]

	AT5G35338
	MBD12
	DNA methylation
	[11]

	AT5G52230
	MBD13
	DNA methylation
	[11]

	AT5G59380
	MBD6
	DNA methylation
	[11]

	AT4G30860
	SDG4
	histone modification
	[84]

	AT4G16845
	VRN2
	histone modification
	[85]

	AT5G04560
	DME
	DNA methylation
	[86]

	AT2G36490
	DML1
	DNA methylation
	[87]

	AT5G49160
	MET1
	DNA methylation
	[88]

	AT5G14620
	DRM2
	DNA methylation
	[89]

	AT5G15380
	DRM1
	DNA methylation
	[89]

	AT4G20910
	HEN1
	DNA methylation/ siRNA biogenesis
	[90]

	AT4G14140
	DMT2
	DNA methylation
	[91]

	AT2G23380
	CLF
	histone modification
	[92]

	AT4G20400
	JMJ14
	histone modification
	[93]

	AT1G04050
	SUVR1
	histone modification
	[94]

	AT5G43990
	SUVR2
	histone modification
	[94]

	AT1G72270
	HDP1
	DNA methylation
	[95]

	AT4G31270
	HDP2
	DNA methylation
	[95]

	AT1G69440
	AGO7
	siRNA biogenesis
	[96]

	AT5G58130
	ROS3
	DNA methylation
	[97]

	AT3G22680
	RDM1
	DNA methylation
	[98]

	AT5G04240
	ELF6
	histone modification
	[99]

	AT1G05910
	BRAT1
	histone modification
	[100]

	AT3G48430
	REF6
	histone modification
	[101]

	AT5G06600
	UBP12
	histone modification
	[102]

	AT1G31290
	AGO3
	siRNA biogenesis
	[103]

	AT5G09790
	ATXR5
	histone modification
	[104]

	AT5G24330
	ATXR6
	histone modification
	[104]

	AT3G48670
	IDN2
	DNA methylation
	[105]

	AT3G49250
	DMS3/IDN1
	DNA methylation
	[105]

	AT1G09320
	ADCP1
	histone modification
	[106]

	AT5G46910
	JMJ13
	histone modification
	[107]

	AT1G48410
	AGO1
	siRNA biogenesis
	[108]

	AT3G06400
	CHR11
	chromatin remodeling
	[109]

	AT4G12620
	ORC1B
	histone modification
	[110]

	AT4G14700
	ORC1A
	histone modification
	[110]

	AT4G15180
	SDG2/ATXR3
	histone modification
	[111]

	AT2G27350
	OTLD1
	histone modification
	[112]

	AT3G20810
	JMJ30
	histone modification
	[113]

	AT5G11470
	IBM2/ASI1
	DNA methylation
	[114]

	AT5G55390
	EDM2
	histone modification
	[115]

	AT2G44150
	ASHH3
	histone modification
	[116]

	AT3G52250
	PWR
	histone modification
	[117]

	AT5G03740
	HD2C
	histone modification
	[118]

	AT2G25170
	PKL
	chromatin remodeling
	[119]

	AT4G31900
	CHR7
	chromatin remodeling
	[119]

	AT5G44800
	CHR4
	chromatin remodeling
	[119]

	AT3G44680
	HDA9
	histone modification
	[120]

	AT2G33610
	SWI3B
	chromatin remodeling
	[121]

	AT1G58025
	BRD5
	histone modification
	[122]

	AT1G61215
	BRD4
	histone modification
	[122]

	AT1G76380
	BRD2
	histone modification
	[122]

	AT2G44430
	BRD3
	histone modification
	[122]

	AT3G60110
	BRD6
	histone modification
	[122]

	AT5G49430
	BRD11
	histone modification
	[122]

	AT5G55040
	BRD13
	histone modification
	[122]

	AT1G13790
	FDM4
	DNA methylation
	[123]

	AT1G15910
	FDM1
	DNA methylation
	[123]

	AT1G80790
	FDM5
	DNA methylation
	[123]

	AT3G12550 
	FDM3
	DNA methylation
	[123]

	AT4G00380
	FDM2
	DNA methylation
	[123]

	AT3G43920
	DCL3
	DNA methylation/ siRNA biogenesis
	[124]

	AT5G20320
	DCL4
	siRNA biogenesis
	[124]

	AT1G02740
	MRG2
	histone modification
	[125]

	AT4G37280
	MRG1
	histone modification
	[125]

	AT5G04940
	SUVH1
	histone modification
	[126]

	AT2G27840
	HDT4
	histone modification
	[127]

	AT3G18520
	HDA15
	histone modification
	[128]

	AT1G79000
	HAC1
	histone modification
	[129]

	AT3G12980
	HAC5
	histone modification
	[129]

	AT5G63320
	NPX1
	histone modification
	[130]

	AT3G01460
	MBD9
	histone modification
	[131]

	AT1G17770
	SUVH7
	histone modification
	[132]

	AT1G76710
	ASHH1
	histone modification
	[132]

	AT2G19640
	ASHR2
	histone modification
	[132]

	AT3G03750
	SUVR3
	histone modification
	[132]

	AT3G59960
	ASHH4
	histone modification
	[132]

	AT4G02020
	SWN
	histone modification
	[132]

	AT3G49600
	UBP26
	histone modification
	[133]

	AT1G06230
	GTE4
	histone modification
	[134]

	AT5G35600
	HDA7
	histone modification
	[135]

	AT1G21700
	SWI3C
	chromatin remodeling
	[136]

	AT5G59800
	MBD7
	DNA methylation
	[137]

	AT1G54390
	ING2
	histone modification
	[138]

	AT5G11530
	EMF1
	histone modification
	[139]

	AT5G57380
	VIN3
	histone modification
	[140]

	AT3G61740
	SDG14/ATX3
	histone modification
	[141]

	AT4G27910
	SDG16/ATX4
	histone modification
	[141]

	AT5G53430
	SDG29/ATX5
	histone modification
	[141]

	AT1G32810
	AT1G32810
	histone modification
	[142]

	AT4G13940
	HOG1
	DNA methylation
	[143]

	AT2G25880
	aurora H3 kinase
	histone modification
	[144]

	AT2G45490
	aurora H3 kinase
	histone modification
	[144]

	AT4G32830
	aurora H3 kinase
	histone modification
	[144]

	AT4G34430
	SWI3D
	chromatin remodeling
	[26]

	AT5G26040
	HDA2
	histone modification
	[145]

	AT1G55250
	HUB2
	histone modification
	[146]

	AT2G44950
	HUB1
	histone modification
	[146]

	AT1G62830
	LDL1/KDM1C
	histone modification
	[147]

	AT3G13682
	LDL2
	histone modification
	[147]

	AT4G16310
	LDL3
	histone modification
	[147]

	AT3G44600
	CYP71
	histone modification
	[148]

	AT1G05830
	ATX2
	histone modification
	[149]

	AT5G42400
	ATXR7
	histone modification
	[150]

	AT5G61070
	HDA18
	histone modification
	[151]

	AT3G01320
	SNL1
	histone modification
	[152]

	AT5G15020
	SNL2
	histone modification
	[152]

	AT4G22140
	EBS
	histone modification
	[153]

	AT4G39100
	SHL1
	histone modification
	[153]

	AT2G27880
	AGO5
	siRNA biogenesis
	[154]

	AT1G66170
	MMD1
	histone modification
	[155]

	AT3G03140
	PWO1
	histone modification
	[156]

	AT3G44750
	HDT1
	histone modification
	[157]

	AT5G22650
	HDT2
	histone modification
	[157]

	AT5G09230
	SRT2
	histone modification
	[158]

	AT5G55760
	SRT1
	histone modification
	[158]

	AT1G22950
	ICU11
	histone modification
	[159]

	AT3G18210
	CP2
	histone modification
	[159]

	AT1G08620
	PKDM7D
	histone modification
	[160]

	AT3G15390
	SDE5
	siRNA biogenesis
	[161]

	AT1G16710
	HAC12
	histone modification
	[162]

	AT3G54610
	HAG1
	histone modification
	[162]

	AT5G56740
	HAG2
	histone modification
	[162]

	AT1G14400
	UBC1
	histone modification
	[163]

	AT2G02760
	UBC2
	histone modification
	[163]

	AT4G33470
	HDA14
	histone modification
	[164]

	AT1G73100
	SUVH3
	histone modification
	[165]

	AT2G24740
	SUVH8
	histone modification
	[166]

	AT3G12380
	ARP5
	chromatin remodeling
	[167]

	AT5G61060
	HDA05
	histone modification
	[168]

	AT1G09060
	JMJ24
	DNA methylation
	[169]

	AT1G32750
	HAF01
	histone modification
	[170]

	AT4G00990
	JMJ27
	histone modification
	[171]

	AT5G09740
	HAM2
	histone modification
	[172]

	AT5G64610
	HAM1
	histone modification
	170]

	AT3G24870
	EAF1B
	histone modification/ chromatin remodeling
	[173]

	AT3G24880
	EAF1A
	histone modification/ chromatin remodeling
	[173]

	AT4G14385
	EAF6
	histone modification
	[173]

	AT1G57800
	VIM5
	DNA methylation
	[53]

	AT1G66040
	VIM4
	DNA methylation
	[53]

	AT3G04380
	SUVR4
	histone modification
	[174]

	AT1G08060
	MOM1
	chromatin remodeling?
	[175]

	AT1G30810
	JMJ18
	histone modification
	[176]

	AT2G23740
	SUVR5
	histone modification
	[177]

	AT1G14510
	ALF7
	histone modification
	[178]

	AT2G02470
	ALF6
	histone modification
	[178]

	AT5G05610
	ALF1
	histone modification
	[178]

	AT1G08460
	HDA08
	histone modification
	[179]

	AT3G63270
	ALP1
	histone modification
	[180]

	AT2G33290
	SUVH2
	histone modification
	[181]

	AT4G13460
	SUVH9
	histone modification
	[181]

	AT1G14790
	RDR1
	siRNA biogenesis
	[182]

	AT1G03770
	RING1B
	histone modification
	[183]

	AT5G44280
	RING1A
	histone modification
	[183]

	AT1G67220
	HAC2
	histone modification
	[184]

	AT1G80740
	CMT1
	DNA methylation
	[185]

	AT2G34900
	IMB1
	histone modification
	[186]
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