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Comparative analysis of DNA methylome reveals key genes downstream of the miR778-SUVH6 pathway potentially involved in Pi homeostasis in Arabidopsis
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Fig S1. GO annotation of genes with their promoters or gene bodies overlapped with hypo or hyper DMRs in CHG or CHH context.



Table S2. SUVH6 potential target genes differentially expressed genes between WT and suvh6.
	Gene Name
	log2FoldChange
	pvalue
	wt-r1
	wt-r2
	wt-r3
	suvh6-r1
	suvh6-r2
	suvh6-r3

	ATVIP1
	0.394 
	4.32382E-05
	1221.5 
	1284.7 
	1304.6 
	1642.0 
	1683.2 
	1683.2 

	LOX1
	0.841 
	9.07931E-07
	8097.9 
	10681.3 
	9485.6 
	20484.7 
	15064.8 
	15064.8 

	SNRK2.10
	0.280 
	0.008759759
	1365.3 
	1255.5 
	1302.5 
	1486.0 
	1639.2 
	1639.2 

	RHD1
	-0.369 
	0.009059415
	1621.7 
	1603.5 
	1241.8 
	1139.0 
	1159.5 
	1159.5 

	IDA
	-1.617 
	0.000593472
	49.0 
	31.2 
	30.3 
	15.0 
	10.5 
	10.5 

	PIN4
	0.576 
	0.005325228
	374.2 
	527.3 
	611.0 
	644.0 
	805.2 
	805.2 

	MGDC
	-1.572 
	0.007607899
	277.2 
	149.1 
	74.3 
	113.0 
	27.8 
	27.8 

	LHW
	0.247 
	0.02176182
	1880.1 
	1973.9 
	2120.6 
	2216.0 
	2436.8 
	2436.8 

	XEG113
	-0.215 
	0.024702686
	3104.7 
	3273.2 
	3368.6 
	2669.0 
	2862.8 
	2862.8 

	ANL2 
	0.742 
	0.001566055
	117.8 
	212.5 
	163.2 
	288.0 
	269.0 
	269.0 

	XT2
	-0.312 
	0.001672829
	3768.6 
	3710.9 
	3346.7 
	2974.9 
	2872.4 
	2872.4 

	AIR1
	1.446 
	0.007560538
	364.8 
	794.4 
	1142.4 
	1283.0 
	2493.3 
	2493.3 

	AT4G14930
	0.545 
	0.000974448
	223.0 
	203.7 
	232.2 
	360.0 
	300.6 
	300.6 

	PHT5;3
	-0.903 
	3.54001E-06
	370.0 
	326.5 
	295.0 
	143.0 
	193.4 
	193.4 

	MGD1 
	-0.907 
	7.68025E-06
	854.6 
	781.7 
	1269.0 
	546.0 
	501.7 
	501.7 

	SQD2
	-0.397 
	0.045328594
	1444.5 
	1359.8 
	873.5 
	891.0 
	950.8 
	950.8 

	JKD
	0.503 
	0.01205942
	572.2 
	725.2 
	810.8 
	772.0 
	1107.8 
	1107.8 

	DFB
	0.200 
	0.055627399
	1677.9 
	1674.6 
	1524.3 
	1777.0 
	1912.1 
	1912.1 

	MAP18
	-0.284 
	0.001208402
	5190.2 
	4874.7 
	4866.8 
	4170.9 
	4047.2 
	4047.2 

	CYP708A2
	1.067 
	2.17959E-07
	1386.1 
	1455.3 
	1301.4 
	3892.9 
	2393.7 
	2393.7 

	OBE2
	0.413 
	0.000968401
	2552.4 
	2791.7 
	2981.6 
	3286.9 
	3897.9 
	3897.9 

	AT5G51310
	-1.114 
	4.95252E-05
	133.4 
	171.6 
	109.8 
	77.0 
	57.4 
	57.4 

	PRF3
	-0.634 
	0.00114733
	326.2 
	278.8 
	247.9 
	213.0 
	168.5 
	168.5 

	HSL2
	0.411 
	0.021505393
	324.1 
	343.1 
	382.9 
	375.0 
	510.3 
	510.3 













num	anatomical structure formation	biological adhesion	biological regulation	cell killing	cellular component biogenesis	cellular component organization	cellular process	death	developmental process	establishment of localization	growth	immune system process	localization	locomotion	metabolic process	multicellular organismal process	multi-organism process	pigmentation	reproduction	reproductive process	response to stimulus	rhythmic process	viral reproduction	73	5	638	46	90	223	1404	31	354	234	51	44	241	9	1316	350	181	560	160	159	587	12	11	
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