Supplementary Table 2. Summary of DAP-seq libraries and analysis. Number of peaks and assigned genes do not include sites on organellar scaffolds.
	TF JGI protein ID
	TF family
	Aligned reads
	Alignment rate (%)
	Average fragment size (bp)
	Peaks
	Sub-
peaks
	Assigned genes

	1801836
	C2H2
	772,572
	10.51
	170.0
	11
	11
	7

	82029
	C2C2-GATA
	791,886
	10.05
	176.0
	32
	34
	8

	1799829
	C2C2-GATA
	457,050
	5.64
	158.0
	48
	48
	13

	1858092
	NF-YC
	1,068,606
	13.25
	136
	24
	24
	1

	1730603
	MYB-like
	306,702
	6.12
	180.0
	577
	579
	213

	1704599
	PLATZ
	939,314
	12.24
	171.0
	3
	3
	2

	214616
	SBP
	563,354
	7.45
	186.0
	45
	45
	26

	1008053
	SBP
	250,604
	3.10
	161.5
	132
	133
	64

	287871
	SBP
	571,348
	7.00
	193.5
	886
	894
	553

	1858998
	C2C2-CO-like
	989,228
	13.76
	165.0
	65
	65
	16



