
	Name
	Length
	#species in the MSA
	%constrained residues
	%flexible residues
	%non-conserved residues

	MLL4
	5537
	23
	96%
	0%
	4%

	MLL1
	3969
	24
	95%
	1%
	5%

	SUV420H1
	885
	22
	94%
	0%
	6%

	NSD1
	2696
	23
	87%
	0%
	13%

	PRDM2
	1718
	23
	88%
	0%
	12%

	DOT1L
	1739
	22
	82%
	0%
	18%

	CBP
	2442
	22
	97%
	1%
	2%

	BRCA1
	1863
	24
	67%
	17%
	18%
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