Table S2. UTX-binding genes from the gene expression, C. elegans and BNML screen*.

	Gene
	Source

	ACBA5
	Gene expression analysis1


[ ADDIN EN.CITE ]


	EID3
	Gene expression analysis1


[ ADDIN EN.CITE ]


	IL12RB2
	Gene expression analysis1


[ ADDIN EN.CITE ]


	WDR35
	Gene expression analysis1


[ ADDIN EN.CITE ]


	ASPH
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	CKS2
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	ERMAP
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	NCBP1
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	PPP4R1
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	TMEM34
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	WDR3
	Unpublished results, gene expression analysis1


[ ADDIN EN.CITE ]


	C21orf66
	C. elegans RNAi screen

	H3F3B
	C. elegans RNAi screen

	MYST3
	C. elegans RNAi screen

	NCOR1
	C. elegans RNAi screen

	SMARCA1
	C. elegans RNAi screen

	ATP5A1
	BNML phosphoprotein screen

	PRPSAP2
	BNML phosphoprotein screen


* Genes overlapping with UTX-binding genes from Wang et al.2


[ ADDIN EN.CITE ]
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