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Supplementary Fig. 1. Number of TRs having overrepresented binding sites in the regulatory regions of the genes differentially expressed in MDD and suicide; upregulated in MDD/suicide (left), downregulated in MDD/suicide (right). 40 TRs were found to be common between the MDD-upregulated, and suicide-downregulated categories.


















[bookmark: _GoBack]Supplementary Table 1. Transcriptional regulators (TRs) having overrepresented binding sites in the regulatory genomic regions of the genes upregulated in MDD and downregulated in suicide
	S. No.
	TR
	Function/s
	Reference/s

	1
	PAF1
	Transcription elongation, transcription-coupled histone modifications, chromatin organization
	[1]

	2
	WDR5
	Involved in chromatin modifications; associated with the mixed lineage leukaemia (MLL) complex
	[2]

	4
	ZNF783
	· Regulation of transcription by RNA pol II (predicted)
· Uncharacterized repressor
	NCBI Gene ID: (100289678) 
[3]

	5
	AFF4
	· Transcriptional elongation
· Chromatin remodelling
	[4]

	6
	SETD1A
	Histone modification
	[5]

	7
	CBFB
	Transcription and translational regulation
	[6]

	8
	INO80
	Chromatin remodelling
	[7]

	9
	MYC
	Recruits transcription machinery to promoters
	[8]

	10
	TET3
	Chromatin modification
	[9]

	11
	EZH1
	Chromatin modification, a component of polycomb repressive complex
	[10]

	12
	MAX
	Transcriptional regulation; a component of Myc/Max/Mad network
	[11]

	13
	BCL11B
	Activation/repression of gene expression by direct binding to DNA or by associating with other transcription factors.
	[12]

	14
	E2F1
	Transcriptional activator important for progression through the G1/S transition
	[13]

	15
	CDK9
	Regulation of transcription by RNA pol II
	[14]

	16
	NCAPH2
	Chromatin condensation
	[15]

	17
	TRIM25
	A global transcriptional regulator
	[16]

	18
	KLF9
	Transcriptional regulation by binding to regulatory DNA
	[17]

	19
	PCGF1
	A component of polycomb repressive complexes involved in chromatin modifications
	[18]

	20
	MBD2
	Epigenetic modifier
	[19]

	21
	SPIN1
	Histone code reader
	[20]

	22
	PHF6
	Chromatin modifier
	[21]

	23
	MAZ
	Controls transcription initiation
	[22]

	24
	MYH11
	Transcriptional regulation via multiple mechanisms
	[23]

	25
	HDAC1
	Histone modification
	[24]

	26
	DDX21
	Ribosomal RNA processing, RNA polymerase II-mediated transcription
	[25]

	27
	EGR1
	Transcriptional regulation, brain epigenetic reprogramming
	[26]

	28
	KMT2A
	Transcriptional regulation and histone modification
	[27]

	29
	SP1
	Transcriptional regulation by interacting with corepressors or coactivators
	[28]

	30
	RYBP
	Epigenetic modification, a component of polycomb complex
	[29]

	31
	ZBTB14
	Transcriptional regulation
	[30]

	32
	POLR2A
	Transcriptional regulation, a component of RNA pol II machinery
	[31]

	33
	ZNF282
	Transcriptional co-activation
	[32]

	34
	PHF8
	Histone modifications
	[33]

	35
	ZBTB7A
	Chromatin remodelling, epigenetic regulation
	[34]

	36
	KLF12
	Transcriptional co-activation and co-repression
	[35]

	37
	ZFX
	Transcriptional regulation
	[36]
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