[bookmark: OLE_LINK21]Supplementary Table. 10. Analysis of the effect of rs13161158 HSPA4 on the binding of DNA to transcription factors
	№
	Ref/SNP allele1
	TF2
	GAIN
/LOSS3
	Motif4
	P value SNP impact5
	P value Ref6
	P value SNP7

	1
	T/C
	HNF4A
	loss
	HNF4A_6
	< 0.001
	0.005
	0.717

	2
	T/C
	NR1H4
	loss
	NR1H4_1
	0.001
	0.033
	0.251

	3
	T/C
	FOXJ3
	loss
	FOXJ3_5
	0.002
	0.014
	0.386

	4
	T/C
	Rxra
	loss
	MA0512.1
	0.002
	0.014
	0.257

	5
	T/C
	NKX3-1
	loss
	NKX3-1_2
	0.003
	0.041
	0.517

	6
	T/C
	NKX3-2
	loss
	NKX3-2_1
	0.004
	0.022
	0.453

	7
	T/C
	RUNX1
	loss
	RUNX1_1
	0.005
	0.005
	0.083

	8
	T/C
	ZNF691
	loss
	ZNF691_1
	0.005
	0.008
	0.135

	9
	T/C
	ZSCAN4
	loss
	ZSCAN4_3
	0.005
	0.029
	0.565

	10
	T/C
	NR1H4
	loss
	NR1H4_3
	0.006
	0.018
	0.575

	11
	T/C
	Nkx3-2
	loss
	MA0122.1
	0.007
	0.036
	0.539

	12
	T/C
	RAD21
	loss
	RAD21_disc2
	0.008
	0.005
	0.063

	13
	T/C
	MLXIPL
	loss
	MLXIPL_1
	0.008
	0.043
	0.635

	14
	T/C
	RXRA
	loss
	RXRA_disc1
	0.008
	0.024
	0.602

	15
	T/C
	RFX1
	loss
	RFX1_3
	0.009
	0.019
	0.191

	16
	T/C
	FOXA
	loss
	FOXA_disc1
	0.012
	0.009
	0.104

	17
	T/C
	ITGB2
	loss
	ITGB2_1
	0.015
	0.006
	0.065

	18
	T/C
	ZNF232
	loss
	ZNF232_1
	0.016
	0.039
	0.281

	19
	T/C
	ZNF263
	loss
	MA0528.1
	0.016
	0.012
	0.064

	20
	T/C
	RARB
	loss
	RARB_2
	0.016
	0.009
	0.158

	21
	T/C
	HOXA5
	loss
	HOXA5_2
	0.020
	0.033
	0.261

	22
	T/C
	GMEB1
	loss
	HNF4A_6
	< 0.001
	0.005
	0.717

	23
	T/C
	FOXN1
	loss
	NR1H_3
	< 0.001
	< 0.001
	0.130

	24
	T/C
	E2F4
	loss
	NR1H4_1
	0.001
	0.033
	0.251

	25
	T/C
	SMC3
	loss
	FOXJ3_5
	0.002
	0.014
	0.386

	26
	T/C
	HIC2
	loss
	MA0512.1
	< 0.001
	0.014
	0.257

	27
	T/C
	E2F3
	loss
	NKX3-1_2
	0.003
	0.041
	0.517

	28
	T/C
	NR2F2
	loss
	NKX3-2_1
	0.004
	0.022
	0.453

	29
	T/C
	NR1H
	loss
	NR1H_3
	< 0.001
	< 0.001
	0.130

	30
	T/C
	E2F1
	gain
	E2F1_18
	< 0.001
	0.242
	0.005

	31
	T/C
	E2F1
	gain
	E2F1_9
	< 0.001
	0.265
	0.008

	32
	T/C
	E2F1
	gain
	E2F1_13
	0.001
	0.114
	0.003

	33
	T/C
	E2F1
	gain
	E2F1_16
	0.002
	0.221
	0.006

	34
	T/C
	ZBTB33
	gain
	ZBTB33_disc2
	0.002
	0.418
	0.020

	35
	T/C
	E2F2
	gain
	E2F2_3
	0.002
	0.054
	0.002

	36
	T/C
	E2F2
	gain
	E2F2_1
	0.002
	0.186
	0.005

	37
	T/C
	AHR
	gain
	AHR_1
	0.003
	0.075
	0.006

	38
	T/C
	E2F1
	gain
	MA0024.2
	0.003
	0.077
	0.004

	39
	T/C
	E2F3
	gain
	E2F3_1
	0.004
	0.145
	0.004

	40
	T/C
	WT1
	gain
	WT1_1
	0.004
	0.488
	0.032

	41
	T/C
	ZNF143
	gain
	ZNF143_disc4
	0.005
	0.309
	0.028

	42
	T/C
	TBX1
	gain
	TBX1_4
	0.006
	0.140
	0.018

	43
	T/C
	TEAD2
	gain
	TEAD2_1
	0.006
	0.401
	0.045

	44
	T/C
	E2F1
	gain
	E2F1_14
	0.007
	0.211
	0.015

	45
	T/C
	E2F1
	gain
	E2F1_15
	0.007
	0.257
	0.019

	46
	T/C
	ZBTB7A
	gain
	ZBTB7A_disc2
	0.008
	0.179
	0.006

	47
	T/C
	PLAGL1
	gain
	PLAGL1_1
	0.008
	0.087
	0.011

	48
	T/C
	E2F1
	gain
	E2F1_20
	0.008
	0.269
	0.023

	49
	T/C
	SP2
	gain
	SP2_disc3
	0.009
	0.088
	0.007

	50
	T/C
	SRF
	gain
	SRF_9
	0.009
	0.525
	0.037

	51
	T/C
	E2F1
	gain
	E2F1_3
	0.010
	0.315
	0.027

	52
	T/C
	E2F4
	gain
	MA0470.1
	0.010
	0.257
	0.016

	53
	T/C
	NFKB1
	gain
	NFKB1_1
	0.011
	0.193
	0.038

	54
	T/C
	MGA
	gain
	MGA_1
	0.014
	0.577
	0.038

	55
	T/C
	E2F1
	gain
	E2F1_19
	0.014
	0.274
	0.021

	56
	T/C
	EGR1
	gain
	EGR1_disc6
	0.018
	0.360
	0.047

	57
	T/C
	E2F3
	gain
	E2F3_2
	0.019
	0.090
	0.014

	58
	T/C
	E2F3
	gain
	E2F1_18
	< 0.001
	0.242
	0.005

	59
	T/C
	SP2
	gain
	E2F1_9
	< 0.001
	0.265
	0.008

	60
	T/C
	FOXK1
	gain
	E2F1_13
	0.001
	0.114
	0.003

	61
	T/C
	E2F1
	gain
	E2F1_16
	0.002
	0.221
	0.006

	62
	T/C
	EP300
	gain
	ZBTB33_disc2
	0.002
	0.418
	0.020

	63
	T/C
	E2F
	gain
	E2F2_3
	0.002
	0.054
	0.002

	64
	T/C
	FOXG1
	gain
	E2F2_1
	0.002
	0.186
	0.005

	65
	T/C
	FOXK1
	gain
	AHR_1
	0.003
	0.075
	0.006

	66
	T/C
	BHLHE41
	gain
	MA0024.2
	0.003
	0.077
	0.004

	C8
	retinoic acid receptor signaling pathway (GO: 0048384; FDR 4.28×10-2)

	T9
	negative regulation of fat cell proliferation (GO: 0070345; FDR 2.94×10-3); intrinsic apoptotic signaling pathway by p53 class mediator (GO: 0072332; FDR 6.59×10-3); endocrine system development (GO: 0035270; FDR 4.54×10-2); regulation of carbohydrate metabolic process (GO: 0006109; FDR 7.46×10-3); cellular response to oxygen-containing compound (GO: 1901701; FDR 1.64×10-3); response to hormone (GO: 0009725; FDR 2.22×10-2)

	1 – reference (Ref) / alternative (SNP) allele;
2 – TF - transcription factor;
3 – binding of TF to the reference (LOSS) / alternative (GAIN) allele;
4 – binding sites with high affinity for TF;
5 – p value statistically confirming the potential gain or loss of function of the genomic region with SNP in terms of transcription factor binding;
6 – P value for assessing the binding of TF to the Ref allele;
7 – P value for assessing the binding of TF to the SNP allele;
8 – biological processes pathogenetically significant for COVID-19, T2DM, and obesity, in which TFs that bind to the SNP allele are jointly involved (data from the Gene Ontology resource; http://geneontology.org/);
9 – biological processes pathogenetically significant for COVID-19, T2DM, and obesity, in which TFs that bind to reference allele are jointly involved (data from the Gene Ontology resource; http://geneontology.org/)


FDR, false discovery rate; GO, Gene Ontology; SNP, single nucleotide polymorphism; T2DM, type 2 diabetes mellitus; TF, transcription factor.
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