Supplementary Table. 11. Analysis of the effect of rs753856 HSPA6 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
	G/C
	RUNX1
	loss
	RUNX1_8
	< 0.001
	0.007
	0.137

	2
	G/C
	RFX1
	loss
	RFX1_2
	0.001
	0.013
	0.361

	3
	G/C
	RFX5
	loss
	MA0510.1
	0.003
	0.011
	0.233

	4
	G/C
	RUNX1
	loss
	RUNX1_6
	0.003
	0.003
	0.059

	5
	G/C
	FOXG1
	loss
	FOXG1_2
	0.004
	0.013
	0.825

	6
	G/C
	HNF4A
	loss
	HNF4A_1
	0.004
	0.008
	0.097

	7
	G/C
	SREBP
	loss
	SREBP_disc1
	0.005
	0.019
	0.424

	8
	G/C
	SOX13
	loss
	SOX13_1
	0.005
	0.025
	0.323

	9
	G/C
	TFAP2C
	loss
	TFAP2C_7
	0.006
	0.010
	0.097

	10
	G/C
	RFX3
	loss
	RFX3_2
	0.006
	0.028
	0.319

	11
	G/C
	RFX2
	loss
	RFX2_1
	0.007
	0.046
	0.400

	12
	G/C
	RAD21
	loss
	RAD21_disc3
	0.008
	0.014
	0.160

	13
	G/C
	CREB3
	loss
	CREB3_1
	0.008
	0.038
	0.499

	14
	G/C
	NR4A2
	loss
	NR4A2_1
	0.008
	0.021
	0.371

	15
	G/C
	Mecom
	loss
	MA0029.1
	0.009
	0.008
	0.053

	16
	G/C
	GRHL1
	loss
	GRHL1_2
	0.009
	0.048
	0.896

	17
	G/C
	CBX5
	loss
	CBX5_1
	0.010
	0.037
	0.262

	18
	G/C
	HNF4
	loss
	HNF4_4
	0.010
	0.010
	0.089

	19
	G/C
	HES1
	loss
	HES1_1
	0.013
	0.032
	0.424

	20
	G/C
	AHR::ARNT
	loss
	AHR::ARNT_3
	0.016
	0.041
	0.573

	21
	G/C
	IRF
	loss
	IRF_1
	0.017
	0.026
	0.262

	22
	G/C
	NR2F1
	loss
	MA0017.1
	0.023
	0.035
	0.219

	23
	G/C
	GATA
	loss
	RUNX1_8
	< 0.001
	0.007
	0.137

	24
	G/C
	HNF4G
	loss
	RFX1_2
	0.001
	0.013
	0.361

	25
	G/C
	NFATC2
	loss
	MA0510.1
	0.003
	0.011
	0.233

	26
	G/C
	FOXK1
	loss
	RUNX1_6
	0.003
	0.003
	0.059

	27
	G/C
	RXRA
	loss
	FOXG1_2
	0.004
	0.013
	0.825

	28
	G/C
	HSF2
	gain
	HSF2_1
	< 0.001
	0.418
	< 0.001

	29
	G/C
	HSF1
	gain
	HSF1_1
	< 0.001
	0.467
	< 0.001

	30
	G/C
	ZNF263
	gain
	ZNF263_disc1
	< 0.001
	0.727
	0.004

	31
	G/C
	MAF
	gain
	MAF_1
	0.001
	0.101
	0.009

	32
	G/C
	IKZF1
	gain
	IKZF1_2
	0.001
	0.180
	0.002

	33
	G/C
	SPIC
	gain
	SPIC_2
	0.003
	0.473
	0.022

	34
	G/C
	NFKB
	gain
	NFKB_disc1
	0.003
	0.128
	0.018

	35
	G/C
	NFKB1
	gain
	NFKB1_2
	0.003
	0.059
	0.006

	36
	G/C
	NFKB
	gain
	NFKB_2
	0.003
	0.201
	0.015

	37
	G/C
	SPI1
	gain
	SPI1_1
	0.003
	0.236
	0.014

	38
	G/C
	KLF5
	gain
	MA0599.1
	0.003
	0.137
	0.008

	39
	G/C
	TFAP2
	gain
	TFAP2_2
	0.004
	0.292
	0.022

	40
	G/C
	BCL
	gain
	BCL_disc6
	0.005
	0.111
	0.010

	41
	G/C
	STAT5A
	gain
	STAT5A_4
	0.005
	0.564
	0.025

	42
	G/C
	CACD
	gain
	CACD_1
	0.005
	0.204
	0.025

	43
	G/C
	NFKB
	gain
	NFKB_5
	0.006
	0.143
	0.006

	44
	G/C
	NFKB
	gain
	NFKB_1
	0.006
	0.145
	0.006

	45
	G/C
	ZNF263
	gain
	MA0528.1
	0.006
	0.110
	0.015

	46
	G/C
	SPI1
	gain
	SPI1_2
	0.012
	0.595
	0.050

	47
	G/C
	NFKB
	gain
	NFKB_4
	0.012
	0.147
	0.018

	48
	G/C
	NFKB
	gain
	NFKB_3
	0.013
	0.109
	0.015

	49
	G/C
	SPI1
	gain
	SPI1_3
	0.015
	0.538
	0.047

	50
	G/C
	STAT6
	gain
	STAT6_2
	0.017
	0.552
	0.042

	51
	G/C
	REL
	gain
	MA0101.1
	0.017
	0.382
	0.050

	52
	G/C
	CTCFL
	gain
	CTCFL_disc1
	0.018
	0.274
	0.030

	53
	G/C
	RELA
	gain
	MA0107.1
	0.021
	0.145
	0.023

	54
	G/C
	PAX4
	gain
	PAX4_3
	0.022
	0.180
	0.018

	55
	G/C
	SPDEF
	gain
	SPDEF_4
	0.023
	0.168
	0.025

	56
	G/C
	NR3C1
	gain
	HSF2_1
	< 0.001
	0.418
	< 0.001

	57
	G/C
	CUX1
	gain
	HSF1_1
	< 0.001
	0.467
	< 0.001

	58
	G/C
	NFKB1
	gain
	ZNF263_disc1
	< 0.001
	0.728
	0.006

	59
	G/C
	HNF1A
	gain
	MAF_1
	0.001
	0.101
	0.009

	60
	G/C
	RUNX1
	gain
	IKZF1_2
	0.001
	0.180
	0.002

	61
	G/C
	CTCF
	gain
	SPIC_2
	0.003
	0.473
	0.022

	62
	G/C
	GFI1
	gain
	NFKB_disc1
	0.003
	0.128
	0.018

	63
	G/C
	HSF1
	gain
	NFKB1_2
	0.003
	0.059
	0.006

	64
	G/C
	TP53
	gain
	NFKB_2
	0.003
	0.201
	0.015

	65
	G/C
	RARB
	gain
	SPI1_1
	0.003
	0.236
	0.014

	66
	G/C
	PAX1
	gain
	MA0599.1
	0.003
	0.137
	0.008

	C8
	interleukin-4-mediated signaling pathway (GO: 0035771; FDR 5.28×10-3)

	
	growth hormone receptor signaling pathway via JAK-STAT (GO: 0060397; FDR 9.52×10-3) 

	
	cellular response to interleukin-6 (GO: 0071354; FDR 1.16×10-3)

	
	non-canonical NF-kappaB signal transduction (GO: 0038061; FDR 1.51×10-3)

	
	negative regulation of non-canonical NF-kappaB signal transduction (GO: 1901223; FDR 5.03×10-2)

	
	canonical NF-kappaB signal transduction (GO: 0007249; FDR 4.12×10-3)

	
	cellular response to hydrogen peroxide (GO: 0070301; FDR 1.01×10-2)

	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 reference allele are jointly involved (data from the Gene Ontology resource; http://geneontology.org/)


FDR, false discovery rate; GO, Gene Ontology; JAK–STAT, Janus kinase–signal transducer and activator of transcription; NF-κB, nuclear factor kappa B; SNP, single nucleotide polymorphism; T2DM, type 2 diabetes mellitus; TF, transcription factor.
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