[bookmark: _Hlk164157236]Supplementary Table. 7. Analysis of the effect of rs910652 HSPA12B 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
	ZNF143
	gain
	ZNF143_disc1
	0.014
	0.054
	0.003

	2
	T/C
	STAT5A
	gain
	STAT5A_4
	0.003
	0.161
	0.006

	3
	T/C
	NFAT
	gain
	STAT5A_4
	0.003
	0.161
	0.006

	4
	T/C
	SMARC
	gain
	SMARC_disc2
	0.007
	0.058
	0.006

	5
	T/C
	RBPJ
	gain
	RBPJ_1
	0.002
	0.118
	0.008

	6
	T/C
	POU5F1
	gain
	RBPJ_1
	0.002
	0.118
	0.008

	7
	T/C
	SOX3
	gain
	SOX3_3
	0.028
	0.073
	0.014

	8
	T/C
	ZBTB33
	gain
	ZBTB33_disc1
	0.008
	0.097
	0.014

	9
	T/C
	SOX8
	gain
	SOX8_8
	0.008
	0.097
	0.015

	10
	T/C
	SOX8
	gain
	SOX8_3
	0.018
	0.124
	0.021

	11
	T/C
	CHD2
	gain
	CHD2_disc1
	0.031
	0.171
	0.025

	12
	T/C
	HDAC2
	gain
	HDAC2_disc1
	0.036
	0.229
	0.025

	13
	T/C
	ZNF75A
	gain
	ZNF75A_1
	0.012
	0.483
	0.033

	14
	T/C
	AP1
	gain
	AP1_disc5
	0.002
	0.347
	0.034

	15
	T/C
	RXRB
	gain
	AP1_disc5
	0.002
	0.347
	0.034

	16
	T/C
	ZBTB33
	gain
	MA0527.1
	0.033
	0.250
	0.038

	17
	T/C
	STAT3
	gain
	STAT3_2
	0.028
	0.454
	0.040

	18
	T/C
	ID4
	gain
	ID4_1
	0.030
	0.393
	0.043

	19
	T/C
	AR
	gain
	AR_6
	0.015
	0.617
	0.043

	20
	T/C
	HMX3
	gain
	HMX3_1
	0.027
	0.322
	0.047

	21
	T/C
	SPIC
	gain
	SPIC_2
	0.009
	0.668
	0.047

	22
	T/C
	IRF2
	loss
	IRF2_1
	0.009
	0.014
	0.078

	23
	T/C
	FOXG1
	loss
	FOXG1_3
	0.019
	0.016
	0.083

	24
	T/C
	STAT5A
	loss
	STAT5A_2
	0.005
	0.004
	0.105

	25
	T/C
	FOXI1
	loss
	STAT5A_2
	0.005
	0.004
	0.105

	26
	T/C
	Hltf
	loss
	MA0109.1
	0.034
	0.016
	0.115

	27
	T/C
	HNF4
	loss
	HNF4_disc3
	0.014
	0.012
	0.119

	28
	T/C
	IRF2
	loss
	MA0051.1
	0.0005
	0.009
	0.121

	29
	T/C
	PAX6
	loss
	MA0051.1
	0.0005
	0.009
	0.121

	30
	T/C
	HNF4
	loss
	HNF4_disc1
	0.037
	0.023
	0.126

	31
	T/C
	NKX3-1
	loss
	NKX3-1_1
	0.015
	0.011
	0.136

	32
	T/C
	HNF4A
	loss
	HNF4A_1
	0.027
	0.029
	0.147

	33
	T/C
	HNF4A
	loss
	HNF4A_12
	0.029
	0.035
	0.168

	34
	T/C
	HNF4A
	loss
	HNF4A_7
	0.027
	0.025
	0.178

	35
	T/C
	IRF1
	loss
	IRF1_1
	0.001
	0.014
	0.181

	36
	T/C
	EBF1
	loss
	IRF1_1
	0.001
	0.014
	0.181

	37
	T/C
	HOXD13
	loss
	HOXD13_5
	0.031
	0.030
	0.206

	38
	T/C
	IRF2
	loss
	IRF2_2
	0.021
	0.033
	0.210

	39
	T/C
	MYC
	loss
	MYC_1
	0.024
	0.028
	0.213

	40
	T/C
	Pax4
	loss
	MA0068.1
	0.004
	0.028
	0.217

	41
	T/C
	HMX2
	loss
	MA0068.1
	0.004
	0.028
	0.217

	42
	T/C
	HNF4A
	loss
	HNF4A_2
	0.004
	0.016
	0.229

	43
	T/C
	IRF1
	loss
	HNF4A_2
	0.004
	0.016
	0.229

	44
	T/C
	BBX
	loss
	BBX_1
	0.018
	0.039
	0.238

	45
	T/C
	MYEF2
	loss
	MYEF2_2
	0.019
	0.038
	0.239

	46
	T/C
	ZBTB49
	loss
	ZBTB49_1
	0.0002
	0.009
	0.246

	47
	T/C
	HNF4A
	loss
	ZBTB49_1
	0.0002
	0.009
	0.246

	48
	T/C
	PAX4
	loss
	PAX4_5
	0.007
	0.035
	0.259

	49
	T/C
	HNF4A
	loss
	MA0114.2
	0.010
	0.030
	0.299

	50
	T/C
	POU6F1
	loss
	POU6F1_1
	0.021
	0.045
	0.327

	51
	T/C
	IRF
	loss
	IRF_disc6
	0.015
	0.038
	0.333

	52
	T/C
	PPARG::RXRA
	loss
	MA0065.2
	0.010
	0.045
	0.398

	53
	T/C
	PPARG
	loss
	PPARG_4
	0.011
	0.045
	0.406

	54
	T/C
	HOXB13
	loss
	HOXB13_2
	0.013
	0.034
	0.409

	55
	T/C
	E2F8
	loss
	E2F8_1
	0.007
	0.045
	0.436

	56
	T/C
	RXRG
	loss
	RXRG_3
	0.012
	0.034
	0.483

	57
	T/C
	FOXO3
	loss
	FOXO3_5
	0.015
	0.026
	0.532

	58
	T/C
	NR2F6
	loss
	NR2F6_5
	0.016
	0.035
	0.557

	59
	T/C
	HNF4A
	loss
	HNF4A_4
	0.002
	0.015
	0.907

	60
	T/C
	MYC
	loss
	HNF4A_4
	0.002
	0.015
	0.907

	[bookmark: _Hlk164157299]C8
	retinoic acid receptor signaling pathway (GO:0048384, FDR 2,86×10-2)
cellular response to hypoxia (GO: 0071456, FDR 1,58×10-5)
positive regulation of cysteine-type endopeptidase activity involved in apoptotic process (GO: 0008656, FDR 3,22×10-4)
glucose homeostasis (GO: 0042593, FDR 9,15×10-5)

	T9
	interleukin-9-mediated signaling pathway (GO: 0038113, FDR 5,57×10-3)
interleukin-2-mediated signaling pathway (GO: 0038110, FDR 6,88×10-3)
growth hormone receptor signaling pathway via JAK-STAT (GO: 0060397, FDR 8,94×10-3) 
interleukin-15-mediated signaling pathway (GO: 0035723, FDR 9,9×10-3) 
cellular response to estrogen stimulus (GO: 0071391, FDR 2,44×10-2)

	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; JAK–STAT, Janus kinase–signal transducer and activator of transcription; SNP, single nucleotide polymorphism; T2DM, type 2 diabetes mellitus; TF, transcription factor.
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