[bookmark: OLE_LINK20][bookmark: _Hlk164157492]Supplementary Table. 8. Analysis of the effect of rs7189628 DNAJA2 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
	SPI1
	gain
	SPI1_disc3
	0.0001
	0.060
	0.002

	2
	T/C
	SIN3A
	gain
	SPI1_disc3
	0.0001
	0.060
	0.002

	3
	T/C
	PAX4
	gain
	PAX4_1
	0.001
	0.265
	0.003

	4
	T/C
	HLF
	gain
	PAX4_1
	0.001
	0.265
	0.003

	5
	T/C
	ELF2
	gain
	ELF2_1
	0.010
	0.053
	0.004

	6
	T/C
	POU2F2
	gain
	POU2F2_disc2
	0.0001
	0.078
	0.004

	7
	T/C
	BCL
	gain
	POU2F2_disc2
	0.0001
	0.078
	0.004

	8
	T/C
	TCF12
	gain
	TCF12_1
	0.005
	0.058
	0.005

	9
	T/C
	NFIL3
	gain
	TCF12_1
	0.005
	0.058
	0.005

	10
	T/C
	EGR1
	gain
	EGR1_disc3
	0.001
	0.086
	0.005

	11
	T/C
	ELF3
	gain
	EGR1_disc3
	0.001
	0.086
	0.005

	12
	T/C
	CTCF
	gain
	CTCF_disc5
	0.003
	0.056
	0.005

	13
	T/C
	GABP
	gain
	CTCF_disc5
	0.003
	0.056
	0.005

	14
	T/C
	YY1
	gain
	YY1_disc5
	0.001
	0.160
	0.006

	15
	T/C
	NFE2
	gain
	YY1_disc5
	0.001
	0.160
	0.006

	16
	T/C
	ELF1
	gain
	ELF1_disc2
	0.001
	0.200
	0.008

	17
	T/C
	ETS1
	gain
	ELF1_disc2
	0.001
	0.200
	0.008

	18
	T/C
	ESRRA
	gain
	ESRRA_disc4
	0.002
	0.090
	0.008

	19
	T/C
	GABPA
	gain
	ESRRA_disc4
	0.002
	0.090
	0.008

	20
	T/C
	NFE2L2
	gain
	NFE2L2_1
	< 0.001
	0.165
	0.009

	21
	T/C
	NFE2L2
	gain
	NFE2L2_1
	< 0.001
	0.165
	0.009

	22
	T/C
	TRIM28
	gain
	TRIM28_disc2
	0.005
	0.110
	0.010

	23
	T/C
	E2F1
	gain
	TRIM28_disc2
	0.005
	0.110
	0.010

	24
	T/C
	ELF1
	gain
	MA0473.1
	0.001
	0.237
	0.010

	25
	T/C
	E2F1
	gain
	MA0473.1
	0.001
	0.237
	0.010

	26
	T/C
	ZEB1
	gain
	ZEB1_3
	0.008
	0.101
	0.010

	27
	T/C
	TFAP2A
	gain
	ZEB1_3
	0.008
	0.101
	0.010

	28
	T/C
	CTCF
	gain
	CTCF_disc8
	0.001
	0.158
	0.011

	29
	T/C
	MYB
	gain
	CTCF_disc8
	0.001
	0.158
	0.011

	30
	T/C
	GABPA
	gain
	GABPA_3
	0.003
	0.320
	0.012

	31
	T/C
	E2F4
	gain
	GABPA_3
	0.003
	0.320
	0.012

	32
	T/C
	EGR1
	gain
	EGR1_disc2
	0.001
	0.257
	0.013

	33
	T/C
	ELK1
	gain
	EGR1_disc2
	0.001
	0.257
	0.013

	34
	T/C
	ELK4
	gain
	MA0076.2
	0.005
	0.153
	0.014

	35
	T/C
	E2F1
	gain
	MA0076.2
	0.005
	0.153
	0.014

	36
	T/C
	BCL
	gain
	BCL_disc10
	0.002
	0.149
	0.014

	37
	T/C
	Erg
	gain
	BCL_disc10
	0.002
	0.149
	0.014

	38
	T/C
	ETS
	gain
	ETS_disc2
	0.004
	0.282
	0.016

	39
	T/C
	ERF
	gain
	ETS_disc2
	0.004
	0.282
	0.016

	40
	T/C
	ELF1
	gain
	ELF1_disc1
	0.002
	0.220
	0.016

	41
	T/C
	FLI1
	gain
	ELF1_disc1
	0.002
	0.220
	0.016

	42
	T/C
	NRF1
	gain
	NRF1_1
	0.006
	0.167
	0.018

	43
	T/C
	DMRTA1
	gain
	NRF1_1
	0.006
	0.167
	0.018

	44
	T/C
	ZBTB3
	gain
	ZBTB3_1
	0.005
	0.302
	0.019

	45
	T/C
	SRY
	gain
	ZBTB3_1
	0.005
	0.302
	0.019

	46
	T/C
	ETS1
	gain
	ETS1_6
	0.009
	0.715
	0.020

	47
	T/C
	EHF
	gain
	MA0598.1
	0.004
	0.254
	0.027

	48
	T/C
	RUNX2
	gain
	MA0598.1
	0.004
	0.254
	0.027

	49
	T/C
	E2F1
	gain
	E2F1_14
	0.010
	0.232
	0.028

	50
	T/C
	ETS1
	gain
	ETS1_5
	0.004
	0.316
	0.030

	51
	T/C
	YY1
	gain
	ETS1_5
	0.004
	0.316
	0.030

	52
	T/C
	TEAD2
	gain
	TEAD2_1
	0.003
	0.363
	0.032

	53
	T/C
	ZBTB14
	gain
	TEAD2_1
	0.003
	0.363
	0.032

	54
	T/C
	NFE2
	gain
	NFE2_disc3
	0.003
	0.249
	0.036

	55
	T/C
	RXRA
	gain
	NFE2_disc3
	0.003
	0.249
	0.036

	56
	T/C
	TFAP4
	gain
	TFAP4_1
	0.005
	0.265
	0.036

	57
	T/C
	HLF
	gain
	TFAP4_1
	0.005
	0.265
	0.036

	58
	T/C
	TFAP4
	gain
	TFAP4_4
	0.007
	0.346
	0.037

	59
	T/C
	E2F1
	gain
	TFAP4_4
	0.007
	0.346
	0.037

	60
	T/C
	PAX5
	gain
	PAX5_disc5
	0.010
	0.635
	0.042

	61
	T/C
	HDAC2
	gain
	HDAC2_disc5
	0.008
	0.314
	0.044

	62
	T/C
	INSM1
	gain
	HDAC2_disc5
	0.008
	0.314
	0.044

	63
	T/C
	CTCF
	gain
	CTCF_disc10
	0.009
	0.301
	0.045

	64
	T/C
	AP1
	gain
	AP1_disc10
	0.010
	0.328
	0.049

	65
	T/C
	ZBTB7A
	loss
	ZBTB7A_disc2
	0.001
	0.001
	0.056

	66
	T/C
	E2F
	loss
	ZBTB7A_disc2
	0.001
	0.001
	0.056

	67
	T/C
	Ddit3::Cebpa
	loss
	MA0019.1
	0.002
	0.005
	0.087

	68
	T/C
	E2F1
	loss
	MA0019.1
	0.002
	0.005
	0.087

	69
	T/C
	HES1
	loss
	HES1_1
	0.009
	0.013
	0.118

	70
	T/C
	T
	loss
	T_1
	0.008
	0.022
	0.134

	71
	T/C
	NR3C1
	loss
	T_1
	0.008
	0.022
	0.134

	72
	T/C
	SCRT1
	loss
	SCRT1_1
	< 0.001
	0.001
	0.177

	73
	T/C
	Bach1::Mafk
	loss
	SCRT1_1
	< 0.001
	0.001
	0.177

	74
	T/C
	RFX1
	loss
	RFX1_3
	0.004
	0.012
	0.181

	75
	T/C
	AP1
	loss
	RFX1_3
	0.004
	0.012
	0.181

	76
	T/C
	SCRT2
	loss
	SCRT2_1
	< 0.001
	0.001
	0.231

	77
	T/C
	HIF1A
	loss
	SCRT2_1
	< 0.001
	0.001
	0.231

	78
	T/C
	T
	loss
	T_2
	0.005
	0.020
	0.273

	79
	T/C
	JUN
	loss
	T_2
	0.005
	0.020
	0.273

	80
	T/C
	HLF
	loss
	HLF_1
	0.007
	0.010
	0.276

	81
	T/C
	RFX1
	loss
	HLF_1
	0.007
	0.010
	0.276

	82
	T/C
	ATF4
	loss
	ATF4_3
	0.008
	0.022
	0.292

	83
	T/C
	Atoh1
	loss
	ATF4_3
	0.008
	0.022
	0.292

	84
	T/C
	FOXP3
	loss
	FOXP3_1
	0.002
	0.048
	0.338

	85
	T/C
	GATA
	loss
	FOXP3_1
	0.002
	0.048
	0.338

	86
	T/C
	Sox2
	loss
	MA0143.3
	0.009
	0.047
	0.366

	87
	T/C
	LEF1
	loss
	LEF1_2
	0.003
	0.024
	0.366

	88
	T/C
	E2F1
	loss
	LEF1_2
	0.003
	0.024
	0.366

	89
	T/C
	SOX17
	loss
	SOX17_1
	0.009
	0.049
	0.641

	90
	T/C
	TFAP2E
	loss
	SOX17_1
	0.009
	0.049
	0.641

	91
	T/C
	BRCA1
	loss
	BRCA1_1
	0.003
	0.012
	0.887

	92
	T/C
	NR1H
	loss
	BRCA1_1
	0.003
	0.012
	0.887

	C8
	negative regulation of interleukin-4 production (GO: 0032713; FDR 3.69×10-3)

	
	negative regulation of interleukin-5 production  (GO: 0032714; FDR 4.55×10-3)

	
	negative regulation of oxidative stress-induced neuron intrinsic apoptotic signaling pathway (GO: 1903377; FDR 8.00×10-3)

	
	positive regulation of vascular endothelial growth factor production (GO: 0010575; FDR 9.05×10-4)

	
	regulation of hormone biosynthetic process ( GO: 0046885; FDR 2.42×10-2)           

	
	cytokine production (GO: 0001816; FDR 2.79×10-2)

	
	negative regulation of extrinsic apoptotic signaling pathway via death domain receptors (GO: 1902042; FDR 3.04×10-2)

	
	B cell homeostasis (GO: 0001782; FDR 3.19×10-2)

	
	regulation of transforming growth factor beta production (GO: 0071634; FDR 3.32×10-2)

	
	cellular response to hypoxia (GO: 0071456; FDR 2.47×10-2)

	
	transforming growth factor beta receptor superfamily signaling pathway (GO: 0141091; FDR 4.48×10-2)

	
	response to oxidative stress (GO: 0006979; FDR 3.33×10-2)

	
	cellular response to cytokine stimulus (GO: 0071345; FDR 4.44×10-2)

	T9
	response to retinoic acid (GO: 0032526; FDR 1.67×10-2)

	
	cellular response to reactive oxygen species (GO: 0034614; FDR 3.24×10-2) 

	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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