[bookmark: _Hlk191807094]Table S4. Analysis of the impact of rs4644832 SERF2 on the binding of transcription factors with DNA (data from Gene Ontology resources http://geneontology.org/)
	№
	Ref/SNP allele1
	TF2
	GAIN
/LOSS3
	Motif4
	P-value SNP impact5
	P-value Ref6
	P-value SNP7

	1
	G/A
	TATA
	Gain
	TATA_disc4
	0.00568
	0.09189
	0.00831

	2
	G/A
	ZNF784
	Gain
	ZNF784_1
	0.0306
	0.06652
	0.00914

	3
	G/A
	FOXC1
	Gain
	FOXC1_2
	0.00743
	0.38772
	0.01277

	4
	G/A
	FOXC1
	Gain
	MA0032.1
	0.02363
	0.38583
	0.02336

	5
	G/A
	PAX9
	Gain
	PAX9_1
	0.0186
	0.27858
	0.02423

	6
	G/A
	RFX1
	Gain
	RFX1_2
	0.01664
	0.25740
	0.02439

	7
	G/A
	RREB1
	Gain
	RREB1_1
	0.01374
	0.11434
	0.02782

	8
	G/A
	SETDB1
	Gain
	SETDB1_disc2
	0.02058
	0.38796
	0.02981

	9
	G/A
	MZF1
	Gain
	MZF1_2
	0.00638
	0.74961
	0.03488

	10
	G/A
	RHOXF1
	Gain
	RHOXF1_7
	0.00491
	0.57855
	0.03773

	11
	G/A
	HDAC2
	Gain
	HDAC2_disc3
	0.01637
	0.3173
	0.03895

	12
	G/A
	SPZ1
	Gain
	SPZ1_1
	0.02268
	0.19082
	0.03985

	13
	G/A
	EWSR1::FLI1
	Gain
	EWSR1::FLI1_1
	0.02738
	0.17691
	0.04949

	14
	G/A
	TBX2
	Loss
	TBX2_1
	0.01108
	0.00572
	0.05116

	15
	G/A
	ESR1
	Loss
	ESR1_3
	0.03062
	0.01163
	0.05369

	16
	G/A
	ESR1
	Loss
	MA0112.2
	0.02564
	0.01202
	0.05486

	17
	G/A
	BCL
	Loss
	BCL_disc9
	0.00237
	0.0018
	0.05596

	18
	G/A
	RUNX2
	Loss
	RUNX2_3
	0.02252
	0.00229
	0.05879

	19
	G/A
	ESRRA
	Loss
	ESRRA_disc3
	0.02317
	0.00854
	0.06207

	20
	G/A
	POU2F2
	Loss
	POU2F2_disc2
	0.02683
	0.01594
	0.0783

	21
	G/A
	SIN3A
	Loss
	SIN3A_disc7
	0.02881
	0.0154
	0.07997

	22
	G/A
	REST
	Loss
	REST_disc9
	0.00473
	0.00439
	0.08953

	23
	G/A
	REST
	Loss
	REST_disc8
	0.00006
	0.00004
	0.09533

	24
	G/A
	TATA
	Loss
	REST_disc8
	0.00006
	0.00004
	0.09533

	25
	G/A
	RUNX
	Loss
	RUNX_1
	0.00015
	0.00212
	0.11127

	26
	G/A
	ZSCAN16
	Loss
	RUNX_1
	0.00015
	0.00212
	0.11127

	27
	G/A
	ESRRA
	Loss
	ESRRA_disc4
	0.000004
	0
	0.1131

	28
	G/A
	ELF1
	Loss
	ESRRA_disc4
	0.000004
	0
	0.1131

	29
	G/A
	GLI2
	Loss
	GLI2_2
	0.00593
	0.00667
	0.11525

	30
	G/A
	E2F4
	Loss
	E2F4_4
	0.02744
	0.01549
	0.13498

	31
	G/A
	RUNX1
	Loss
	RUNX1_7
	0.0069
	0.00896
	0.15055

	32
	G/A
	NR3C1
	Loss
	NR3C1_disc6
	0
	0
	0.16898

	33
	G/A
	RUNX3
	Loss
	NR3C1_disc6
	0
	0
	0.16898

	34
	G/A
	RUNX3
	Loss
	RUNX3_3
	0.00102
	0.00749
	0.18239

	35
	G/A
	TBX5
	Loss
	TBX5_5
	0.02606
	0.03624
	0.18493

	36
	G/A
	YY1
	Loss
	YY1_disc4
	0
	0
	0.19587

	37
	G/A
	TBX4
	Loss
	YY1_disc4
	0
	0
	0.19587

	38
	G/A
	E2F4
	Loss
	E2F4_3
	0.01486
	0.03906
	0.20685

	39
	G/A
	NFE2
	Loss
	NFE2_disc4
	0.01007
	0.02815
	0.22402

	40
	G/A
	PLAG1
	Loss
	PLAG1_1
	0.00943
	0.03381
	0.22566

	41
	G/A
	RUNX2
	Loss
	RUNX2_5
	0.0019
	0.00966
	0.23754

	42
	G/A
	BCL
	Loss
	BCL_disc3
	0.0283
	0.03268
	0.28562

	43
	G/A
	RUNX1
	Loss
	MA0002.2
	0.00025
	0.00219
	0.28662

	44
	G/A
	MGA
	Loss
	MA0002.2
	0.00025
	0.00219
	0.28662

	45
	G/A
	YY1
	Loss
	YY1_disc5
	0
	0
	0.29395

	46
	G/A
	ZIC1
	Loss
	YY1_disc5
	0
	0
	0.29395

	47
	G/A
	RUNX1
	Loss
	RUNX1_9
	0.00033
	0.00149
	0.3201

	48
	G/A
	SMAD
	Loss
	RUNX1_9
	0.00033
	0.00149
	0.3201

	49
	G/A
	SP2
	Loss
	SP2_disc1
	0.00274
	0.01955
	0.33324

	50
	G/A
	REST
	Loss
	REST_disc4
	0.00423
	0.02304
	0.37183

	51
	G/A
	BCL
	Loss
	BCL_disc10
	0.00949
	0.04702
	0.39761

	52
	G/A
	TFAP2A
	Loss
	TFAP2A_4
	0.00502
	0.0343
	0.45682

	53
	G/A
	TFAP2A
	Loss
	TFAP2A_1
	0.00502
	0.0343
	0.45682

	54
	G/A
	CTCF
	Loss
	CTCF_disc4
	0.00591
	0.02069
	0.47731

	55
	G/A
	RUNX
	Loss
	RUNX_2
	0.00739
	0.03965
	0.51125

	56
	G/A
	HIF1A::ARNT
	Loss
	HIF1A::ARNT_1
	0.01192
	0.0325
	0.55367

	57
	G/A
	RUNX2
	Loss
	RUNX2_1
	0.00092
	0.00893
	0.60271

	58
	G/A
	RREB1
	Loss
	RUNX2_1
	0.00092
	0.00893
	0.60271

	59
	G/A
	ZBED1
	Loss
	ZBED1_1
	0.00412
	0.02521
	0.73087

	
	A8
	-

	
	G9
	positive regulation of CD8-positive, alpha-beta T cell differentiation (GO:0043378; FDR = 0.00301)
negative regulation of CD4-positive, alpha-beta T cell differentiation (GO:0043371; FDR = 0.0399)
cellular response to glucocorticoid stimulus (GO:0071385; FDR = 0.00763)
nuclear receptor-mediated steroid hormone signaling pathway (GO:0030518; FDR = 0.01)
lung development (GO:0030324; FDR = 0.0144)


1reference (Ref)/alternative (SNP) allele; 2TFtranscription factor; 3TF binding to the reference (GAIN)/alternative (LOSS) allele; 4reference sites, our superior affinity for TF; 5P-value, statistical confirmation of the effectiveness or function of the genomic region with the SNP in terms of transcription factor binding; 6P-value for assessing the association of TF with the Ref allele; 7P-value for assessing the association of TF with the SNP allele; 8biological processes pathogenetically significant for COVID-19, in which the programs of TFs binding to the reference allele are jointly implemented (data from Gene Ontology resources: http://geneontology.org/); 9biological processes that are pathogenetically significant for COVID-19, in which TF programs that bind to an alternative allele are jointly implemented (data from Gene Ontology resources: http://geneontology.org/). FDR, false discovery rate; SNP, single nucleotide polymorphism; TFs, transcription factors.

