                                                   Supplementary table 1: Primer sequences and the primer melting temperature (Tm)

	Gene

	Primer probe
	Sequence
	Anneling Tm C

	
ACE2



TMPRSS2



FURIN



NRP1



YWHAZ
	
Forward

Reverse

Forward

Reverse

Forward

Reverse

Forward

Reverse

Forward

Reverse

	
5’-GGGATCAGAGATCGGAAGAAGAAA-3’

5’-AGGAGGTCTGAACATCATCAGTG-3’

5’-AATCGGTGTGTTCGCCTCTAC-3’

5’-CGTAGTTCTCGTTCCAGTCGT-3’

5’-GCCACATGACTACTCCGCAGAT-3’

5’-TACGAGGGTGAACTTGGTCAGC-3’

5’-CCTCACATTGGGCGTTATTG-3’

5’-CACTGTAGTTGGCTGAGAAAC-3’

5’- GCTGGTGATGACAAGAAAGG-3’

5’- GGATGTGTTGGTTGCATTTCCT-3’
	
60



60



62



58



60













Supplementary table 2: Allele frequencies of COVID-19–associated risk variants across global populations from the 1000 Genomes Project.  

	Gene
	SNP ID
	Risk Allele
	In our cohort (Morocco)
	AFR
(Africa)
	EUR 
(Europe)
	EAS 
(East Asia)
	SAS 
(South Asia)
	AMR 
(America)

	
TMPRSS2

	
rs1475908

	
G
	
0.81
	
0.74
	
0.75
	
0.61
	
0.71
	0.85

	TMPRSS2
	rs2070788

	G
	0.37
	0.27
	0.46
	0.36
	0.47
	0.49

	FURIN
	rs4702

	A
	0.34
	0.06
	0.44
	0.48
	0.50
	0.41

	FURIN
	rs4932178

	T
	0.25
	0.29
	0.36
	0.16
	0.29
	0.21

	ACE2
	rs2285666

	C
	0.77
	0.79
	0.77
	0.46
	0.52
	0.66

	NRP1
	rs1412115

	T
	0.28
	0.78
	0.28
	0.48
	0.53
	0.31


Allele frequency data for SNPs identified as COVID-19 risk factors in our study were extracted from the 1000 Genomes Project database. Frequencies are reported for the following populations: European (EUR), South Asian (SAS), American (AMR), African (AFR), and East Asian (EAS).   
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