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_P 
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AF QU
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DP Isolate 

B.1.1.7 24
1 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

-1 c.-25C>T . upstream_gene_varia
nt 

MODIF
IER 

1.0 297
9.8
9 

89
7 

Patient
1_0306
21 

B.1.1.7 91
3 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.648C>T p.Ser216Ser synonymous_variant LOW 1.0 298
2.2
1 

59
25 

Patient
1_0306
21 

B.1.1.7 30
37 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.2772C>T p.Phe924Phe synonymous_variant LOW 0.9
975 

292
4.7
6 

13
60 

Patient
1_0306
21 

B.1.1.7 32
67 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.3002C>T p.Thr1001Ile missense_variant MODE
RATE 

1.0 156
3.1
2 

21
1 

Patient
1_0306
21 

B.1.1.7 53
88 

C A SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5123C>A p.Ala1708Asp missense_variant MODE
RATE 

0.9
974
87 

293
4.0
1 

77
5 

Patient
1_0306
21 

B.1.1.7 59
86 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5721C>T p.Phe1907Ph
e 

synonymous_variant LOW 1.0 265
7.5 

35
4 

Patient
1_0306
21 

B.1.1.7 61
14 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5849C>T p.Pro1950Leu missense_variant MODE
RATE 

0.9
95 

291
9.6
9 

12
84 

Patient
1_0306
21 

B.1.1.7 69
54 

T C SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.6689T>C p.Ile2230Thr missense_variant MODE
RATE 

0.9
337
18 

207
3.4
3 

34
7 

Patient
1_0306
21 

B.1.1.7 77
35 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.7470C>T p.Ile2490Ile synonymous_variant LOW 1.0 297
3.0
3 

11
64 

Patient
1_0306
21 

B.1.1.7 11
28
7 

GTCTGGTTTT G DEL Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.11023_11031delTCTG
GTTTT 

p.Ser3675_Ph
e3677del 

conservative_inframe
_deletion 

MODE
RATE 

1.0 298
0.3
7 

18
02 

Patient
1_0306
21 

B.1.1.7 14
40
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14144C>T p.Pro4715Leu missense_variant MODE
RATE 

0.9
971
18 

254
8.5 

34
7 

Patient
1_0306
21 

B.1.1.7 14
67
6 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14412C>T p.Pro4804Pro synonymous_variant LOW 1.0 255
3.9
2 

34
3 

Patient
1_0306
21 

B.1.1.7 15
27
9 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.15015C>T p.His5005His synonymous_variant LOW 1.0 298
2.2
1 

53
3 

Patient
1_0306
21 

B.1.1.7 16
17
6 

T C SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.15912T>C p.Thr5304Thr synonymous_variant LOW 0.9
974
94 

293
9.6
7 

91
9 

Patient
1_0306
21 

B.1.1.7 16
39
1 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.16127C>T p.Ala5376Val missense_variant MODE
RATE 

0.9
975 

294
8.9 

15
05 

Patient
1_0306
21 

B.1.1.7 17
61

A G SNP Homo
zygou

orf1a
b 

QHD434
15.1 

2 c.17351A>G p.Lys5784Arg missense_variant MODE
RATE 

0.9
975 

237
9.8

77
2 

Patient
1_0306
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B.1.1.7 21
76
4 

ATACATG A DEL Homo
zygou
s 

S QHD434
16.1 

1 c.204_209delACATGT p.His69_Val7
0del 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 298
2.2
1 

46
1 

Patient
1_0306
21 

B.1.1.7 21
99
0 

TTTA T DEL Homo
zygou
s 

S QHD434
16.1 

1 c.432_434delTTA p.Tyr145del disruptive_inframe_d
eletion 

MODE
RATE 

1.0 235
3.3
9 

32
0 

Patient
1_0306
21 

B.1.1.7 23
06
3 

A T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1501A>T p.Asn501Tyr missense_variant MODE
RATE 

0.9
933
33 

869
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6 

15
0 

Patient
1_0306
21 

B.1.1.7 23
27
1 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1709C>A p.Ala570Asp missense_variant MODE
RATE 

1.0 296
7.3
3 

41
36 

Patient
1_0306
21 

B.1.1.7 23
40
3 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1841A>G p.Asp614Gly missense_variant MODE
RATE 

1.0 298
2.1
7 

26
61 

Patient
1_0306
21 

B.1.1.7 23
60
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2042C>A p.Pro681His missense_variant MODE
RATE 

0.9
974
75 

291
9.1
8 

12
23 

Patient
1_0306
21 

B.1.1.7 23
70
9 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2147C>T p.Thr716Ile missense_variant MODE
RATE 

1.0 298
2.1
2 

74
2 

Patient
1_0306
21 

B.1.1.7 24
02
6 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2464C>T p.Leu822Phe missense_variant MODE
RATE 

1.0 294
0.7
9 

48
2 

Patient
1_0306
21 

B.1.1.7 24
50
6 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2944T>G p.Ser982Ala missense_variant MODE
RATE 

1.0 298
2.0
4 

24
33 

Patient
1_0306
21 

B.1.1.7 24
91
4 

G C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.3352G>C p.Asp1118His missense_variant MODE
RATE 

0.9
975 

295
0.4
5 

72
8 

Patient
1_0306
21 

B.1.1.7 26
73
0 

G C SNP Homo
zygou
s 

M QHD434
19.1 

1 c.208G>C p.Val70Leu missense_variant MODE
RATE 

1.0 298
2.1
9 

12
95 
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1_0306
21 

B.1.1.7 27
49
4 

C T SNP Homo
zygou
s 

ORF7
a 

QHD434
21.1 

1 c.101C>T p.Pro34Leu missense_variant MODE
RATE 

0.9
925 

289
1.9
2 

52
6 

Patient
1_0306
21 

B.1.1.7 27
92
9 

T A SNP Homo
zygou
s 

ORF8 QHD434
22.1 

1 c.36T>A p.Thr12Thr synonymous_variant LOW 0.9
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5.7
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37 

Patient
1_0306
21 

B.1.1.7 27
97
2 
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zygou
s 

ORF8 QHD434
22.1 

1 c.79C>T p.Gln27* stop_gained HIGH 0.9
85 
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6.3
1 
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81 
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1_0306
21 

B.1.1.7 28
04
8 

G T SNP Homo
zygou
s 

ORF8 QHD434
22.1 

1 c.155G>T p.Arg52Ile missense_variant MODE
RATE 

1.0 297
1.2
7 

33
85 

Patient
1_0306
21 

B.1.1.7 28
11
1 

A G SNP Homo
zygou
s 

ORF8 QHD434
22.1 

1 c.218A>G p.Tyr73Cys missense_variant MODE
RATE 

1.0 298
2.2
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zygou
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0.2 
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1_0306
21 

B.1.1.7 28
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0 

GAT CTA MN
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zygou
s 

N QHD434
23.2 

1 c.7_9delGATinsCTA p.Asp3Leu missense_variant MODE
RATE 

1.0 296
6.7
3 

18
84
8 
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1_0306
21 

B.1.1.7 28
88
1 

GGG AAC MN
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zygou
s 

N QHD434
23.2 
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missense_variant MODE
RATE 
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2.2
1 

40
77 
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1_0306
21 

B.1.1.7 28
97
7 

C T SNP Homo
zygou
s 

N QHD434
23.2 

1 c.704C>T p.Ser235Phe missense_variant MODE
RATE 

1.0 298
1.9
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39
68 
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1_0306
21 

B.1.1.7 29
10
9 

C A SNP Homo
zygou
s 

N QHD434
23.2 

1 c.836C>A p.Pro279Gln missense_variant MODE
RATE 

0.9
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28
50 
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21 

B.1.1.7 24
1 
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1_2106
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975 
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74
05 

Patient
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B.1.1.7 30
37 

C T SNP Homo
zygou
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orf1a
b 
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15.1 
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6.1
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19
04 
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C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.3002C>T p.Thr1001Ile missense_variant MODE
RATE 
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6.7
3 

26
1 

Patient
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21 

B.1.1.7 53
88 

C A SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5123C>A p.Ala1708Asp missense_variant MODE
RATE 

1.0 298
2.1
9 

78
6 

Patient
1_2106
21 

B.1.1.7 59
86 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5721C>T p.Phe1907Ph
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0.6
8 

17
2 

Patient
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21 

B.1.1.7 61
14 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5849C>T p.Pro1950Leu missense_variant MODE
RATE 

0.9
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289
1.9
1 

10
94 
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1_2106
21 

B.1.1.7 69
54 

T C SNP Heter
ozygo
us 

orf1a
b 

QHD434
15.1 

1 c.6689T>C p.Ile2230Thr missense_variant MODE
RATE 

0.8
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8.8
3 

24
6 
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1_2106
21 

B.1.1.7 77
35 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.7470C>T p.Ile2490Ile synonymous_variant LOW 0.9
975 

294
8.9 

10
22 

Patient
1_2106
21 

B.1.1.7 11
28
7 

GTCTGGTTTT G DEL Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.11023_11031delTCTG
GTTTT 

p.Ser3675_Ph
e3677del 

conservative_inframe
_deletion 

MODE
RATE 

1.0 295
9.9
5 

22
46 
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1_2106
21 

B.1.1.7 14
40
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14144C>T p.Pro4715Leu missense_variant MODE
RATE 

1.0 204
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1 
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B.1.1.7 14
67

C T SNP Homo
zygou
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b 

QHD434
15.1 

2 c.14412C>T p.Pro4804Pro synonymous_variant LOW 0.9
95 
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3.3 

49
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B.1.1.7 15
27
9 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.15015C>T p.His5005His synonymous_variant LOW 1.0 297
7.0 

42
7 

Patient
1_2106
21 

B.1.1.7 16
17
6 

T C SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.15912T>C p.Thr5304Thr synonymous_variant LOW 1.0 297
1.4
1 

16
59 

Patient
1_2106
21 

B.1.1.7 16
39
1 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.16127C>T p.Ala5376Val missense_variant MODE
RATE 

0.9
974
94 

293
9.9
8 

23
82 

Patient
1_2106
21 

B.1.1.7 17
61
5 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.17351A>G p.Lys5784Arg missense_variant MODE
RATE 

0.9
95 

289
5.5
9 

59
8 

Patient
1_2106
21 

B.1.1.7 21
76
4 

ATACATG A DEL Homo
zygou
s 

S QHD434
16.1 

1 c.204_209delACATGT p.His69_Val7
0del 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 213
3.3
1 

28
7 

Patient
1_2106
21 

B.1.1.7 21
99
0 

TTTA T DEL Homo
zygou
s 

S QHD434
16.1 

1 c.432_434delTTA p.Tyr145del disruptive_inframe_d
eletion 

MODE
RATE 

0.9
923
66 

282
8.4
7 

39
4 

Patient
1_2106
21 

B.1.1.7 23
04
0 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1478A>G p.Gln493Arg missense_variant MODE
RATE 

0.9
95 

291
9.6
4 

77
4 

Patient
1_2106
21 

B.1.1.7 23
06
3 

A T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1501A>T p.Asn501Tyr missense_variant MODE
RATE 

0.9
878
79 

117
5.9
1 

16
6 
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1_2106
21 

B.1.1.7 23
27
1 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1709C>A p.Ala570Asp missense_variant MODE
RATE 

1.0 297
4.3
3 

26
79 
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1_2106
21 

B.1.1.7 23
40
3 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1841A>G p.Asp614Gly missense_variant MODE
RATE 

0.9
975 

294
6.4 

19
36 
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1_2106
21 

B.1.1.7 23
60
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2042C>A p.Pro681His missense_variant MODE
RATE 

1.0 296
3.2
5 

99
2 
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1_2106
21 

B.1.1.7 23
70
9 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2147C>T p.Thr716Ile missense_variant MODE
RATE 

0.9
975 

294
8.9 

52
2 
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1_2106
21 

B.1.1.7 24
02
6 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2464C>T p.Leu822Phe missense_variant MODE
RATE 

1.0 296
0.2
8 

75
2 
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1_2106
21 

B.1.1.7 24
50
6 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2944T>G p.Ser982Ala missense_variant MODE
RATE 

1.0 298
1.9 

28
19 
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1_2106
21 

B.1.1.7 24
91
4 

G C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.3352G>C p.Asp1118His missense_variant MODE
RATE 

1.0 297
4.7
5 
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5 
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1_2106
21 

B.1.1.7 26
73
0 

G C SNP Homo
zygou
s 

M QHD434
19.1 

1 c.208G>C p.Val70Leu missense_variant MODE
RATE 
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9 
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18 
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B.1.1.7 27
49
4 

C T SNP Homo
zygou
s 

ORF7
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QHD434
21.1 

1 c.101C>T p.Pro34Leu missense_variant MODE
RATE 

0.9
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0.7
5 
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2 
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1_2106
21 

B.1.1.7 27
92
9 

T A SNP Homo
zygou
s 

ORF8 QHD434
22.1 

1 c.36T>A p.Thr12Thr synonymous_variant LOW 0.9
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7.4
3 
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0 
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1_2106
21 

B.1.1.7 27
97
2 

C T SNP Homo
zygou
s 

ORF8 QHD434
22.1 

1 c.79C>T p.Gln27* stop_gained HIGH 1.0 297
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4 
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1 
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1_2106
21 

B.1.1.7 28
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8 

G T SNP Homo
zygou
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ORF8 QHD434
22.1 
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RATE 
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21 

B.1.1.7 28
11
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zygou
s 

ORF8 QHD434
22.1 
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RATE 
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52
9 

Patient
1_2106
21 

B.1.1.7 28
27
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zygou
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zygou
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97
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1 c.2772C>T p.Phe924Phe synonymous_variant LOW 1.0 294
9.1
4 

20
32 

Patient
1_0607
21 

B.1.1.7 32
67 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.3002C>T p.Thr1001Ile missense_variant MODE
RATE 

1.0 298
2.2
1 

13
49 

Patient
1_0607
21 

B.1.1.7 53
88 

C A SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5123C>A p.Ala1708Asp missense_variant MODE
RATE 

1.0 294
4.1
7 

23
99 

Patient
1_0607
21 

B.1.1.7 59
86 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5721C>T p.Phe1907Ph
e 

synonymous_variant LOW 1.0 297
9.6
7 

85
2 

Patient
1_0607
21 

B.1.1.7 61
14 

C T SNP Homo
zygou

orf1a
b 

QHD434
15.1 

1 c.5849C>T p.Pro1950Leu missense_variant MODE
RATE 

0.9
975 

236
1.0

20
96 

Patient
1_0607



s 5 21 

B.1.1.7 69
54 

T C SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 
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RATE 
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zygou
s 

orf1a
b 

QHD434
15.1 

1 c.3919G>A p.Gly1307Ser missense_variant MODE
RATE 

0.9
975 

294
8.9 

42
18 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

43
21 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.4056C>T p.Ala1352Ala synonymous_variant LOW 0.9
875 

283
0.5
3 

64
01 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

45
43 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.4278C>T p.Thr1426Thr synonymous_variant LOW 0.9
975 

294
8.9 

91
29 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

73
03 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.7038C>T p.Ile2346Ile synonymous_variant LOW 1.0 298
2.2 

33
04 

Patient
4_0605
22 



B.1.1.52
9 (BA.2) 

93
44 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9079C>T p.Leu3027Ph
e 

missense_variant MODE
RATE 

1.0 298
1.4
8 

58
55 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

94
24 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9159A>G p.Val3053Val synonymous_variant LOW 1.0 297
2.7 

31
71 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

95
34 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9269C>T p.Thr3090Ile missense_variant MODE
RATE 

1.0 122
7.9
6 

16
5 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

98
66 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9601C>T p.Leu3201Ph
e 

missense_variant MODE
RATE 

1.0 297
1.2
7 

85
00 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

10
02
9 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9764C>T p.Thr3255Ile missense_variant MODE
RATE 

0.9
924
81 

288
5.2
5 

78
98 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

10
19
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9933C>T p.Asp3311Asp synonymous_variant LOW 1.0 298
2.1
5 

92
17 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

10
44
7 

GCC ACA MN
P 

Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.10182_10184delGCCin
sACA 

p.Pro3395His missense_variant MODE
RATE 

1.0 296
8.7
2 

35
32 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

11
28
7 

GTCTGGTTTT G DEL Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.11023_11031delTCTG
GTTTT 

p.Ser3675_Ph
e3677del 

conservative_inframe
_deletion 

MODE
RATE 

1.0 294
7.6
4 

99
27 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

12
88
0 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.12615C>T p.Ile4205Ile synonymous_variant LOW 0.9
975 

294
8.6
4 

45
43 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

14
40
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14144C>T p.Pro4715Leu missense_variant MODE
RATE 

0.9
975 

294
7.3 

50
97 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

15
71
4 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.15450C>T p.Leu5150Le
u 

synonymous_variant LOW 1.0 298
2.2
1 

87
59 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

17
41
0 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.17146C>T p.Arg5716Cys missense_variant MODE
RATE 

1.0 297
4.7
6 

69
19 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

18
16
3 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.17899A>G p.Ile5967Val missense_variant MODE
RATE 

1.0 298
2.0
9 

20
74 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

18
88
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.18624C>T p.His6208His synonymous_variant LOW 0.9
975 

294
8.8
9 

57
56 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

19
95
5 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.19691C>T p.Thr6564Ile missense_variant MODE
RATE 

1.0 297
4.5
7 

67
65 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

20
05
5 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.19791A>G p.Glu6597Glu synonymous_variant LOW 0.9
975 

237
9.7
4 

61
76 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

20
91

G A SNP Homo
zygou

orf1a
b 

QHD434
15.1 

2 c.20655G>A p.Gln6885Gln synonymous_variant LOW 0.9
95 

291
9.6

79
39 

Patient
4_0605
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B.1.1.52
9 (BA.2) 

21
61
8 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.56C>T p.Thr19Ile missense_variant MODE
RATE 

0.9
975 

294
9.1 

92
08 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

21
63
2 

TTACCCCCTG T DEL Homo
zygou
s 

S QHD434
16.1 

1 c.71_79delTACCCCCTG p.Leu24_Ala2
7delinsSer 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 293
7.5
8 

90
58 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

21
98
7 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.425G>A p.Gly142Asp missense_variant MODE
RATE 

1.0 295
4.8
6 

72
26 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
20
0 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.638T>G p.Val213Gly missense_variant MODE
RATE 

1.0 298
1.1
7 

58
57 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
57
8 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1016G>A p.Gly339Asp missense_variant MODE
RATE 

1.0 297
4.7
7 

57
05 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
67
4 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1112C>T p.Ser371Phe missense_variant MODE
RATE 

0.9
949
87 

233
9.8
2 

23
32 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
67
9 

T C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1117T>C p.Ser373Pro missense_variant MODE
RATE 

1.0 298
1.8
9 

23
38 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
68
6 

CCA TCG MN
P 

Homo
zygou
s 

S QHD434
16.1 

1 c.1124_1126delCCAinsT
CG 

p.SerThr375P
heAla 

missense_variant MODE
RATE 

1.0 293
0.4
9 

22
53 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
77
5 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1213G>A p.Asp405Asn missense_variant MODE
RATE 

1.0 298
2.2
1 

22
96 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
78
6 

A C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1224A>C p.Arg408Ser missense_variant MODE
RATE 

1.0 298
2.2
1 

22
91 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
81
3 

G T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1251G>T p.Lys417Asn missense_variant MODE
RATE 

1.0 298
2.1
8 

79
54 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
88
2 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1320T>G p.Asn440Lys missense_variant MODE
RATE 

1.0 297
4.7
6 

11
12
8 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

22
99
2 

GCAC ACAA MN
P 

Homo
zygou
s 

S QHD434
16.1 

1 c.1430_1433delGCACins
ACAA 

p.SerThr477A
snLys 

missense_variant MODE
RATE 

1.0 295
7.8
6 

54
08 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
01
3 

A C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1451A>C p.Glu484Ala missense_variant MODE
RATE 

1.0 298
2.1
9 

53
99 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
04
0 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1478A>G p.Gln493Arg missense_variant MODE
RATE 

0.9
943
66 

258
0.1
6 

53
09 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
40
3 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1841A>G p.Asp614Gly missense_variant MODE
RATE 

1.0 298
1.1
3 

81
24 

Patient
4_0605
22 



B.1.1.52
9 (BA.2) 

23
52
5 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1963C>T p.His655Tyr missense_variant MODE
RATE 

1.0 298
1.9
8 

98
44 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
59
9 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2037T>G p.Asn679Lys missense_variant MODE
RATE 

1.0 298
2.2
1 

88
61 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
60
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2042C>A p.Pro681His missense_variant MODE
RATE 

1.0 297
5.3
6 

88
63 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
85
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2292C>A p.Asn764Lys missense_variant MODE
RATE 

1.0 295
9.6
9 

27
52 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

23
94
8 

G T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2386G>T p.Asp796Tyr missense_variant MODE
RATE 

1.0 297
4.7
5 

27
68 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

24
42
4 

A T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2862A>T p.Gln954His missense_variant MODE
RATE 

1.0 298
1.5
4 

23
09 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

24
46
9 

T A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2907T>A p.Asn969Lys missense_variant MODE
RATE 

1.0 293
0.6
4 

69
45 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

25
00
0 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.3438C>T p.Asp1146Asp synonymous_variant LOW 1.0 297
9.7
4 

71
51 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

25
58
4 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.192C>T p.Thr64Thr synonymous_variant LOW 1.0 296
5.3
5 

58
85 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

25
58
7 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.195C>T p.Leu65Leu synonymous_variant LOW 1.0 298
2.1
2 

58
86 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

26
06
0 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.668C>T p.Thr223Ile missense_variant MODE
RATE 

1.0 296
0.4
1 

53
24 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

26
27
0 

C T SNP Homo
zygou
s 

E QHD434
18.1 

1 c.26C>T p.Thr9Ile missense_variant MODE
RATE 

1.0 298
2.2
1 

12
21
8 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

26
57
7 

C G SNP Homo
zygou
s 

M QHD434
19.1 

1 c.55C>G p.Gln19Glu missense_variant MODE
RATE 

1.0 297
4.7
5 

38
37 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

26
70
9 

G A SNP Homo
zygou
s 

M QHD434
19.1 

1 c.187G>A p.Ala63Thr missense_variant MODE
RATE 

1.0 298
2.2
1 

45
64 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

26
85
8 

C T SNP Homo
zygou
s 

M QHD434
19.1 

1 c.336C>T p.Phe112Phe synonymous_variant LOW 1.0 298
2.1
1 

44
77 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

27
00
2 

C T SNP Homo
zygou
s 

M QHD434
19.1 

1 c.480C>T p.Asp160Asp synonymous_variant LOW 1.0 298
2.2
1 

74
59 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

27
25

A C SNP Homo
zygou

ORF6 QHD434
20.1 

1 c.58A>C p.Arg20Arg synonymous_variant LOW 1.0 297
4.5

68
57 

Patient
4_0605
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B.1.1.52
9 (BA.2) 

27
38
2 

GAT CTC MN
P 

Homo
zygou
s 

ORF6 QHD434
20.1 

1 c.181_183delGATinsCTC p.Asp61Leu missense_variant MODE
RATE 

1.0 293
5.9
6 

36
49 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

27
49
4 

C T SNP Heter
ozygo
us 

ORF7
a 

QHD434
21.1 

1 c.101C>T p.Pro34Leu missense_variant MODE
RATE 

0.4
076
09 

125
.80
5 

18
4 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

27
80
7 

C T SNP Homo
zygou
s 

ORF8 QHD434
22.1 

-1 c.-87C>T . upstream_gene_varia
nt 

MODIF
IER 

1.0 298
2.2
1 

94
81 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

28
27
1 

A T SNP Homo
zygou
s 

N QHD434
23.2 

-1 c.-3A>T . upstream_gene_varia
nt 

MODIF
IER 

1.0 291
5.4
6 

10
17
0 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

28
31
1 

C T SNP Homo
zygou
s 

N QHD434
23.2 

1 c.38C>T p.Pro13Leu missense_variant MODE
RATE 

0.9
9 

286
5.3
1 

10
17
5 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

28
36
1 

GGAGAACGCA G DEL Homo
zygou
s 

N QHD434
23.2 

1 c.90_98delAGAACGCAG p.Glu31_Ser3
3del 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 295
5.9
9 

38
95 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

28
88
1 

GGG AAC MN
P 

Homo
zygou
s 

N QHD434
23.2 

1 c.608_610delGGGinsAAC p.ArgGly203L
ysArg 

missense_variant MODE
RATE 

1.0 296
7.3
4 

19
75 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

29
25
0 

C T SNP Heter
ozygo
us 

N QHD434
23.2 

1 c.977C>T p.Pro326Leu missense_variant MODE
RATE 

0.7
675 

143
8.8
2 

26
75 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

29
51
0 

A C SNP Homo
zygou
s 

N QHD434
23.2 

1 c.1237A>C p.Ser413Arg missense_variant MODE
RATE 

1.0 297
5.7
6 

97
2 

Patient
4_0605
22 

B.1.1.52
9 (BA.2) 

29
73
3 

CGAGGCCACGCG
GAGTACGATCGA
GTG 

C DEL Homo
zygou
s 

S QHD434
16.1 

-1 c.*4350_*4375delGAGGC
CACGCGGAGTACGATCG
AGTG 

. downstream_gene_va
riant 

MODIF
IER 

1.0 295
2.8
7 

12
44 

Patient
4_0605
22 

B.1.1.52
9 
(BA.2.9) 

44 C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

-1 c.-222C>T . upstream_gene_varia
nt 

MODIF
IER 

1.0 297
4.9
5 

70
74 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

24
1 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

-1 c.-25C>T . upstream_gene_varia
nt 

MODIF
IER 

1.0 296
7.0
5 

40
6 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

67
0 

T G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.405T>G p.Ser135Arg missense_variant MODE
RATE 

0.9
95 

291
9.6
3 

76
67 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

27
90 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.2525C>T p.Thr842Ile missense_variant MODE
RATE 

1.0 288
6.3 

38
22 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

30
37 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.2772C>T p.Phe924Phe synonymous_variant LOW 1.0 296
4.6
4 

60
43 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

41
84 

G A SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.3919G>A p.Gly1307Ser missense_variant MODE
RATE 

1.0 298
2.1
7 

56
93 

Patient
3_2803
22 



B.1.1.52
9 
(BA.2.9) 

43
21 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.4056C>T p.Ala1352Ala synonymous_variant LOW 0.9
85 

281
4.8
9 

62
25 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

71
01 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.6836C>T p.Ala2279Val missense_variant MODE
RATE 

1.0 298
2.2
1 

20
35 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

93
44 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9079C>T p.Leu3027Ph
e 

missense_variant MODE
RATE 

1.0 297
6.5 

60
54 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

94
24 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9159A>G p.Val3053Val synonymous_variant LOW 1.0 298
1.0
6 

40
95 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

95
34 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9269C>T p.Thr3090Ile missense_variant MODE
RATE 

1.0 117
3.6 

15
8 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

98
66 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9601C>T p.Leu3201Ph
e 

missense_variant MODE
RATE 

1.0 296
9.3
4 

65
94 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

10
02
9 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9764C>T p.Thr3255Ile missense_variant MODE
RATE 

0.9
949
87 

291
2.3
3 

70
27 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

10
19
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9933C>T p.Asp3311Asp synonymous_variant LOW 0.9
974
94 

294
1.3 

77
50 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

10
44
7 

GCC ACA MN
P 

Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.10182_10184delGCCin
sACA 

p.Pro3395His missense_variant MODE
RATE 

1.0 296
7.2
7 

36
32 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

11
28
7 

GTCTGGTTTT G DEL Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.11023_11031delTCTG
GTTTT 

p.Ser3675_Ph
e3677del 

conservative_inframe
_deletion 

MODE
RATE 

1.0 295
9.8 

82
41 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

12
88
0 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.12615C>T p.Ile4205Ile synonymous_variant LOW 1.0 298
2.1
7 

38
26 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

14
40
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14144C>T p.Pro4715Leu missense_variant MODE
RATE 

0.9
924
81 

288
4.3
8 

24
47 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

15
71
4 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.15450C>T p.Leu5150Le
u 

synonymous_variant LOW 1.0 298
2.2
1 

58
66 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

17
41
0 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.17146C>T p.Arg5716Cys missense_variant MODE
RATE 

0.9
975 

294
8.9 

91
23 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

18
16
3 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.17899A>G p.Ile5967Val missense_variant MODE
RATE 

1.0 298
2.1
9 

18
03 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

18
63
6 

G T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.18372G>T p.Val6124Val synonymous_variant LOW 0.9
975 

237
9.9
1 

25
50 

Patient
3_2803
22 

B.1.1.52
9 

19
47

T A SNP Homo
zygou

orf1a
b 

QHD434
15.1 

2 c.19210T>A p.Leu6404Ile missense_variant MODE
RATE 

1.0 294
8.4

42
54 

Patient
3_2803



(BA.2.9) 4 s 9 22 

B.1.1.52
9 
(BA.2.9) 

19
95
5 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.19691C>T p.Thr6564Ile missense_variant MODE
RATE 

1.0 298
0.3
6 

50
64 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

20
05
5 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.19791A>G p.Glu6597Glu synonymous_variant LOW 1.0 293
5.1
2 

51
95 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

21
61
8 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.56C>T p.Thr19Ile missense_variant MODE
RATE 

1.0 298
2.2
1 

59
05 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

21
63
2 

TTACCCCCTG T DEL Homo
zygou
s 

S QHD434
16.1 

1 c.71_79delTACCCCCTG p.Leu24_Ala2
7delinsSer 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 293
5.4
6 

58
25 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

21
98
7 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.425G>A p.Gly142Asp missense_variant MODE
RATE 

0.9
975 

294
8.8
7 

44
16 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
20
0 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.638T>G p.Val213Gly missense_variant MODE
RATE 

1.0 297
3.7
5 

42
40 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
57
8 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1016G>A p.Gly339Asp missense_variant MODE
RATE 

0.9
975 

294
8.9 

45
24 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
67
4 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1112C>T p.Ser371Phe missense_variant MODE
RATE 

0.9
975 

237
9.3
7 

18
54 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
67
9 

T C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1117T>C p.Ser373Pro missense_variant MODE
RATE 

0.9
85 

281
3.3
3 

18
48 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
68
6 

CCA TCG MN
P 

Homo
zygou
s 

S QHD434
16.1 

1 c.1124_1126delCCAinsT
CG 

p.SerThr375P
heAla 

missense_variant MODE
RATE 

1.0 296
1.4
8 

16
01 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
77
5 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1213G>A p.Asp405Asn missense_variant MODE
RATE 

0.9
975 

294
3.3
8 

16
18 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
78
6 

A C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1224A>C p.Arg408Ser missense_variant MODE
RATE 

1.0 298
2.1
2 

16
17 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
79
2 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1230C>T p.Ile410Ile synonymous_variant LOW 0.9
975 

294
8.8
2 

16
10 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
81
3 

G T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1251G>T p.Lys417Asn missense_variant MODE
RATE 

0.9
975 

294
5.6
2 

16
90 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
88
2 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1320T>G p.Asn440Lys missense_variant MODE
RATE 

1.0 298
2.2 

70
17 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

22
99
2 

GCAC ACAA MN
P 

Homo
zygou
s 

S QHD434
16.1 

1 c.1430_1433delGCACins
ACAA 

p.SerThr477A
snLys 

missense_variant MODE
RATE 

1.0 297
4.7
6 

69
76 

Patient
3_2803
22 



B.1.1.52
9 
(BA.2.9) 

23
01
3 

A C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1451A>C p.Glu484Ala missense_variant MODE
RATE 

0.9
975 

295
0.4
7 

69
59 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
04
0 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1478A>G p.Gln493Arg missense_variant MODE
RATE 

0.9
973
89 

281
9.2
7 

69
13 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
40
3 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1841A>G p.Asp614Gly missense_variant MODE
RATE 

1.0 297
7.3
4 

81
23 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
41
0 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1848C>T p.Asn616Asn synonymous_variant LOW 1.0 298
2.2 

81
35 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
52
5 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1963C>T p.His655Tyr missense_variant MODE
RATE 

1.0 298
2.0
9 

89
71 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
59
9 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2037T>G p.Asn679Lys missense_variant MODE
RATE 

0.9
975 

294
8.8
9 

77
79 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
60
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2042C>A p.Pro681His missense_variant MODE
RATE 

1.0 298
1.7 

77
78 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
85
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2292C>A p.Asn764Lys missense_variant MODE
RATE 

0.9
975 

237
3.3
5 

30
80 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

23
94
8 

G T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2386G>T p.Asp796Tyr missense_variant MODE
RATE 

1.0 298
2.0
1 

24
46 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

24
42
4 

A T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2862A>T p.Gln954His missense_variant MODE
RATE 

0.9
975 

238
0.1
6 

34
92 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

24
46
9 

T A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2907T>A p.Asn969Lys missense_variant MODE
RATE 

0.9
975 

288
6.7 

86
16 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

25
00
0 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.3438C>T p.Asp1146Asp synonymous_variant LOW 0.9
95 

291
6.7 

60
39 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

25
58
4 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.192C>T p.Thr64Thr synonymous_variant LOW 0.9
924
81 

288
4.9
3 

27
72 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

25
62
4 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.232C>T p.His78Tyr missense_variant MODE
RATE 

0.9
974
87 

292
4.3
2 

41
09 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

26
06
0 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.668C>T p.Thr223Ile missense_variant MODE
RATE 

1.0 298
2.2
1 

45
67 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

26
27
0 

C T SNP Homo
zygou
s 

E QHD434
18.1 

1 c.26C>T p.Thr9Ile missense_variant MODE
RATE 

1.0 297
0.7
6 

12
61
4 

Patient
3_2803
22 

B.1.1.52
9 

26
57

C G SNP Homo
zygou

M QHD434
19.1 

1 c.55C>G p.Gln19Glu missense_variant MODE
RATE 

1.0 298
2.2

22
77 

Patient
3_2803



(BA.2.9) 7 s 1 22 

B.1.1.52
9 
(BA.2.9) 

26
70
9 

G A SNP Homo
zygou
s 

M QHD434
19.1 

1 c.187G>A p.Ala63Thr missense_variant MODE
RATE 

0.9
975 

294
8.9
1 

44
64 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

26
75
3 

C T SNP Homo
zygou
s 

M QHD434
19.1 

1 c.231C>T p.Thr77Thr synonymous_variant LOW 0.9
95 

291
9.6
6 

44
82 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

26
85
8 

C T SNP Homo
zygou
s 

M QHD434
19.1 

1 c.336C>T p.Phe112Phe synonymous_variant LOW 0.9
975 

294
8.8
3 

46
86 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

27
25
9 

A C SNP Homo
zygou
s 

ORF6 QHD434
20.1 

1 c.58A>C p.Arg20Arg synonymous_variant LOW 1.0 298
2.0
8 

62
70 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

27
38
2 

GAT CTC MN
P 

Homo
zygou
s 

ORF6 QHD434
20.1 

1 c.181_183delGATinsCTC p.Asp61Leu missense_variant MODE
RATE 

1.0 294
5.8
2 

29
90 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

27
80
7 

C T SNP Homo
zygou
s 

ORF8 QHD434
22.1 

-1 c.-87C>T . upstream_gene_varia
nt 

MODIF
IER 

0.9
975 

294
8.9 

76
98 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

28
27
1 

A T SNP Homo
zygou
s 

N QHD434
23.2 

-1 c.-3A>T . upstream_gene_varia
nt 

MODIF
IER 

0.9
875 

284
1.7
6 

13
79
6 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

28
31
1 

C T SNP Homo
zygou
s 

N QHD434
23.2 

1 c.38C>T p.Pro13Leu missense_variant MODE
RATE 

0.9
95 

235
2.9
2 

13
79
6 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

28
36
1 

GGAGAACGCA G DEL Homo
zygou
s 

N QHD434
23.2 

1 c.90_98delAGAACGCAG p.Glu31_Ser3
3del 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 292
2.7
1 

40
49 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

28
88
1 

GGG AAC MN
P 

Homo
zygou
s 

N QHD434
23.2 

1 c.608_610delGGGinsAAC p.ArgGly203L
ysArg 

missense_variant MODE
RATE 

1.0 295
9.9 

28
04 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

29
51
0 

A C SNP Homo
zygou
s 

N QHD434
23.2 

1 c.1237A>C p.Ser413Arg missense_variant MODE
RATE 

1.0 294
4.0 

14
03 

Patient
3_2803
22 

B.1.1.52
9 
(BA.2.9) 

29
73
3 

CGAGGCCACGCG
GAGTACGATCGA
GTG 

C DEL Homo
zygou
s 

S QHD434
16.1 

-1 c.*4350_*4375delGAGGC
CACGCGGAGTACGATCG
AGTG 

. downstream_gene_va
riant 

MODIF
IER 

1.0 295
5.7
2 

74
9 

Patient
3_2803
22 

B.1.1.52
9 
(BA.1.15
) 

24
1 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

-1 c.-25C>T . upstream_gene_varia
nt 

MODIF
IER 

0.9
905
66 

760
.26
8 

10
6 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

28
32 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.2567A>G p.Lys856Arg missense_variant MODE
RATE 

0.9
874
37 

282
4.5
3 

47
6 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

30
37 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.2772C>T p.Phe924Phe synonymous_variant LOW 1.0 293
9.9 

14
29 

Patient
5_0901
22 



B.1.1.52
9 
(BA.1.15
) 

53
86 

T G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.5121T>G p.Ala1707Ala synonymous_variant LOW 1.0 185
7.1 

24
9 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

65
12 

AGTT A DEL Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.6248_6250delGTT p.Ser2083_Le
u2084delinsIl
e 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 294
9.4
2 

43
5 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

83
93 

G A SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.8128G>A p.Ala2710Thr missense_variant MODE
RATE 

1.0 285
6.5
1 

38
5 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

10
02
9 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9764C>T p.Thr3255Ile missense_variant MODE
RATE 

0.9
975 

294
8.6
6 

45
9 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

10
13
5 

T C SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.9870T>C p.Leu3290Le
u 

synonymous_variant LOW 1.0 296
1.0
2 

49
5 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

10
44
9 

C A SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.10184C>A p.Pro3395His missense_variant MODE
RATE 

0.9
946
38 

271
6.4
8 

37
3 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

11
28
2 

AGTTTGTCTG A DEL Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.11022_11030delGTCT
GGTTT 

p.Leu3674_Gl
y3676del 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 108
8.4
6 

14
8 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

11
53
7 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.11272A>G p.Ile3758Val missense_variant MODE
RATE 

1.0 801
.25
3 

10
8 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

13
19
5 

T C SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

1 c.12930T>C p.Val4310Val synonymous_variant LOW 1.0 269
4.1
8 

36
2 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

14
40
8 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14144C>T p.Pro4715Leu missense_variant MODE
RATE 

1.0 104
0.2
6 

14
0 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

15
24
0 

C T SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.14976C>T p.Asn4992Asn synonymous_variant LOW 1.0 298
2.0
7 

64
8 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

17
10
5 

AT A DEL Heter
ozygo
us 

orf1a
b 

QHD434
15.1 

2 c.16845delT p.Phe5615fs frameshift_variant HIGH 0.6
276
6 

194
.20
5 

28
4 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15

18
16
3 

A G SNP Homo
zygou
s 

orf1a
b 

QHD434
15.1 

2 c.17899A>G p.Ile5967Val missense_variant MODE
RATE 

0.9
717
51 

119
0.8
2 

17
7 

Patient
5_0901
22 



) 

B.1.1.52
9 
(BA.1.15
) 

21
76
2 

CTATACATG TTA MIX
ED 

Homo
zygou
s 

S QHD434
16.1 

1 c.200_208delCTATACAT
GinsTTA 

p.Ala67_Val7
0delinsValIle 

missense_variant&dis
ruptive_inframe_dele
tion 

MODE
RATE 

1.0 211
.41
4 

28 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
19
3 

AATT A DEL Homo
zygou
s 

S QHD434
16.1 

1 c.632_634delATT p.Asn211_Leu
212delinsIle 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 153
1.2
2 

20
7 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
20
4 

T TGAG
CCAG
AA 

INS Homo
zygou
s 

S QHD434
16.1 

1 c.644_645insGCCAGAAG
A 

p.Arg214_Asp
215insGluPro
Glu 

disruptive_inframe_i
nsertion 

MODE
RATE 

0.8
689
32 

101
4.4
7 

20
7 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
57
8 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1016G>A p.Gly339Asp missense_variant MODE
RATE 

1.0 253
.40
1 

34 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
67
3 

TC CT MN
P 

Homo
zygou
s 

S QHD434
16.1 

1 c.1111_1112delTCinsCT p.Ser371Leu missense_variant MODE
RATE 

1.0 510
.85
3 

69 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
67
9 

T C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1117T>C p.Ser373Pro missense_variant MODE
RATE 

1.0 510
.85
2 

69 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
68
6 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1124C>T p.Ser375Phe missense_variant MODE
RATE 

1.0 385
.61
3 

51 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
81
3 

G T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1251G>T p.Lys417Asn missense_variant MODE
RATE 

1.0 297
3.5
8 

47
7 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
88
2 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1320T>G p.Asn440Lys missense_variant MODE
RATE 

0.9
974
94 

294
0.7 

98
4 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
89
8 

G A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1336G>A p.Gly446Ser missense_variant MODE
RATE 

1.0 294
7.7
1 

99
7 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

22
99
2 

GCAC ACAA MN
P 

Homo
zygou
s 

S QHD434
16.1 

1 c.1430_1433delGCACins
ACAA 

p.SerThr477A
snLys 

missense_variant MODE
RATE 

1.0 294
2.7
2 

59
0 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
01
3 

A C SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1451A>C p.Glu484Ala missense_variant MODE
RATE 

0.9
949
87 

234
7.4
4 

59
3 

Patient
5_0901
22 



B.1.1.52
9 
(BA.1.15
) 

23
04
0 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1478A>G p.Gln493Arg missense_variant MODE
RATE 

1.0 270
5.6
8 

57
6 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
20
2 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1640C>A p.Thr547Lys missense_variant MODE
RATE 

1.0 711
.71
1 

94 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
40
3 

A G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1841A>G p.Asp614Gly missense_variant MODE
RATE 

1.0 298
0.4
5 

42
3 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
52
5 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.1963C>T p.His655Tyr missense_variant MODE
RATE 

1.0 298
1.9
6 

40
1 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
59
9 

T G SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2037T>G p.Asn679Lys missense_variant MODE
RATE 

1.0 206
5.5
1 

27
8 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
60
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2042C>A p.Pro681His missense_variant MODE
RATE 

1.0 204
5.2
3 

27
5 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
85
4 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2292C>A p.Asn764Lys missense_variant MODE
RATE 

1.0 224
7.8
6 

30
3 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

23
94
8 

G T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2386G>T p.Asp796Tyr missense_variant MODE
RATE 

1.0 674
.51
2 

91 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

24
13
0 

C A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2568C>A p.Asn856Lys missense_variant MODE
RATE 

1.0 104
8.0
6 

14
1 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

24
42
4 

A T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2862A>T p.Gln954His missense_variant MODE
RATE 

0.9
974
94 

237
3.9 

41
5 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

24
46
9 

T A SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2907T>A p.Asn969Lys missense_variant MODE
RATE 

1.0 297
8.8
7 

12
64 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

24
50
3 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.2941C>T p.Leu981Phe missense_variant MODE
RATE 

0.9
799
5 

220
4.5
7 

12
89 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15

25
00
0 

C T SNP Homo
zygou
s 

S QHD434
16.1 

1 c.3438C>T p.Asp1146Asp synonymous_variant LOW 1.0 298
2.1
3 

52
7 

Patient
5_0901
22 



) 

B.1.1.52
9 
(BA.1.15
) 

25
58
4 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.192C>T p.Thr64Thr synonymous_variant LOW 0.9
849
25 

280
0.4
8 

62
2 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

25
70
8 

C T SNP Homo
zygou
s 

ORF3
a 

QHD434
17.1 

1 c.316C>T p.Leu106Phe missense_variant MODE
RATE 

0.9
975 

293
7.9
1 

47
4 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

26
27
0 

C T SNP Homo
zygou
s 

E QHD434
18.1 

1 c.26C>T p.Thr9Ile missense_variant MODE
RATE 

1.0 298
2.1
6 

35
75 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

26
53
0 

A G SNP Homo
zygou
s 

M QHD434
19.1 

1 c.8A>G p.Asp3Gly missense_variant MODE
RATE 

1.0 474
.14
1 

64 Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

26
70
9 

G A SNP Homo
zygou
s 

M QHD434
19.1 

1 c.187G>A p.Ala63Thr missense_variant MODE
RATE 

1.0 297
4.7
8 

45
4 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

27
25
9 

A C SNP Homo
zygou
s 

ORF6 QHD434
20.1 

1 c.58A>C p.Arg20Arg synonymous_variant LOW 0.9
968
45 

233
0.2
2 

31
7 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

27
80
7 

C T SNP Homo
zygou
s 

ORF8 QHD434
22.1 

-1 c.-87C>T . upstream_gene_varia
nt 

MODIF
IER 

1.0 920
.25
8 

12
4 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

28
27
1 

A T SNP Homo
zygou
s 

N QHD434
23.2 

-1 c.-3A>T . upstream_gene_varia
nt 

MODIF
IER 

0.9
875 

276
8.0
4 

22
99 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

28
31
1 

C T SNP Homo
zygou
s 

N QHD434
23.2 

1 c.38C>T p.Pro13Leu missense_variant MODE
RATE 

0.9
9 

230
1.9
8 

23
08 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

28
36
1 

GGAGAACGCA G DEL Homo
zygou
s 

N QHD434
23.2 

1 c.90_98delAGAACGCAG p.Glu31_Ser3
3del 

disruptive_inframe_d
eletion 

MODE
RATE 

1.0 292
1.2 

76
6 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

28
88
1 

GGG AAC MN
P 

Homo
zygou
s 

N QHD434
23.2 

1 c.608_610delGGGinsAAC p.ArgGly203L
ysArg 

missense_variant MODE
RATE 

0.9
924
24 

286
1.8 

64
1 

Patient
5_0901
22 

B.1.1.52
9 
(BA.1.15
) 

29
30
1 

A G SNP Homo
zygou
s 

N QHD434
23.2 

1 c.1028A>G p.Asp343Gly missense_variant MODE
RATE 

0.9
943
82 

129
8.4
7 

17
8 

Patient
5_0901
22 



B.1.1.52
9 
(BA.1.15
) 

29
42
1 

C T SNP Homo
zygou
s 

N QHD434
23.2 

1 c.1148C>T p.Pro383Leu missense_variant MODE
RATE 

0.9
956
9 

169
8.0
7 

23
2 

Patient
5_0901
22 

Supplementary Table 2: complete list of mutations identified in the SARS-CoV-2 genomes from patients described. 


