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Supplementary Table 1. Sequencing metrics. Patient ID, Ct value from the RdRp/S gene real-time PCR, total reads, % mapped to SARS-CoV-

2, mean depth, fold-80 base penalty and breadth of coverage at depth 1× across methods.  

 

    Twist (Illumina) ARTIC (Illumina) Midnight (ONT) 

Ct ID Total reads 
SARS-

CoV-2 %  
Mean 
depth 

Fold-
80 

Breadth of 
coverage % Batch 

Total 
reads 

SARS-
CoV-2 % 

Mean 
depth 

Fold-
80 

Breadth of 
coverage % Batch Ct 

Total 
reads 

SARS-
CoV-2 % 

Mean 
depth 

Fold-
80 

Breadth of 
coverage % Batch 

14 22 1,924,208 1 47 2.13 100 D 748,582 96 2,872 2.36 100 L 14 8,622 35 18 2.03 99 Y 

15 23 1,218,298 3 67 1.28 100 D 825,796 100 3,273 2.45 99 L n/a  n/a n/a n/a n/a  n/a n/a 

15 24 5,640,558 46 5,679 1.37 100 D 586,536 100 2,207 1.65 100 M 26b 188,824 96 1,857 2.31 100 Z 

15 6 15,606,562 99 34,929 1.55 100 B 674,612 100 2,620 1.52 100 J 15a 116,896 94 1,049 1.67 100 X 

16 25 4,864,862 48 5,105 1.45 100 D 599,468 100 2,241 1.74 100 M 27b 74,918 96 637 n/a 74 Z 

17 26 3,751,408 39 3,160 1.47 100 D 734,496 100 2,864 1.66 99 L n/a  n/a n/a n/a n/a  n/a n/a 

17 19 9,454,758 21 4,349 2.22 100 C 1,302,184 98 4,611 1.53 100 K 17 580,353 89 3,263 2.39 100 Y 

17 7 4,554,064 99 10,114 1.56 100 B 651,524 99 2,533 1.54 100 J 17a 88,330 94 821 1.66 100 X 

18 28 1,651,548 36 1,231 1.87 100 D 790,162 100 2,985 1.82 100 L 18 82,984 93 565 14.13 99 Y 

18 27 26,509,100 92 53,532 1.32 100 D 682,864 100 2,708 1.55 100 L n/a  n/a n/a n/a n/a  n/a n/a 

18 1 23,049,556 99 51,181 1.40 100 A 706,156 100 2,732 1.49 100 J 18a 108,493 96 1,040 1.62 100 X 

20 31 13,556,078 57 17,495 1.25 100 E 747,452 100 2,891 1.69 100 L n/a  n/a n/a n/a n/a  n/a n/a 

20 30 2,322,628 3 155 1.44 100 E 741,246 100 2,910 2.20 100 L n/a  n/a n/a n/a n/a  n/a n/a 

21 9 752,226 96 1,630 1.45 100 B 597,534 100 2,332 1.58 100 J 21a 11,839 15 12 n/a 57 X 

21 32 6,076,800 10 1,363 1.41 100 E 631,188 100 2,278 1.73 100 M n/a  n/a n/a n/a n/a  n/a n/a 

21 8 1,104,794 98 2,417 1.65 100 B 479,452 100 1,442 1.83 100 J 21a 79,307 96 691 1.79 100 X 

21 33 10,320,780 52 11,681 1.27 100 E 572,818 100 2,075 1.51 100 M 25b 179,510 97 1,869 1.78 99 Z 

22 34 15,393,650 14 4,869 1.33 100 E 623,694 100 2,295 1.65 100 M 25b 179,538 95 1,716 2.38 99 Z 

22 35 2,592,334 4 203 1.43 100 E 624,642 100 2,257 2.05 99 M n/a  n/a n/a n/a n/a  n/a n/a 

22 5 143,354 84 270 1.78 100 B 667,716 99 2,636 1.76 100 J 22a 21,818 92 177 1.77 99 X 

23 36 6,761,642 31 4,737 1.25 100 E 756,708 100 2,876 1.87 99 L n/a  n/a n/a n/a n/a  n/a n/a 

24 2 547,892 98 1,186 1.70 100 A 670,528 100 2,636 1.75 100 J 24a 57,717 93 496 2.00 99 X 

24 39 11,251,774 90 23,199 1.42 100 F 794,460 100 3,142 1.77 99 L n/a  n/a n/a n/a n/a  n/a n/a 



 

24 37 3,494,144 30 2,317 1.41 100 E 808,300 100 3,065 2.08 100 L 24 319,256 94 2,032 2.38 99 Y 

24 38 1,436,834 41 1,331 1.89 100 F 802,532 100 2,866 3.47 100 L n/a  n/a n/a n/a n/a  n/a n/a 

24 15 9,149,422 12 2,332 1.34 100 C 1,004,222 100 3,792 1.66 100 K 24 491,183 94 3,322 1.94 99 Y 

24 45 821,442 12 211 1.98 100 F 173,138 97 685 2.00 100 L 25b 66,842 85 569 6.70 99 Z 

25 41 3,514,144 76 6,135 1.64 100 F 817,218 100 3,066 2.71 100 L n/a  n/a n/a n/a n/a  n/a n/a 

25 18 5,553,528 0 25 1.94 100 C 1,347,520 93 4,464 2.16 100 K 25 114,683 79 719 2.13 99 Y 

25 44 1,310,444 10 303 1.76 100 F 625,026 98 2,102 1.66 100 M 26b 128,254 96 1,386 2.20 99 Z 

25 40 1,050,112 0 9 2.15 99 F 682,814 90 2,329 3.40 100 L n/a  n/a n/a n/a n/a  n/a n/a 

25 42 3,656,174 72 6,017 1.38 100 F 726,470 99 2,888 1.70 100 L 25b 137,433 97 1,477 1.61 99 Z 

25 43 28,273,804 94 60,105 1.40 100 F 529,042 100 1,922 1.60 99 M 26b 148,513 97 1,620 2.27 100 Z 

25 4 85,464 93 178 1.81 100 A 626,888 98 2,429 1.73 100 J n/a  n/a n/a n/a n/a  n/a n/a 

26 10 33,786 46 35 1.59 100 B 737,660 96 2,724 1.88 100 J n/a  n/a n/a n/a n/a  n/a n/a 

27 46 8,493,786 14 2,750 1.44 100 G 701,920 100 2,822 1.81 99 L n/a  n/a n/a n/a n/a  n/a n/a 

27 47 5,455,152 2 193 1.79 100 G 808,702 99 3,173 3.08 100 L n/a  n/a n/a n/a n/a  n/a n/a 

27 49 5,096,706 0 32 2.13 100 G 793,214 97 2,656 4.66 99 M n/a  n/a n/a n/a n/a  n/a n/a 

27 48 5,602,436 0 4 n/a 71 G 801,272 88 2,720 3.89 100 L n/a  n/a n/a n/a n/a  n/a n/a 

27 3 111,370 80 203 1.38 100 A 105,198 99 381 1.65 100 J n/a  n/a n/a n/a n/a  n/a n/a 

28 51 5,566,040 0 11 1.82 100 G 703,488 98 2,539 3.06 100 L n/a  n/a n/a n/a n/a  n/a n/a 

28 16 6,795,694 0 69 1.82 100 C 1,083,022 96 3,386 3.17 100 K 28 34,384 57 135 9.00 99 Y 

28 50 8,558,300 28 5,360 2.44 100 G 769,488 100 2,809 4.12 100 L n/a  n/a n/a n/a n/a  n/a n/a 

28 17 7,556,502 0 4 n/a 79 C 1,444,118 55 2,548 3.18 100 K  28 77,698 8 42 3.00 99 Y 

28 53 12,254,580 0 10 2.43 95 G 962,766 100 3,041 4.15 99 M n/a  n/a n/a n/a n/a  n/a n/a 

28 52 8,111,712 2 319 1.40 100 G 730,074 100 2,870 2.70 100 L n/a  n/a n/a n/a n/a  n/a n/a 

29 14 10,362,824 5 1,145 1.22 100 C 1,033,258 100 3,764 1.81 100 K 29 535,491 94 3,248 1.99 99 Y 

 

Ct, cycle threshold value from the RdRp/S gene real-time PCR; n/a, not applicable. 
a Original sample diluted, b new extraction with new Ct value.  

  



 

Supplementary Table 2. SARS-CoV-2 clade and lineage assignments. Patient ID, Ct value from RdRp/S gene real-time PCR, Pangolin 

lineage (Pango), Nextstrain clade (Clade) and quality metrics (according to Nextclade) for Twist bait hybridization enrichment and ARTIC V3 

and Midnight tiled amplicon enrichment.  

    Twist (Illumina) ARTIC (Illumina) Midnight (ONT) 

Ct ID Pango Clade qc.overall qc.missing Pango Clade qc.overall qc.missing Ct Pango Clade qc.overall qc.missing 

14 22 B.1.177 20E (EU1) good good B.1.177 20E (EU1) good good 14 None None None None 

15 23 B.1.351 20H (Beta, V2) good good B.1.351 20H (Beta, V2) mediocre good n/a  n/a n/a n/a n/a 

15 24 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good 26b B.1.1.7 20I (Alpha, V1) good good 

15 6 B.1 20A good good B.1 20A good good 15a B.1 20A good good 

16 25 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good 27b None 20I (Alpha, V1) bad bad 

17 26 B.1.36.1 20A good good B.1.36.1 20A good good n/a  n/a n/a n/a n/a 

17 19 B.1.177.82 20E (EU1) good good B.1.177.82 20E (EU1) good good 17 B.1.177.82 20E (EU1) good good 

17 7 B.1 20A good good B.1 20A good good 17a B.1 20A good good 

18 28 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good 18 None 20I (Alpha, V1) bad bad 

18 27 B.1.36.1 20A good good B.1.36.1 20A good good n/a  n/a n/a n/a n/a 

18 1 B.1 20C good good B.1 20C good good 18a B.1 20C good good 

20 31 B.1.36.1 20A good good B.1.36.1 20A good good n/a  n/a n/a n/a n/a 

20 30 B.1.177.46 20E (EU1) good good B.1.177.46 20E (EU1) good good n/a  n/a n/a n/a n/a 

21 9 B.3 19A good good B.3 19A good good 21a None None None None 

21 32 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

21 8 B.1 20A good good B.1 20A good good 21a B.1 20A good good 

21 33 B.1.36.1 20A good good B.1.36.1 20A good good 25b B.1.36.1 20A mediocre good 

22 34 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good 25b B.1.1.7 20I (Alpha, V1) good good 

22 35 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) mediocre good n/a  n/a n/a n/a n/a 

22 5 B.1 20A good good B.1 20A good good 22a B.1 20A bad bad 

23 36 B.1.351 20H (Beta, V2) mediocre good B.1.351 20H (Beta, V2) mediocre good n/a  n/a n/a n/a n/a 

24 2 B.1.44 20C good good B.1.44 20C good good 24a B.1.44 20C good mediocre 

24 39 B.1.351 20H (Beta, V2) mediocre good B.1.351 20H (Beta, V2) mediocre good n/a  n/a n/a n/a n/a 

24 37 B.1.1.7 20I (Alpha, V1) mediocre good B.1.1.7 20I (Alpha, V1) good good 24 B.1.1.7 20I (Alpha, V1) good good 



 

24 38 B.1.1.7 20I (Alpha, V1) bad good B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

24 15 B.1.36.1 20A good good B.1.36.1 20A good good 24 B.1.36.1 20A mediocre good 

24 45 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good 25b B.1.1.7 20I (Alpha, V1) bad bad 

25 41 B.1.1.7 20I (Alpha, V1) mediocre good B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

25 18 B.1.258 20A bad mediocre B.1.258 20A good good 25 B.1.258 20A mediocre mediocre 

25 44 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) mediocre good 26b B.1.1.7 20I (Alpha, V1) good good 

25 40 None 20A bad bad B.1.36.1 20A good good n/a  n/a n/a n/a n/a 

25 42 B.1.177.82 20E (EU1) good good B.1.177.82 20E (EU1) good good 25b B.1.177.82 20E (EU1) good good 

25 43 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good 26b B.1.1.7 20I (Alpha, V1) good good 

25 4 B.1 20C good good B.1 20C good good n/a  n/a n/a n/a n/a 

26 10 B.1 20C good good B.1 20C good good n/a  n/a n/a n/a n/a 

27 46 B.1.351 20H (Beta, V2) mediocre good B.1.351 20H (Beta, V2) mediocre good n/a  n/a n/a n/a n/a 

27 47 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

27 49 B.1.177.46 20E (EU1) mediocre mediocre B.1.177.46 20E (EU1) good good n/a  n/a n/a n/a n/a 

27 48 None None None  None B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

27 3 B.1 20C good good B.1 20C good good n/a  n/a n/a n/a n/a 

28 51 None 20I (Alpha, V1) bad bad B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

28 16 B.1.177.82 20E (EU1) good good B.1.177.82 20E (EU1) good good 28 None 20E (EU1) bad bad 

28 50 B.1.1.7 20I (Alpha, V1) good good B.1.1.7 20I (Alpha, V1) good good n/a  n/a n/a n/a n/a 

28 17 None 20E (EU1) bad bad B.1.177.86 20E (EU1) good good  28 None None None None 

28 53 None 20B bad bad B.1.1.141 20B good good n/a  n/a n/a n/a n/a 

28 52 B.1.36.1 20A good good B.1.36.1 20A good good n/a  n/a n/a n/a n/a 

29 14 B.1.160 20A good good B.1.160 20A good good 29 B.1.160 20A mediocre mediocre 

 

Ct, cycle threshold value from the RdRp/S gene real-time PCR; n/a, not applicable. 
a Original sample diluted, b new extraction with new Ct value.  

 








