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Table S1. Three types of experiments with the same number of reads

A B DRB1
Name Freq (%)|Name Freq (%)| Name Freq (%)
A*01 0.30 |B*07 0.30 |DRB1*01 0.30
A*02 31.70 |B*08 0.10 |DRB1*03 8.40
A*03 0.30 |B*13 8.30 |DRB1*04 14.80
A*11 3490 |B*14 0.10 |DRB1*07 2.20
A*23  0.10 |B*15 13.10 |[DRB1*08 9.10
A*24 16.60 |B*18 0.20 |DRB1*09 15.40
A*25 0.10 |B*27 2.70 |DRB1*10 0.50
A*26  1.30 |B*35 1.50 |DRB1*11 8.00
A*29 0.10 |B*37 0.20 |DRB1*12 14.10
A*30 1.20 |B*38 3.70 |DRB1*13 3.70
A*31  1.20 |B*39 2.60 |DRB1*14 6.40
A*32  0.20 |B*40 24.20 |[DRB1*15 9.90
A*33 11.60 |B*41 0.10 |DRB1*16 3.90
A*34 0.10 |B*42 0.10
A*36 0.10 |B*44 0.50
A*43  0.10 |B*45 0.10
A*66  0.10 |B*46 14.60
A*68 0.10 |B*47 0.10
A*69 0.10 |B*48 1.20
A*74  0.10 |B*49 0.10
A*80 0.10 |B*50 0.10

B*51  6.00
B*52  0.80
B*53  0.30
B*54  2.50
B*55  3.00
B*56  0.80
B*57  0.80
B*58 10.70
B*59  0.10
B*67  0.10
B*73  0.10
B*78  0.10
B*81  0.10
B*82  0.10
B*83  0.10
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Table S2. Twenty four samples with ambiguous alleles.

allele 1 allele 2
A*02:01:01:01 A*02:54
A*02:37  A*02:06:01
A*02:01:22 A*02:474
A*02:07:01 A*02:06:04
A*23:01:13 A*24:156
A*24:02:58 A*23:51
A*02:127 A*02:364
A*02:170 A*02:167
A*02:64 A*02:170
A*02:364 A*02:178
A*11:16 A*11:116
A*11:140 A*11:73
A*02:01:22  A*02:300
A*02:110 A*02:06:04
A*02:12 A*02:404
A*02:423 A*02:142
A*02:03:01 A*02:438
A*02:190 A*02:355
A*31:01:05 A*33:18:01
A*31:06  A*33:03:05
A*02:40:01 A*02:438
A*02:190 A*02:51
A*01:26 A*11:39
A*01:136 A*11:94

Table S3. The contingency table for Type 1 experiments

‘homozygous heterozygous
4075 7868
25 32

F#correct
F#error

Table S4. The contingency table for Type 2 experiments

‘homozygous heterozygous
6720 15814
330 1136

F#correct
Fferror

Table S5. The contingency table for Type 3 experiments

‘homozygous heterozygous
9950 21798
3850 12402

Fcorrect
F#£error




