Sample: pbaa_06896-3_passed_cluster_sequences

Full typing result
Allele 1
HLA-A 01:01:01:01
HLA-B 40:02:01:01
HLA-C 02:02:02:01

DRBA1 13:01:01:01
DQB1 06:03:01:01
DPB1 02:01:02:01

Genotype ambiguities
Allele ambiguities

Major fields

DQB1*06:09:01:01
: DQB1*06:281

Libraries used
IMGT 3.38.0

Source files

Allele 2

26:01:01:01
58:01:01:01
03:02:02:01
13:02:01:01
06:09:01:01
02:01:02:26

CWD 3rd field

No

- pbaa_06896-3_passed_cluster_sequences.fasta

CwbD 1
C

O 000 o0

DQB1*06:03:01:01
: DQB1*06:03:35

CWD 2

C
C
WD
C
C
No

Review status

Not reviewed
Not reviewed
Not reviewed
Not reviewed
Not reviewed

Not reviewed

CWD 4th field
A*01:01:01:01

1 A*01:01:01:25
B*40:02:01:01

: B*40:02:01:02

: B*40:02:01:03

: B*40:02:01:08
B*58:01:01:01

: B*58:01:01:03
C*03:02:02:01

1 C*03:02:02:05
DRB1*13:01:01:01

: DRB1*13:01:01:02

: DRB1*13:01:01:03

DRB1*13:02:01:01
: DRB1*13:02:01:03
: DRB1*13:02:01:04

DQB1*06:03:01:01
No : DQB1*06:03:01:02

DPB1*02:01:02:01
: DPB1*02:01:02:04
: DPB1*02:01:02:05
: DPB1*02:01:02:07
: DPB1*02:01:02:15
: DPB1*02:01:02:17
and 9 more

CWD

No

No
No
No

No

No

No
No

No
No

No

No
No
No
No
No

Project : ppbAA_Demo_Data_consensus
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Sample:

Locus: HLA-A

Full typing result

Allele 1
A*01:01:01:01

Allele 2

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele ambiguities

4th field CWD
A*01:01:01:01
:A*01:01:01:25 No

Visualization

07 1
| |

A*26:01:01:01

pbaa_06896-3_passed_cluster_sequences

CWD 1
Cc

CWD 2
C

Review status
Not reviewed
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-107 81 266 396 584  750:1 88611 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625
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Sample:
Locus:

Full typing result
Allele 1
B*40:02:01:01

Core* mm: 0
Exon* mm: 0
Intron mm: 0

pbaa_06896-3_passed_cluster_sequences
HLA-B

Allele 2 CWD1 CWD2
B*58:01:01:01 Cc C

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Review status

Not reviewed

Allele ambiguities

4th field CWD
B*40:02:01:01

: B*40:02:01:02 No

: B*40:02:01:03 No

: B*40:02:01:08 No
B*58:01:01:01

1 B*58:01:01:03 No

Visualization
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Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

909

T
1mm

T T T
1320 1529 1721
Nucleotide position

T T T T T T
1923 2132 2335 2547 2740 2952

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_06896-3 passed_cluster_sequences
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Sample:

Locus: HLA-C

Full typing result

pbaa_06896-3_passed_cluster_sequences

Allele 1 Allele 2 CWD1 CWD2 Review status
C*02:02:02:01 C*03:02:02:01 C WD Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
C*03:02:02:01
: C*03:02:02:05 No
Visualization
T 10— : _ Ll
9250 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 3000
GC G M ACC CH A @ T & - AC A G
A TAGAGT GG G G TR -GG TG TCAT A [& [ccy GB& G T @ © GTG GC
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-294 72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_06896-3 passed_cluster_sequences
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Sample:
Locus:

Full typing result

Allele 1
DRB1*13:01:01:01

Allele 2

Cwb1 CWD2

pbaa_06896-3_passed_cluster_sequences
DRB1

Review status

DRB1*13:02:01:01 C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
DRB1*13:01:01:01
: DRB1*13:01:01:02 No
: DRB1*13:01:01:03 No
DRB1*13:02:01:01
: DRB1*13:02:01:03 No
: DRB1*13:02:01:04 No
Visualization
u ]
78 5500 6000 6368:120 6368:620 6500 7000 7500 8000 8500 88
— & T A
© G ©
100 g
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]
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1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_06896-3 passed_cluster_sequences
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Sample: pbaa_06896-3_passed_cluster_sequences

Locus: DQBA1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DQB1*06:03:01:01 DQB1*06:09:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

Major fields CWD 3rd field CWD 4th field CWD
DQB1*06:03:01:01 DQB1*06:03:01:01
: DQB1*06:03:35 No : DQB1*06:03:01:02 No

DQB1*06:09:01:01

: DQB1*06:281 No

Visualization
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1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position

Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_06896-3 passed_cluster_sequences
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Sample:
Locus:

pbaa_06896-3_passed_cluster_sequences
DPB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DPB1*02:01:02:01 DPB1*02:01:02:26 C No Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
DPB1*02:01:02:01
: DPB1*02:01:02:04 No
: DPB1*02:01:02:05 No
: DPB1*02:01:02:07 No
: DPB1*02:01:02:15 No
: DPB1*02:01:02:17 No
and 9 more
Visualization
_C]' | | [ L B
{ ) ' ' J !
E 5000 5500 6000 6500 7000 7500 8000 8500 9000 9500 10000 102
T A G
G G A
100 g
2 E
kS
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i E
]
3
1 T T T T T T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 9011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software:

NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_06896-3 passed_cluster_sequences
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Sample details

Reads

Total number of reads:

Mappability:

Software:

13

13 of 13 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

NN WDNDN

15.4 %
15.4 %
15.4 %
23.1%
15.4 %
15.4 %

HLA-A NGSgo-MX6-1  Amplicon Default Cluster Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample: pbaa_12878-HG001_passed_cluster_sequences

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
HLA-A 01:01:01:01 11:01:01:01 C C Not reviewed
HLA-B 08:01:01:01 56:01:01:03 C No Not reviewed
HLA-C 01:02:01:01 07:01:01:01 C C Not reviewed
DRB1 01:01:01:01 03:01:01:01 C C Not reviewed
DQB1 02:01:01 05:01:01:02 C No Not reviewed
DPB1 04:01:01:01 14:01:01:01 C C Not reviewed

Genotype ambiguities

Allele ambiguities

Major fields CWD 3rd field CWD 4th field CwWD
A*01:01:01:01
1 A*01:01:01:25 No
A*11:01:01:01
:A*11:01:01:13 No
B*08:01:01:01
: B*08:01:01:16 No
B*56:01:01:03
: B*56:01:01:04 No
C*01:02:01:01
: C*01:02:01:05 No
C*07:01:01:01
: C*07:01:01:15 No
: C*07:01:01:16 No
: C*07:01:01:69 No
DRB1*01:01:01:01 DRB1*01:01:01:01 DRB1*01:01:01:01
: DRB1*01:100 No : DRB1*01:01:32 No : DRB1*01:01:01:02 No
: DRB1*01:01:33 No
DRB1*03:01:01:01 DRB1*03:01:01:01
: DRB1*03:147 No : DRB1*03:01:01:02 No
: DRB1*03:01:01:03 No
DQB1*02:01:01
: DQB1*02:109 No
: DQB1*02:148 No
: DQB1*02:163N No
DQB1*05:01:01:02
: DQB1*05:01:01:03 No
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
DPB1*14:01:01:01
: DPB1*14:01:01:02 No
Libraries used
IMGT 3.38.0
Source files
- pbaa_12878-HG001_passed_cluster_sequences.fasta
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample: pbaa_12878-HG001_passed_cluster_sequences

Locus: HLA-A

Full typing result

Allele 1 Allele 2 CwD1 CwD?2
A*01:01:01:01 A*11:01:01:01 C (¢}
Core* mm: 0 Core* mm: 0

Exon* mm: 0 Exon* mm: 0

Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
A*01:01:01:01

:A*01:01:01:25 No
A*11:01:01:01

:A*11:01:01:13 No
Visualization

Review status
Not reviewed
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-107 81 266 39 584  750:1  886:11 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
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Sample:

Locus: HLA-B

Full typing result
Allele 1

pbaa_12878-HG001_passed_cluster_sequences

Allele 2 CWD1 CWD2 Review status
B*08:01:01:01 B*56:01:01:03 C No Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
B*08:01:01:01
: B*08:01:01:16 No
B*56:01:01:03
: B*56:01:01:04 No
Visualization
(i ]@-i—H—[H I 1 —————+ | .
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-284 -76 131 327 510 713 909 1M 1320 1529 1721 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_12878-HG001_passed_cluster_sequences
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Sample:

Locus: HLA-C

Full typing result
Allele 1
C*01:02:01:01

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele ambiguities

Allele 2
C*07:01:01:01

cwbD 1
C
Core* mm: 0

Exon* mm: 0
Intron mm: 0

4th field CWD
C*01:02:01:01

: C*01:02:01:05 No
C*07:01:01:01

: C*07:01:01:15 No

: C*07:01:01:16 No

1 C*07:01:01:69 No
Visualization

i |@-H+[||| I |
250

e
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10P0

OI HI

CWD 2
C

12?0

pbaa_12878-HG001_passed_cluster_sequences

Review status
Not reviewed

1750

2000

22?0 2500 2750
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100 g
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-294 -72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_12878-HG001_passed_cluster_sequences
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Sample: pbaa_12878-HG001_passed_cluster_sequences

Locus: DRB1

Full typing result

Allele 1 Allele 2
DRB1*01:01:01:01

CWD1 CWD2 Review status

DRB1*03:01:01:01 C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
Major fields CWD 3rd field CWD 4th field CWD
DRB1*01:01:01:01 DRB1*01:01:01:01 DRB1*01:01:01:01
: DRB1*01:100 No : DRB1*01:01:32 No : DRB1*01:01:01:02 No
: DRB1*01:01:33 No
DRB1*03:01:01:01 DRB1*03:01:01:01
: DRB1*03:147 No : DRB1*03:01:01:02 No
: DRB1*03:01:01:03 No
Visualization
T L
78 5500 6000 6368:120 6500 7000 7500 8000 8500 88
WEA Gh GCOE T AC ARCKTCERG ®
BT &6 TTPAC @ G @AREG G TAK A
100 g
2 E
k3
2 104
S
]
3
1 T T T T
5278 6120 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_12878-HG001_passed_cluster_sequences
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Sample: pbaa_12878-HG001_passed_cluster_sequences
Locus: DQB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DQB1*02:01:01 DQB1*05:01:01:02 C No Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

Major fields CWD 4th field CWD
DQB1*02:01:01
: DQB1*02:109 No
: DQB1*02:148 No
: DQB1*02:163N No
DQB1*05:01:01:02
: DQB1*05:01:01:03 No

Visualization
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4000 4SPO 50|00 51
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&
1 T T T T T T T T T T T
1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample: pbaa_12878-HG001_passed_cluster_sequences

Locus: DPB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DPB1*04:01:01:01 DPB1*14:01:01:01 C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
DPB1*14:01:01:01
: DPB1*14:01:01:02 No
Visualization
i : - i1 1l el
ED 5000 5500 6000 6500 7000 7500 8000 8500 9000 9500 10000 102
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100
2 E
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> ]
]
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1 T T T T I T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 9011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_12878-HG001_passed_cluster_sequences
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Sample details

Reads

Total number of reads:

Mappability:

Software:

12

12 of 12 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

NNDDNDDNDDN

16.7 %
16.7 %
16.7 %
16.7 %
16.7 %
16.7 %

HLA-A NGSgo-MX6-1  Amplicon Default Cluster Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample:

pbaa_24143-HG004_passed_cluster_sequences

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
HLA-A 01:01:01:01 33:01:01:01 C C Not reviewed
HLA-B 14:02:01:01 35:08:01:01 C C Not reviewed
HLA-C 04:01:01:06 08:02:01:01 No @ Not reviewed
DRB1 04:04:01 10:01:01:01 (¢} C Not reviewed
DQB1 04:02:01:06 05:01:01:05 No No Not reviewed
DPB1 04:01:01:01 04:01:01:01 C C Not reviewed
Genotype ambiguities
Allele ambiguities
3rd field CWD 4th field CWD
A*01:01:01:01
: A*01:01:01:25 No
C*08:02:01:01
: C*08:02:01:05 No
DRB1*10:01:01:01 DRB1*10:01:01:01
: DRB1*10:01:12 No : DRB1*10:01:01:02 No
: DRB1*10:01:01:03 No
DQB1*04:02:01:06 DQB1*04:02:01:06
: DQB1*04:02:13 No : DQB1*04:02:01:08 No
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
Libraries used
IMGT 3.38.0
Source files
- pbaa_24143-HG004_passed_cluster_sequences.fasta
Project : pbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24143-HG004_passed_cluster_sequences Page 1 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:

Locus: HLA-A

Full typing result

Allele 1
A*01:01:01:01

Allele 2
A*33:01:01:01
Core* mm: 0

Exon* mm: 0
Intron mm: 0

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele ambiguities

4th field CWD
A*01:01:01:01
:A*01:01:01:25 No

Visualization

07 1
| |

Cwb1 CWD2

Cc

pbaa_24143-HG004_passed_cluster_sequences

Review status
Not reviewed

2590

27?0

1590

: ) : ; 1250 1750 2250 29
T C GTGE&T A AR XX I A AA K A = CA_ 139 B € A a 4 ) @A R @RA AGGE
G TITAEEL G BHBATAC 6 TGTAT & G TWEC G GAS CWsQMGBEA TCCT- CABBAN T 16 A CAG CACGAAS T
100
&
[
S
2 10
8 3
L'
&
1 T T T T T T T T T T T T T T T T T
-107 81 266 396 584  750:1  886:11 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24143-HG004_passed_cluster_sequences

Page 2 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24143-HG004_passed_cluster_sequences
Locus: HLA-B

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
B*14:02:01:01 B*35:08:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Visualization
] IEH—O{IIIIIIIII T —
25 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 300
PATHRAC AC-C GTG&EAGG (5 GERATGHK AIRC A IT-T TA CC “AG GIr AG @ CT T [ G Al
CA S86G T ABGGS C AGC®GT T TE&AOG  TGUT @ CS®A CG TT WA AC C T TG © G T CC
100
&
kS
‘E 10 A
i E
A
&
1 T T T T T T T T T T T T T T T T
-284 -76 131 327 510 713 909 11 1320 1529 1721 1923 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Report Date: 23 October 2020
Sample: pbaa_24143-HG004_passed_cluster_sequences Page 3 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24143-HG004_passed_cluster_sequences
Locus: HLA-C

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
C*04:01:01:06 C*08:02:01:01 No C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
C*08:02:01:01
: C*08:02:01:05 No

Visualization

I II]H—»[III |||]—o—¢+[:::: —— I IH I ]

Fﬂ‘50 1000 12|50 15|00 17|50 ZOPO 22|50 25‘00 27|50 30‘0111

mA (‘ AC TG _(TC

A GA GCAC [ GA T TAGAS & T GC T ©
G AT G PC CA& AC GG AC TA ATGT 2N AG C QXL GB & C AT C T
100 3
(3
c
8
2 10
£ 3
o 4
&
1 T T T T T T T T T T T T T T T
-294 -72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample: pbaa_24143-HG004_passed_cluster_sequences

Locus: DRB1

Full typing result

Allele 1 Allele 2

DRB1*04:04:01

Core* mm: 0
Exon* mm: 0
Intron mm: 1

Allele ambiguities

CWD1 CWD2 Review status
DRB1*10:01:01:01 C C

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Not reviewed

3rd field CWD 4th field CWD
DRB1*10:01:01:01 DRB1*10:01:01:01
: DRB1*10:01:12 No : DRB1*10:01:01:02 No
: DRB1*10:01:01:03 No
Visualization
THD T
78 5500 6000 6368:120 6368:620 6500 7500 8000 8500 88
BaT &G RC A G OEG BhA
G®E. GG BT GA BVEE ABGH
v
100
2 3
8
2 10
CO
b}
3
1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_24143-HG004_passed_cluster_sequences

Page 5 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample:
Locus:

pbaa_24143-HG004_passed_cluster_sequences
DQB1

Full typing result

Allele 1

Allele 2 CWwb1 CWD?2

DQB1*04:02:01:06 DQB1*05:01:01:05 No No

Core* mm: 0 Core* mm: 0

Exon* mm: 0 Exon* mm: 0

Intron mm: 0 Intron mm: 0
Allele ambiguities
3rd field CWD 4th field CWD
DQB1*04:02:01:06 DQB1*04:02:01:06

: DQB1*04:02:13 No : DQB1*04:02:01:08 No

Visualization

T

2000 2500 30|00

" ASE v

TR SR

Review status
Not reviewed

4000 4590 5000 51

TSR AGE IO ACE GA TATTCKERCN
(mmm Grmcmmmm mmmﬁnﬁsm m TGV A GUEEARG

100 5
&
[
8
2 10
8 E
L'
&
1 T T T T T T T T T T T
1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software:

NGSengine 2.18.0.17625

Project : pbAA_Demo_Data_consensus

Sample: pbaa_24143-HG004_passed_cluster_sequences
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Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample:
Locus:

Full typing result

pbaa_24143-HG004_passed_cluster_sequences
DPB1

Allele 1 Allele 2 CWD1 CWD2 Review status
DPB1*04:01:01:01 DPB1*04:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
Visualization
— 0
E 5000 5500 6000 6500 7000 7500 8000 8500 9000 9500 10000 102
100 g
8
5 104
i E
&
1 T T T T T T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 2011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24143-HG004_passed_cluster_sequences

Page 7 of 8

Report Date: 23 October 2020

GenDx NGSengine Version: 2.18.0.17625



Sample details

Reads

Total number of reads:

Mappability:

Software:

11

11 of 11 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

= NDDNDNDDN

18.2 %
18.2 %
18.2 %
18.2 %
18.2 %
9.1 %

HLA-A NGSgo-MX6-1  Amplicon Default Cluster Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24143-HG004_passed_cluster_sequences Page 8 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:

pbaa_24149-HG003_passed_cluster_sequences

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
HLA-A 26:01:01:01 30:01:01:01 C C Not reviewed
HLA-B 13:02:01:01 38:01:01:01 C C Not reviewed
HLA-C 06:02:01:01 12:03:01:01 C @ Not reviewed
DRB1 04:02:01 07:01:01:01 (¢} C Not reviewed
DQB1 02:02:01:01 03:02:01:01 C © Not reviewed
DPB1 04:01:01:03 04:02:01:02 No No Not reviewed
Genotype ambiguities
Allele ambiguities
Major fields CWD 3rd field CWD 4th field CwWD
DRB1*07:01:01:01 DRB1*07:01:01:01
: DRB1*07:79 No : DRB1*07:01:01:02 No
: DRB1*07:93 No : DRB1*07:01:01:03 No
: DRB1*07:01:01:04 No
DQB1*02:02:01:01 DQB1*02:02:01:01 DQB1*02:02:01:01
: DQB1*02:156 No : DQB1*02:02:09 No : DQB1*02:02:01:04 No
DQB1*03:02:01:01 DQB1*03:02:01:01 DQB1*03:02:01:01
: DQB1*03:289 No : DQB1*03:02:26 No : DQB1*03:02:01:02 No
: DQB1*03:02:01:08 No
DPB1*04:01:01:03
: DPB1*04:01:01:13 No
: DPB1*04:01:01:18 No
DPB1*04:02:01:02
: DPB1*04:02:01:05 No
: DPB1*04:02:01:10 No
Libraries used
IMGT 3.38.0
Source files
- pbaa_24149-HG003_passed_cluster_sequences.fasta
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences Page 1 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:
Locus:

pbaa_24149-HG003_passed_cluster_sequences
HLA-A

Full typing result

Allele 1

A*26:01:01:01

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele 2
A*30:01:01:01

CWD 1
Cc

CWD 2
C

Review status
Not reviewed
Core* mm: 0
Exon* mm: 0
Intron mm: 0

Visualization

250 500 750 1000 1250 1500 1750 2000 2250 2500 2750
G G 8 G C A JC O0- C THA &R L A L GGCAGG A T
T C mmaa AA TT TGATE @18 T A = mmme A5 TTET OCAEB@G S @ TA ACTGAA G G
100 3
&
c
k]
2 10
CR
o
&
1 T T T T T T T T T T T T T T T T T
-107 81 266 396 584  750:1 88611 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences
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Sample:
Locus:

Full typing result
Allele 1

pbaa_24149-HG003_passed_cluster_sequences
HLA-B

Allele 2 CWD1 CWD2 Review status
B*13:02:01:01 B*38:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Visualization
DTN i ——— ]
250 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 300
_AAAAF AGBALGIGAATEREE C G - TA T®@ (] T G CG @ T [ C CAC CG CGd@ C T8
G.UGAAC GRC-C AC CTRCENS G T GWC GA A GA T- T CC = T ACG TC GE T CU
100
&
kS
‘E 10 A
R
b
&
1 T T T T T T T T T T T T T T T T
-284 -76 131 327 510 713 909 11 1320 1529 1721 1923 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24149-HG003_passed_cluster_sequences
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Report Date: 23 October 2020

GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24149-HG003_passed_cluster_sequences
Locus: HLA-C

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
C*06:02:01:01 C*12:03:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Visualization

O i =} 0 —H—s

EETSO ‘lI 25‘0 5(IJO 75|0 1 OPO 1 2|50 1 5|00 1 7|50 ZOPO

2250 2500 2750 3000
T GT & AA (e
ATG /B GC T
100 5
&
c
S
2 104
S
L'
8
1 T T T T T T T T T T T T T T T
-294 72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891

Nucleotide position

Analysis

Date: 23 October 2020

Library: IMGT 3.38.0

Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences
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Sample: pbaa_24149-HG003_passed_cluster_sequences
Locus: DRB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DRB1*04:02:01 DRB1*07:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

Major fields CWD 4th field CWD
DRB1*07:01:01:01 DRB1*07:01:01:01
: DRB1*07:79 No : DRB1*07:01:01:02 No
: DRB1*07:93 No : DRB1*07:01:01:03 No
: DRB1*07:01:01:04 No
Visualization
110 D
78 5500 6000 6368:120 6368:620 6500 7000 7500 8000 8500 88
IR AT ISA A GC EGC € £AR TERAR
GAS OES GG AT BBTAA & GGG GITHCE
100 g
e
k3
£ 105
8
b
&
1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences
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Sample:
Locus:

Full typing result

pbaa_24149-HG003_passed_cluster_sequences
DQB1

Allele 1 Allele 2 CWD1 CWD2 Review status

DQB1*02:02:01:01 DQB1*03:02:01:01 C C Not reviewed

Core* mm: 0 Core* mm: 0

Exon* mm: 0 Exon* mm: 0

Intron mm: 0 Intron mm: 0
Allele ambiguities
Major fields CWD 3rd field CWD 4th field CWD
DQB1*02:02:01:01 DQB1*02:02:01:01 DQB1*02:02:01:01

: DQB1*02:156 No : DQB1*02:02:09 No : DQB1*02:02:01:04 No
DQB1*03:02:01:01 DQB1*03:02:01:01 DQB1*03:02:01:01

: DQB1*03:289 No : DQB1*03:02:26 No : DQB1*03:02:01:02 No

: DQB1*03:02:01:08 No
Visualization
2000 2500 3000 3500 4000 4500

50|00 51

RN Y

—AQEG ARG (CRERE. A T
GMIC COGc-AGRATE TOBNEE GG E

¥ o AT A
T

A QUCARA

100 g
kS
«g 10
I
b3
&
1 T T T T T T T T T T T
1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences
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Sample: pbaa_24149-HG003_passed_cluster_sequences
Locus: DPB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DPB1*04:01:01:03 DPB1*04:02:01:02 No No Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
DPB1*04:01:01:03

: DPB1*04:01:01:13 No

: DPB1*04:01:01:18 No
DPB1*04:02:01:02

: DPB1*04:02:01:05 No

: DPB1*04:02:01:10 No
Visualization

il = C—1—A

ﬁm SOPO SSPO GOPO 65|00 7090 75|00 80|00 8590 QOPO QSPO ‘IO(I)OO 102
ce G © A
TA T A G
100 E
€
c
N
210 5
2]
o
&
1 T T T T T T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 9011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences
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Sample details

Reads

Total number of reads:

Mappability:

Software:

13

13 of 13 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

W NNNDN

15.4 %
15.4 %
15.4 %
15.4 %
15.4 %
23.1%

HLA-A NGSgo-MX6-1  Amplicon Default Cluster Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24149-HG003_passed_cluster_sequences Page 8 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:

Full typing result

pbaa_24385-HG002_passed_cluster_sequences

Allele 1 Allele 2 CWD1 CWD2 Review status
HLA-A 01:01:01:01 26:01:01:01 C C Not reviewed
HLA-B 35:08:01:01 38:01:01:01 C C Not reviewed
HLA-C 04:01:01:06 12:03:01:01 No @ Not reviewed
DRB1 04:02:01 10:01:01:01 (¢} C Not reviewed
DQB1 03:02:01:01 05:01:01:05 C No Not reviewed
DPB1 04:01:01:01 04:01:01:03 C No Not reviewed
Genotype ambiguities
Allele ambiguities
Major fields CWD 3rd field CWD 4th field CwWD
A*01:01:01:01
1 A*01:01:01:25 No
DRB1*10:01:01:01 DRB1*10:01:01:01
: DRB1*10:01:12 No : DRB1*10:01:01:02 No
: DRB1*10:01:01:03 No
DQB1*03:02:01:01 DQB1*03:02:01:01 DQB1*03:02:01:01
: DQB1*03:289 No : DQB1*03:02:26 No : DQB1*03:02:01:02 No
: DQB1*03:02:01:08 No
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
DPB1*04:01:01:03
: DPB1*04:01:01:13 No
: DPB1*04:01:01:18 No
Libraries used
IMGT 3.38.0
Source files
- pbaa_24385-HG002_passed_cluster_sequences.fasta
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample:

Locus: HLA-A

Full typing result

Allele 1
A*01:01:01:01

Allele 2
A*26:01:01:01
Core* mm: 0

Exon* mm: 0
Intron mm: 0

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele ambiguities

4th field CWD
A*01:01:01:01
:A*01:01:01:25 No

Visualization

07 1
| |

CWD 1
Cc

CWD 2
C

pbaa_24385-HG002_passed_cluster_sequences

Review status
Not reviewed

2590

27|50

1 SPO

: ) : ; 1250 1750 2250 29
T C CI&GHR A A AT (& A & A A - TA T T A 0 oo Y & M @ LA AGAE
G G GEEAE G 65 G GGA CATE G G AS CESOAGEBA GC - CTHGAR B A T GGCACGAAS T
100
&
[
S
2 10
8 3
o
&
1 T T T T T T T T T T T T T T T T T
-107 81 266 396 584  750:1 88611 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24385-HG002_passed_cluster_sequences

Page 2 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample:
Locus:

Full typing result
Allele 1

Allele 2

pbaa_24385-HG002_passed_cluster_sequences
HLA-B

CWD1 CWD2 Review status
B*35:08:01:01 B*38:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Visualization
(T i H—— 1l
250 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 300
- RCG QL (] G CG A CG T WEA AC C T TG @ G T CC
RGTBE C GTC-C  GT GAEAG A GGBA T A A T-C TA CC -AG GT A3 C CT T & G Al
100 3
&
c
S
2 10
R
L'
8
1 T T T T T T T T T T T T T T T T
-284 -76 131 327 510 713 909 11 1320 1529 1721 1923 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_2438

5-HG002_passed_cluster_sequences Page 3 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24385-HG002_passed_cluster_sequences
Locus: HLA-C

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
C*04:01:01:06 C*12:03:01:01 No C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Visualization
1 o II: - Il | H——— &
9850 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 300D
A G A GG @G A MAA C ACAATC C (& [(:2] A et TG AG & T GC T G
G A G TC C® C G G GFGQa T T [ G C G GA & C AT © T
100 3
&
kS
‘E 10 A
i E
s
3
1 T T T T T T T T T T T T T T T
-294 -2 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Report Date: 23 October 2020
Sample: pbaa_24385-HG002_passed_cluster_sequences Page 4 of 8

GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24385-HG002_passed_cluster_sequences

Locus: DRB1

Full typing result

Allele 1 Allele 2

DRB1*04:02:01

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele ambiguities

CWD1 CWD2 Review status
DRB1*10:01:01:01 C C

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Not reviewed

3rd field CWD 4th field CWD
DRB1*10:01:01:01 DRB1*10:01:01:01
: DRB1*10:01:12 No : DRB1*10:01:01:02 No
: DRB1*10:01:01:03 No
Visualization
T T
78 5500 6000 6368:120 6368:620 6500 7500 8000 8500 88
OaT &G RC A G OEG BhA
G® GG BT GA BVEE ABGH
100
2 3
8
2 10
CO
b}
3
1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_24385-HG002_passed_cluster_sequences

Page 5 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24385-HG002_passed_cluster_sequences

Locus: DQBA1

Full typing result

Allele 1 Allele 2 CwD1 CwD?2
DQB1*03:02:01:01 DQB1*05:01:01:05 C No
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
Major fields CWD 3rd field CWD
DQB1*03:02:01:01 DQB1*03:02:01:01
: DQB1*03:289 No : DQB1*03:02:26 No

Visualization

Review status
Not reviewed

4th field

DQB1*03:02:01:01

CWD
: DQB1*03:02:01:02 No
: DQB1*03:02:01:08 No

2000 2500 30|00

35|00

A

AN

g MENTEE T

4000 45P0

50|00 51

AR I TR AR AC AXA ACE R AT
WG UHGC GTRENCCIAmATY SIENEAG\G GRGOR AR /6 U B TV Ab GINEME
100 g
&
kS
§ 10 A
3 E
b}
&
1 T T T T T T T T T T T
1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_24385-HG002_passed_cluster_sequences Page 6 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24385-HG002_passed_cluster_sequences
Locus: DPB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DPB1*04:01:01:01 DPB1*04:01:01:03 C No Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
DPB1*04:01:01:01
: DPB1*04:01:01:02 No
: DPB1*04:01:01:04 No
: DPB1*04:01:01:05 No
: DPB1*04:01:01:06 No
: DPB1*04:01:01:14 No
and 10 more
DPB1*04:01:01:03
: DPB1*04:01:01:13 No
: DPB1*04:01:01:18 No
Visualization

—} = C—1—

ﬁm) SOPO 5590 GOPO 65|00 7090 75|00 80|00

8590 9090 95P0 10?00 102
= @
G A
100 E
g
[
N
2 107
i E
w
&
1 T T T T T T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 9011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24385-HG002_passed_cluster_sequences

Page 7 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample details

Reads

Total number of reads:

Mappability:

Software:

13

13 of 13 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

W NNNDN

15.4 %
15.4 %
15.4 %
15.4 %
15.4 %
23.1%

HLA-A NGSgo-MX6-1  Amplicon Default Cluster Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24385-HG002_passed_cluster_sequences Page 8 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:

pbaa_24631-HG005_passed_cluster_sequences

Full typing result

HLA-A
HLA-B
HLA-C
DRBA1
DQB1
DPB1

Genotype ambiguities

Allele ambiguities

Major fields

DRB1*09:01:02:01
: DRB1*09:21
: DRB1*09:31

Libraries used
IMGT 3.38.0

Source files

No
No

Allele 1 Allele 2 CwbD 1
24:02:01:01 24:02:01:01 C
15:01:01:01 40:06:01:01 C
04:01:01:01 08:01:01:01 C
04:05:01:01 09:01:02:01 C
03:03:02:02 04:01:01:01 No
05:01:01:01 135:01 C
CWD 4th field

A*24:02:01:01

1 A*24:02:01:16
A*24:02:01:01

1 A*24:02:01:16
C*04:01:01:01

: C*04:01:01:10

: C*04:01:01:11

: C*04:01:01:14

: C*04:01:01:75

: C*04:01:01:76
DRB1*04:05:01:01

: DRB1*04:05:01:02

: DRB1*04:05:01:03

: DRB1*04:05:01:04

DRB1*09:01:02:01
: DRB1*09:01:02:02
: DRB1*09:01:02:03
: DRB1*09:01:02:04

DQB1*03:03:02:02
: DQB1*03:03:02:03

DPB1*05:01:01:01
: DPB1*05:01:01:02
: DPB1*05:01:01:05
: DPB1*05:01:01:07
: DPB1*05:01:01:08
: DPB1*05:01:01:09
and 1 more

- pbaa_24631-HG005_passed_cluster_sequences.fasta

CWD 2
C

C
C
C
C

No

Review status

Not reviewed
Not reviewed
Not reviewed
Not reviewed
Not reviewed

Not reviewed

CWD

No

No

No
No
No
No
No

No
No
No

No
No
No

No

No
No
No
No
No

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24631-HG005_passed_cluster_sequences

Page 1 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24631-HG005_passed_cluster_sequences
Locus: HLA-A

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
A*24:02:01:01 A*24:02:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
A*24:02:01:01

1 A*24:02:01:16 No
A*24:02:01:01

1 A*24:02:01:16 No

Visualization

I07 1I 25‘0 590 7?0 10|00 12‘50 15P0 17|50 20|00 22‘50 25P0 27|50 29
100 3
(S
c
8
£ 104
i E
o
&
1 T T T T T T T T T T T T T T T T T
-107 81 266 396 584 7501 886:11 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample:

pbaa_24631-HG005_passed_cluster_sequences

Locus: HLA-B
Full typing result
Allele 1 Allele 2 CWD1 CWD2 Review status
B*15:01:01:01 B*40:06:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Visualization
I @—[nulu | i —— . HH
250 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 300
B G nxma‘ {TA -0 G A5 AR G G CTTA GA C @G C 1
G A G GO AC B £ o- A A(B TGCG AC G @ T C
100
&
kS
2 10
R
4
1 T T T T T T T T T T T T T T T T
-284 -76 131 327 510 713 909 11 1320 1529 1721 1923 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_24631-HG005_passed_cluster_sequences

Page 3 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24631-HG005_passed_cluster_sequences
Locus: HLA-C

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
C*04:01:01:01 C*08:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
C*04:01:01:01

: C*04:01:01:10 No

: C*04:01:01:11 No

: C*04:01:01:14 No

: C*04:01:01:75 No

: C*04:01:01:76 No

Visualization

0 = 1 Db H——— | I

lQZ‘SO 'I| 2?0 5(|)0 7

5|O 1OPO 12|50 15|00 17|50 ZOPO 22|50 2590 27|50 30F!D)

G

C A [(:21 A AL S8 T o T @
G AT G BC C® AC AMBCCG GA T & ATG [ AG C QLGB & C T © T
100 g
o]
[
8
2 10
£
o
&
1 T T I T T T T T T T T T T T T
-294 72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Report Date: 23 October 2020
Sample: pbaa_24631-HG005_passed_cluster_sequences Page 4 of 8
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Sample:
Locus:

Full typing result

pbaa_24631-HG005_passed_cluster_sequences
DRB1

Allele 1 Allele 2 CWD1 CWD2 Review status
DRB1*04:05:01:01 DRB1*09:01:02:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
Major fields CWD 4th field CWD
DRB1*04:05:01:01
: DRB1*04:05:01:02 No
: DRB1*04:05:01:03 No
: DRB1*04:05:01:04 No
DRB1*09:01:02:01 DRB1*09:01:02:01
: DRB1*09:21 No : DRB1*09:01:02:02 No
: DRB1*09:31 No : DRB1*09:01:02:03 No
: DRB1*09:01:02:04 No
Visualization
110 D
78 5500 6000 6368:120 6368:620 6500 7000 7500 8000 8500 88
BW GARC ISAA GC EGG A& LA ARG
A\ TIGA AGG AT MBTAA & GGG ETH
100 5
kS
-g 10
I
b3
1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24631-HG005_passed_cluster_sequences

Page 5 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample:

Locus: DQBA1

Full typing result

pbaa_24631-HG005_passed_cluster_sequences

Allele 1 Allele 2 CWD1 CWD2 Review status
DQB1*03:03:02:02 DQB1*04:01:01:01 No C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
DQB1*03:03:02:02
: DQB1*03:03:02:03 No
Visualization
— b1 i —— : : — : -
89 2000 2500 3000 3500 4000 4500 5000 51
_ A@A GG A A @ G GA C T A GA T G A
TCGEO® CG T A AG T A C AG © A G
100 g
&
kS
2 10 3
>
b3
1 T T T T T T T T T T T
1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_24631-HG005_passed_cluster_sequences

Page 6 of 8

Report Date: 23 October 2020

GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24631-HG005_passed_cluster_sequences

Locus: DPB1

Full typing result

Allele 1
DPB1*05:01:01:01

Core* mm: 0
Exon* mm: 0
Intron mm: 0

Allele ambiguities

Allele 2 CWD1 CWD2 Review status
DPB1*135:01 C No Not reviewed
Core* mm: 0
Exon* mm: 0

Intron mm: 0

4th field CWD
DPB1*05:01:01:01
: DPB1*05:01:01:02 No
: DPB1*05:01:01:05 No
: DPB1*05:01:01:07 No
: DPB1*05:01:01:08 No
: DPB1*05:01:01:09 No
and 1 more
Visualization
f I 1 | | [ I 1] rﬁl | @
| ) | 1 | | ) LIl UI 1
E 5000 5500 6000 6500 7000 7500 8000 8500 9000 9500 10000 102
5 A T 1T AT T AT
G G C [ B ©® -0
100 g
2 E
8
2 104
i E
]
3
1 T T T T T T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 9011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24631-HG005_passed_cluster_sequences Page 7 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample details

Reads

Total number of reads:

Mappability:

Software:

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize

NGSgo-MX6-1
NGSgo-MX6-1
NGSgo-MX6-1
NGSgo-MX6-1
NGSgo-MX6-1
NGSgo-MX6-1

Analysis settings cont.

Locus Noise CWD sorting
threshold applied

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

15
15
15
10
10
10

11

11 of 11 reads used
NGSengine 2.18.0.17625

Number of reads

Amplicon
Amplicon
Amplicon
Amplicon
Amplicon
Amplicon

Yes
Yes
Yes
Yes
Yes
Yes

Default
Default
Default
Default
Default
Default

1

NNDDNDDNDDN

Cluster
Cluster
Cluster
Classic
Cluster
Cluster

20
20
20
20
20

9.1 %

18.2 %
18.2 %
18.2 %
18.2 %
18.2 %

Disabled
20 Disabled
20 Disabled
15 Disabled
15 Disabled
20 Disabled

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_24631-HG005_passed_cluster_sequences

Page 8 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample:

pbaa_24695-HG007_passed_cluster_sequences

Full typing result

HLA-A
HLA-B
HLA-C
DRBA1
DQB1
DPB1

Allele 1

02:07:01:01
40:06:01:01
01:02:01:01
09:01:02:01
03:03:02:02
05:01:01:01

Genotype ambiguities

Allele ambiguities

Major fields

DRB1*09:01:02:01
: DRB1*09:21
: DRB1*09:31

DRB1*09:01:02:01
: DRB1*09:21
: DRB1*09:31

Libraries used
IMGT 3.38.0

Source files

Allele 2 CwbD 1
24:02:01:01 C
46:01:01:01 C
08:01:01:01 C
09:01:02:01 C
03:03:02:02 No
05:01:01:01 C
CWD 4th field

No
No

No
No

A*24:02:01:01
1 A*24:02:01:16
C*01:02:01:01
: C*01:02:01:05
DRB1*09:01:02:01
: DRB1*09:01:02:02
: DRB1*09:01:02:03
: DRB1*09:01:02:04

DRB1*09:01:02:01
: DRB1*09:01:02:02
: DRB1*09:01:02:03
: DRB1*09:01:02:04

DQB1*03:03:02:02
: DQB1*03:03:02:03

DQB1*03:03:02:02
: DQB1*03:03:02:03

DPB1*05:01:01:01
: DPB1*05:01:01:02
: DPB1*05:01:01:05
: DPB1*05:01:01:07
: DPB1*05:01:01:08
: DPB1*05:01:01:09
and 1 more

DPB1*05:01:01:01
: DPB1*05:01:01:02
: DPB1*05:01:01:05
: DPB1*05:01:01:07
: DPB1*05:01:01:08
: DPB1*05:01:01:09
and 1 more

- pbaa_24695-HGO007_passed_cluster_sequences.fasta

CWD 2

C
C
C
C
No

Review status

Not reviewed
Not reviewed
Not reviewed
Not reviewed
Not reviewed

Not reviewed

CWD

No

No

No
No
No

No
No
No

No

No

No
No
No
No
No

No
No
No
No
No

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24695-HG007_passed_cluster_sequences

Page 1 of 8

Report Date: 23 October 2020
GenDx NGSengine Version: 2.18.0.17625



Sample:
Locus:

pbaa_24695-HG007_passed_cluster_sequences
HLA-A

Full typing result

Allele 1
A*02:07:01:01
Core* mm: 0

Exon* mm: 0
Intron mm: 0

Allele 2 CWD1 CWD2
A*24:02:01:01 Cc C

Review status
Not reviewed
Core* mm: 0

Exon* mm: 0
Intron mm: 0

Allele ambiguities

4th field

A*24:02:01:01
1 A*24:02:01:16

Visualization

CWD

No

(—‘. TGTG TT A

250 OO 0 1000

12?0

1500

17?0 2000 22?0 2590

5 75

CAGA C C oea: OGA ACG:TG]!‘G AG @G C oA OE TmE T A&C T8 foC GOMG Gt BT 66 A T 6 ©
100
&
[
S
2 10
8 3
o
&
1 T T T T T T T T T T T T T T T T T
-107 81 266 396 584  750:1 88611 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24695-HG007_passed_cluster_sequences

Report Date: 23 October 2020

Page 2 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_24695-HG007_passed_cluster_sequences
Locus: HLA-B

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
B*40:06:01:01 B*46:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Visualization

(1 U b =l 0 —— i 1]

s ! 25|O 590 75|>0 1 OPO 1 2|50 1 5|OO 1 7‘50 2090 22‘50 25P0 27|50 30|1]I

GEC

C 0 GH A C TS £ (o} T CTa GA AGH TGCG AC G @ T @
A G A BT 8G T CA -T& GG AT G T C @M AG CAB CTTAGA C G C A
100 3
(3
c
8
2 10
I
o
&
1 T T T T T T T T T T T T T T T T
-284 -76 131 327 510 713 909 1111 1320 1529 1721 1923 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Report Date: 23 October 2020
Sample: pbaa_24695-HG007_passed_cluster_sequences Page 3 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:

pbaa_24695-HG007_passed_cluster_sequences

Locus: HLA-C
Full typing result
Allele 1 Allele 2 CWD1 CWD2 Review status
C*01:02:01:01 C*08:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
C*01:02:01:01
: C*01:02:01:05 No
Visualization
(I D HA — I —
9250 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 3000
T @ A GA AT GG AA A GACC & G CA G G G AGGAS G T C T @
C T G AG @G AA cG G AATG & A TG A A C GACG&B AC T © T
100 5
&
kS
-% 10
> ]
a 4
1 T T T T T T T T T T T T T T T
-294 72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24695-HG007_passed_cluster_sequences

Page 4 of 8

Report Date: 23 October 2020
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Sample: pbaa_24695-HG007_passed_cluster_sequences
Locus: DRB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DRB1*09:01:02:01 DRB1*09:01:02:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

Major fields CWD 4th field CWD
DRB1*09:01:02:01 DRB1*09:01:02:01
: DRB1*09:21 No : DRB1*09:01:02:02 No
: DRB1*09:31 No : DRB1*09:01:02:03 No
: DRB1*09:01:02:04 No
DRB1*09:01:02:01 DRB1*09:01:02:01
: DRB1*09:21 No : DRB1*09:01:02:02 No
: DRB1*09:31 No : DRB1*09:01:02:03 No
: DRB1*09:01:02:04 No

Visualization

I78 SSPO GOIOO 6368|:120 6368‘:620 65|00 70|00 7SPO 80|OO 8590 88
100 3
8
'E 10 A
4 E
o
&
1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625
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Sample: pbaa_24695-HG007_passed_cluster_sequences
Locus: DQB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DQB1*03:03:02:02 DQB1*03:03:02:02 No No Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

4th field CWD
DQB1*03:03:02:02

: DQB1*03:03:02:03 No
DQB1*03:03:02:02

: DQB1*03:03:02:03 No

Visualization

Iinﬂ ZOPO 25|00 30|00 35|00 4090 45‘00 50|00 51
100
&
c
9
£ 104
g
L'
&
1 T T T T T T T T T T T
1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139

Nucleotide position

Analysis

Date: 23 October 2020

Library: IMGT 3.38.0

Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Report Date: 23 October 2020
Sample: pbaa_24695-HG007_passed_cluster_sequences Page 6 of 8
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Sample:
Locus:

Full typing result

pbaa_24695-HG007_passed_cluster_sequences
DPB1

Allele 1 Allele 2 CWD1 CWD2 Review status
DPB1*05:01:01:01 DPB1*05:01:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
DPB1*05:01:01:01
: DPB1*05:01:01:02 No
: DPB1*05:01:01:05 No
: DPB1*05:01:01:07 No
: DPB1*05:01:01:08 No
: DPB1*05:01:01:09 No
and 1 more
DPB1*05:01:01:01
: DPB1*05:01:01:02 No
: DPB1*05:01:01:05 No
: DPB1*05:01:01:07 No
: DPB1*05:01:01:08 No
: DPB1*05:01:01:09 No
and 1 more
Visualization
— 0
E 5000 5500 6000 6500 7000 7500 8000 8500 9000 9500 10000 102
100 g
8
5 104
i E
&
1 T T T T T T T T T T
4485 5036 5612 6193 6774 7355 7926 8501 2011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_24695-HG007_passed_cluster_sequences
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Sample details

Reads

Total number of reads:

Mappability:

Software:

11

11 of 11 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

2
2
3
1
1

18.2 %
18.2 %
18.2 %
273 %
9.1%
9.1 %

HLA-A NGSgo-MX6-1  Amplicon Default Cluster Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
Sample: pbaa_24695-HG007_passed_cluster_sequences Page 8 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample: pbaa_C1-218_passed_cluster_sequences

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
HLA-A 02:01:01:01 66:02 C C Not reviewed
HLA-B 44:02:01:01 57:03:01:01 C C Not reviewed
HLA-C 05:01:01:02 06:02:01:01 WD @ Not reviewed
DRB1 03:01:01:01 04:02:01 (¢} C Not reviewed
DQB1 02:01:01 03:02:01:01 C © Not reviewed
DPB1 02:01:02:10 18:01:01:01 No C Not reviewed
Genotype ambiguities
Allele ambiguities
Major fields CWD 3rd field CWD 4th field
A*02:01:01:01
: A*02:01:01:16
1 A*02:01:01:31
: A*02:01:01:50
B*44:02:01:01
: B*44:02:01:14
: B*44:02:01:20
C*05:01:01:02
: C*05:01:01:39
DRB1*03:01:01:01 DRB1*03:01:01:01
: DRB1*03:147 No : DRB1*03:01:01:02
: DRB1*03:01:01:03
DQB1*02:01:01
: DQB1*02:109 No
: DQB1*02:148 No
: DQB1*02:163N No
DQB1*03:02:01:01 DQB1*03:02:01:01 DQB1*03:02:01:01
: DQB1*03:289 No : DQB1*03:02:26 No : DQB1*03:02:01:02
: DQB1*03:02:01:08
DPB1*02:01:02:10
: DPB1*02:01:02:34
DPB1*18:01:01:01
: DPB1*18:01:01:02
: DPB1*18:01:01:03
: DPB1*18:01:01:04

Libraries used
IMGT 3.38.0

Source files

- pbaa_C1-218_passed_cluster_sequences.fasta

CWD

No
No
No

No
No

No

No
No

No
No

No

No
No
No

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_C1-218_passed_cluster_sequences
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Report Date: 23 October 2020
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Sample:
Locus:

pbaa_C1-218_passed_cluster_sequences
HLA-A

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
A*02:01:01:01 A*66:02 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
A*02:01:01:01
: A*02:01:01:16 No
1 A*02:01:01:31 No
1 A*02:01:01:50 No
Visualization
FOE L0 — Al 0 | e —t— |
) A A ) { ) ) u O
07 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 29
T TGIE A TRAC T A GGTC AMA G T8 A T AAA G T AG G A @ A TG ACC @G
C GTCE C @G C G TAGE CA: A G& C_© TGG TC GA A G T G CA @GT T
100 g
&
k3
2 104
i E
4
3
1 T T T T T T T T T T T T T T T T T
-107 81 266 396 584 7501 886:11 982 1130 1309 1485 1668 1861 2041 2234 2429 2623 2818
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus

Sample: pbaa_C1-218_passed_cluster_sequences

Page 2 of 8
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Sample: pbaa_C1-218_passed_cluster_sequences

Locus: HLA-B

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
B*44:02:01:01 B*57:03:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
B*44:02:01:01
: B*44:02:01:14 No
1 B*44:02:01:20 No
Visualization
DR ET (T — | |
250 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 3a0
_ A A T G GR ABAA@®AC & G &€G C 6C T T G -To @ G GT G £ I TA AC
A G C & OB GEC@®EE & AGBAE G GG € © A BA G AAC AG A C CA
100 g
2 E
kS
2 10
3 E
]
3
1 T T T T T T T T T T T T T T T T
-284 -76 131 327 510 713 909 11 1320 1529 1721 1923 2132 2335 2547 2740 2952
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
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Sample:

Locus: HLA-C

Full typing result
Allele 1

pbaa_C1-218_passed_cluster_sequences

Allele 2 CWD1 CWD2 Review status
C*05:01:01:02 C*06:02:01:01 WD C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0
Allele ambiguities
4th field CWD
C*05:01:01:02
: C*05:01:01:39 No
Visualization
=T == — — | —
9250 1 250 500 750 1000 1250 1500 1750 2000 2250 2500 2750 3000
T A A TG AKG AC AATA C A GT A G G T
© G TGT G&8 GA TGCC T G AC G A T C
100 5
&
kS
-% 10
> ]
g 4
1 T T T T T T T T T T T T T T T
-294 72 155 339 526 723 921 1104 1329 1557 1783 2006 2216 2438 2665 2891
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_C1-218_passed_cluster_sequences
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Sample: pbaa_C1-218_passed_cluster_sequences
Locus: DRB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DRB1*03:01:01:01 DRB1*04:02:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

Major fields CWD 4th field CWD
DRB1*03:01:01:01 DRB1*03:01:01:01
: DRB1*03:147 No : DRB1*03:01:01:02 No
: DRB1*03:01:01:03 No

Visualization

=1 T,
I78 5590
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100 g
&
8
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&
1 T T T T T
5278 6120 6368:666 6758 7674 8575
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Sample: pbaa_C1-218_passed_cluster_sequences
Locus: DQB1

Full typing result

Allele 1 Allele 2 CWD1 CWD2 Review status
DQB1*02:01:01 DQB1*03:02:01:01 C C Not reviewed
Core* mm: 0 Core* mm: 0
Exon* mm: 0 Exon* mm: 0
Intron mm: 0 Intron mm: 0

Allele ambiguities

Major fields CWD 3rd field CWD 4th field CWD
DQB1*02:01:01

: DQB1*02:109 No

: DQB1*02:148 No

: DQB1*02:163N No
DQB1*03:02:01:01 DQB1*03:02:01:01 DQB1*03:02:01:01

: DQB1*03:289 No : DQB1*03:02:26 No : DQB1*03:02:01:02 No

: DQB1*03:02:01:08 No

Visualization
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1493 1870 2252 2629 2729:288 3030 3389 3685 4070 4384 4751 5139
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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Page 6 of 8 GenDx NGSengine Version: 2.18.0.17625



Sample:
Locus:

Full typing result

Allele 1
DPB1*02:01:02:10
Core* mm: 0

Exon* mm: 0
Intron mm: 0

Allele ambiguities
4th field
DPB1*02:01:02:10
: DPB1*02:01:02:34
DPB1*18:01:01:01
: DPB1*18:01:01:02
: DPB1*18:01:01:03
: DPB1*18:01:01:04

Visualization

pbaa_C1-218_passed_cluster_sequences
DPB1

Allele 2 CWD1 CWD2
DPB1*18:01:01:01 No C

Core* mm: 0
Exon* mm: 0
Intron mm: 0

CWD

No

No
No
No

Review status
Not reviewed
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B 80|00 8590 ‘IO(I)OO 102
@G 1 AMAS AT A i T_ATEEEERA QB @ A A A A A RN i AGTIE TBHG TC A SCCAG TCREAMTG &
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100 E
&
c
.0
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4485 5036 5612 6193 6774 7355 7926 8501 9011 9588 10163
Nucleotide position
Analysis
Date: 23 October 2020
Library: IMGT 3.38.0
Software: NGSengine 2.18.0.17625

Project : ppbAA_Demo_Data_consensus
Sample: pbaa_C1-218_passed_cluster_sequences
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Sample details

Reads

Total number of reads:

Mappability:

Software:

12

12 of 12 reads used
NGSengine 2.18.0.17625

Number of reads

HLA-A
HLA-B
HLA-C
DRB1
DQB1
DPB1

Analysis settings

Locus Amplicon Analysis Ignore Regions Phasing Read depth Allele ratio Quality
Region algorithm threshold threshold trimming

2

NNDDNDDNDDN

16.7 %
16.7 %
16.7 %
16.7 %
16.7 %
16.7 %

HLA-A NGSgo-MX6-1  Amplicon Default Classic Disabled

HLA-B NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

HLA-C NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled

DRB1 NGSgo-MX6-1  Amplicon Default Classic 20 15 Disabled

DQB1 NGSgo-MX6-1 Amplicon Default Cluster 20 15 Disabled

DPB1 NGSgo-MX6-1 Amplicon Default Cluster 20 20 Disabled
Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize
Analysis settings cont.

threshold applied

HLA-A 15 Yes

HLA-B 15 Yes

HLA-C 15 Yes

DRB1 10 Yes

DQB1 10 Yes

DPB1 10 Yes
Project : ppbAA_Demo_Data_consensus Report Date: 23 October 2020
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