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OTYET O NPOBEAEHUN MOJIEKYNAPHO-TEHETUYECKOIO NCNEQOBAHUA
BR1826

CEKBEHMPOBAHWE /TOKYCOB HLA BbICOKOIO PA3PELLUEHMA METOAOM NGS

®MO NAUMEHTA:

non:

OATA POXIOEHMA NALUMEHTA:
MATEPUAN ONA AHANTN3A BeHo3HasA KpoBb
NIABOPATOPHbI1 HOMEP:
HAMPAB/TAIOLLEE YYPEXOEHMUE:
OATA BbIOAYN:

HAUMEHOBAHWE NCCNTEAOBAHUA:
TUNUpPOBaHWE reHOB rNaBHOTO KOMMEKCa ructocoBmecTumocTy | knacca (HLA-A, HLA-B, HLA-C) u Il knacca (HLA-DRB1, HLA-DQB1).

PE3YJIbTATbl MONERYJTAPHO-TEHETUYECKOIO NCCNEAOBAHUNA:

MeToA0M CeKBeHUPOBaHMUA HOBOro NokoieHua (NGS) ¢ nomoLLbto TeXHONOTMM cekBeHnpoBaHua NGSgo («GenDx», HuaepnaHapl) Ha
annapare «MiSeqg» («Illumina», CLUA) 6bi10 NpoBeeHO UCCNeL0BaAHME NEPBUYHON NOCAEL0BATENBHOCTU FEHOB IN1aBHOTO KOMM/IEKCa
ructocosmectumoctu (HLA-A, HLA-B, HLA-C, HLA-DRB1, HLA-DQB1):

leH Annenb 1 Annenb 2
HLA-A 02:01:01 24:314
HLA-B 18:01:01 35:03:01
HLA-C 04:01:01 12:03:01:01
HLA-DRB1 04:02:01 11:04:01
HLA-DQB1 03:01P 03:02
PEKOMEHIALMM:

- KOHCY/bTallMA Bpava-reHeTuKka no pes3ynbratam UcciegoBaHuA
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Sample: BR1826

Optimized typing result

Allele 1
HLA-A 02:01:01
HLA-B 18:01:01
HLA-C 04:01:01
DRB1 04:02:01
DQB1 03:01P

Genotype ambiguities

Typing result P group

HLA-A 02:01P
HLA-B 18:01P
HLA-C 04:01P
DRB1 04:02P
DQB1 03:01P

Genotype ambiguities

Typing result

HLA-A 02:01:01:01
HLA-B 18:01:01:02
HLA-C 04:01:01:01
DRB1 04:02:01

DQB1 03:01:01:02

Genotype ambiguities

Allele ambiguities
Major fields

DQB1*03:01:01:02
: DQB1*03:297

Typing result G group

Serol.

DQ3

Allele 2 Serol. 1
24:314 A2
35:03:01 B18
12:03:01:01 Cw4
11:04:01 DR4
03:02 DQ7
24:26P A2
35:03P B18
12:03P Cw4
11:04P DR4
03:02P DQ7
24:314 A2
35:03:01:01 B18
12:03:01:01 Cwa
11:04:01 DR4
03:02:01:01 DQ7

CWD 3rd field
No
DQB1*03:02:01:01
: DQB1*03:02:26

Serol. 2

Serol. CWD

DQ8

A24
B35

DR11
DQ8

A24
B35

DR11
DQ8

A24
B35

DR11
DQ8

No

cwbD1 CwbD2

No

o o o 0O

No

No

o o o O

No

No

o o o 0O

No

4th field
A*02:01:01:01
1 A*02:01:01:16
1 A*02:01:01:31
1 A*02:01:01:50
B*18:01:01:02
: B*18:01:01:05
:B*18:01:01:17
: B*18:01:01:20
B*35:03:01:01
: B*35:03:01:03
C*04:01:01:01
: C*04:01:01:10
: C*04:01:01:11
: C*04:01:01:14

Review status

Accepted (1% rev.)
Accepted (1% rev.)
Accepted (1% rev.)
Accepted (1% rev.)

Accepted (1% rev.)

Accepted (1% rev.)
Accepted (1% rev.)
Accepted (1% rev.)
Accepted (1% rev.)

Accepted (1% rev.)

Accepted (1% rev.)
Accepted (1% rev.)
Accepted (1% rev.)
Accepted (1% rev.)

Accepted (1% rev.)

DQB1*03:01:01:02

: DQB1*03:01:01:03
: DQB1*03:01:01:09
: DQB1*03:01:01:16
: DQB1*03:01:01:18

DQB1*03:02:01:01
: DQB1*03:02:01:02
: DQB1*03:02:01:08

Serol. CWD
A2 No
A2 No
A2 No
B18 No
B18 No
B18 No
B35 No
Cw4 No
Cw4 No
Cw4 No
DQ7 No
DQ7 No
DQ7 No
DQ7 No
DQ8 No
DQ8 No



HLA-A 02:01:01G 24:26:0
HLA-B 18:01:01G 35:03:0
HLA-C 04:01:01G 12:03:0
DRB1 04:02:01G 11:04:0
DQB1 03:01:01G 03:02:0

Genotype ambiguities

Libraries used

IMGT 3.37.0
Sample: BR1826
Locus: HLA-A

Optimized typing result

Allele 1 Allele 2
A*02:01:01 A*24:314
Typing result

A*02:01:01:01 A*24:314

Allele ambiguities 4th

field Serol. CWD
A*02:01:01:01
: A*02:01:01:16 A2 No
1 A*02:01:01:31 A2 No
: A*02:01:01:50 A2 No

Typing result P group

A*02:01P A*24:26P

Typing result G group

A*02:01:01G A*24:26:01G

Visualization

1G A2 A24 C No  Accepted (1% rev.)
1G B18 B35 No C  Accepted (1% rev.)
1G Cw4 ? C Accepted (1% rev.)
1G DR4 DR11 C C  Accepted (1% rev.)
1G DQ7 DQ8 No C Accepted (1% rev.)
Serol. 1 Serol. 2 CWD 1 CWD2  Review status

C No  Accepted (1% rev.)

A2 A24 C No  Accepted (1% rev.)

A2 A24 C No  Accepted (1% rev.)

C No  Accepted (1% rev.)
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Mucleotide position
Analysis
Date: 07 July 2022
Library: IMGT 3.37.0
Software: NGSengine 2.15.0.15000
Sample: BR1826
Locus: HLA-B
Optimized typing result
Allele 1 Allele 2 Serol. 1 Serol. 2 CWD1 CwWD2 Review status
B*18:01:01 B*35:03:01 No C Accepted (1% rev.)
Typing result
B*18:01:01:02 B*35:03:01:01 B18 B35 No C Accepted (1% rev.)
Allele ambiguities 4th
field Serol. CWD
B*18:01:01:02
: B*18:01:01:05 B18 No
:B*18:01:01:17 B18 No
: B*18:01:01:20 B18 No
B*35:03:01:01
: B*35:03:01:03 B35 No
Typing result P group
B*18:01P B*35:03P B18 B35 No C Accepted (1% rev.)
Typing result G group
B*18:01:01G B*35:03:01G No C Accepted (1% rev.)
Visualization
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Nuclectide position
Analysis
Date: 07 July 2022
Library: IMGT 3.37.0
Software: NGSengine 2.15.0.15000
Sample: BR1826
Locus: HLA-C
Optimized typing result
Allele 1 Allele 2 Serol. 1 Serol. 2 cCwD1 CwWD2 Review status
C*04:01:01 C*12:03:01:01 C C Accepted (1% rev.)
Typing result
C*04:01:01:01 C*12:03:01:01 Cw4 ? C C Accepted (1% rev.)
Allele ambiguities 4th
field Serol. CWD
C*04:01:01:01
: C*04:01:01:10 Cw4a No
: C*04:01:01:11 Cwa No
: C*04:01:01:14 Cwa No
Typing result P group
C*04:01P C*12:03P Ccw4 ? C C Accepted (1% rev.)
Typing result G group
C*04:01:01G C*12:03:01G C C Accepted (1% rev.)

Visualization
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MNucleotide pesition
Analysis
Date: 07 July 2022
Library: IMGT 3.37.0
Software: NGSengine 2.15.0.15000
Sample: BR1826
Locus: DRB1
Optimized typing result
Allele 1 Allele 2 Serol. 1 Serol. 2 CWD 1 CWD 2 Review status
DRB1*04:02:01 DRB1*11:04:01 C C Accepted (1% rev.)
Typing result
DRB1*04:02:01 DRB1*11:04:01 DR4 DR11 C C Accepted (1% rev.)
Typing result P group
DRB1*04:02P DRB1*11:04P DR4 DR11 C C Accepted (1% rev.)



Typing result G group

DRB1*04:02:01G DRB1*11:04:01G C C Accepted (1% rev.)
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Visualization
=i L
78 5500 6000 6368:120 6368:620 6500 7000 7500 8000 8500 88
tilil "I ' IIHW l‘ll ""MII
ECAOR HACG G SNTHE S GEIEASTIR
WATES @GTC 6 -G BECTET IERT
o _ =
(=]
Esoo B - ]
g j
5 ]
=
R
(7]
] j
T T T T T
5278 6128 6368:673 6759 7673 8573
Nucleotide positicn
40
] o Y A
o ] I
3
g 4
£
5
[s4
20+
k T T T T T
5278 6128 6368:673 6759 7673 8573
Mucleotide position
Analysis
Date: 07 July 2022
Library: IMGT 3.37.0
Software: NGSengine 2.15.0.15000

Sample: BR1826
Locus: DQB1

Optimized typing result

Allele 1 Allele 2 Serol. 1 Serol. 2 CWD 1 CWD2  Review status
DQB1*03:01P DQB1*03:02 No C Accepted (1% rev.)

Typing result

DQB1*03:01:01:02 DQB1*03:02:01:01 DQ7 DQ8 No @ Accepted (1% rev.)

Allele ambiguities
Maijor fields Serol. CWD rd field Serol. CWD th field Serol. CWD

DQB1*03:01:01:02 DQB1*03:01:01:02
: DQB1*03:297 DQ3 No : DQB1*03:01:01:03 DQ7 No



: DQB1*03:01:01:09 DQ7 No

: DQB1*03:01:01:16 DQ7 No
: DQB1*03:01:01:18 DQ7 No
DQB1*03:02:01:01 DQB1*03:02:01:01
: DQB1*03:02:26 DQ8 No : DQB1*03:02:01:02 DQ8 No
: DQB1*03:02:01:08 DQ8 No
Typing result P group
DQB1*03:01P DQB1*03:02P DQ7 DQ8 No C Accepted (1% rev.)
Typing result G group
DQB1*03:01:01G DQB1*03:02:01G No C Accepted (1% rev.)
Visualization
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Nucleotide position i
Analysis 4
Date: 07 July 2022 C
Library: IMGT 3.37.0 e

Software: NGSengine 2.15.0.15000




Sample details

Reads
Total number of reads: 4234144
Mappability: 47173 of 50000 reads used
Software: NGSengine 2.15.0.15000
HLA-A 6953 14%
HLA-B 7226 15%
HLA-C 7058 15%
DRB1 12178 25%
DQB1 13758 28%
1629 4%
HLA-B, HLA-C 302 1%
DRB1, DQB1 191 1%
HLA-B, DQB1 98 1%
HLA-C, DQB1 96 1%
HLA-A, DRB1 93 1%
HLA-C, DRB1 89 1%
HLA-A, DQB1 77 1%
HLA-B, DRB1 74 1%
HLA-A, HLA-B, HLA-C 54 1%
HLA-A, HLA-C 45 1%
HLA-A, HLA-B 32 1%
HLA-B, HLA-C, DRB1 17 1%
HLA-B, HLA-C, DQB1 10 1%

HLA-A, HLA-B, HLA-C, DRB1 7 1%
HLA-A, HLA-B, HLA-C, DQB1 6 1%
HLA-A, HLA-C, DRB1 5 1%
HLA-A, HLA-B, DRB1 1 1%
HLA-A, HLA-C, DQB1 1 1%

Analysis settings

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

HLA-A NGSgo-AmpX Amplicon Default Cluster 20, 70, 10
HLA-B NGSgo-AmpX Amplicon Default Cluster 20 20 20, 70, 10
HLA-C NGSgo-AmpX Amplicon Default Cluster 20 20 20, 70, 10
DRB1 NGSgo-AmpX Amplicon Default Classic 20 20 20, 70, 10
DQB1 NGSgo-AmpX Amplicon Default Cluster 20 20 20, 70, 10

Quality trimming numbers: Absolute threshold, Relative threshold, Windowsize

Analysis settings cont.

Locus Noise threshold |CWD sorting \N»'L ol
applied \5

HLA-A 14 Yes
HLA-B 14 Yes o
HLA-C 14 Yes

DRBL 14 Yes .

DQB1 14 Yes ~

Optimized typing resolution flow

4-field 9 3-field 9 2-field 9 P-group



