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Overview

Reporting of sequence motifs from AlloSeq Assign enables efficient means of identifying potentially problematic donor/patient mismatches.
The sequence motifs reported by AlloSeq Assign have been included as they are of clinical significance in patient outcomes.
Review of the motifs may aid in selecting a donor that will reduce the risk of rejection or GVHD in the patient.

Motif Clinical Significance

HLA-B This SNP located in exon 1 of HLA-B has been implicated in significantly higher risk of severe GVHD when it is mismatched.
rs1050458C>T For donor patient pairs that are HLA-B genotype mismatched, selecting a donor that is matched at this marker reduces this risk.
HLA-G Reports suggest elevated HLA-G expression is associated with reduced allograft rejection.

rs1610696C>G Patient G + Donor C = reduced risk of rejection.
Patient C + Donor C = best outcome.

HLA-DPB1 This SNP is associated with level of DPB1 expression. The rs9277534-A allele is associated with low DPB1 expression, whereas the rs9277534-G allele is associated
rs9277534A>G with high DPB1 expression.
Among recipients of HLA-DPB1-mismatched transplants from donors with the low-expression allele, recipients with the high-expression allele had a high risk of
GVHD.
For donor patient pairs that are DPB1 mismatched, this marker can be used to select a DPB1-mismatched donors who generate a permissive DPB1 mismatch against
low-expression patient DPB1 alleles.

MICA This marker has been implicated in a higher risk of GVHD when it is mismatched.
rs1051792G>A Donor + patient mismatched at rs1051792 = increased risk.
Donor + patient matched at rs1051792 = reduced risk.

MICB98 This marker has been implicated in a higher risk of GVHD when it is mismatched.
Met/lle Donor + Patient matched at HLA&MICA but mismatched at MICB98 = increased risk of GVHD, and higher rate of relapse.
Donor + Patient matched at HLA&MICA AND matched at MICB98 = decreased risk of GVHD.
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Epsilon Delta Gamma ?? Beta Kappa Alpha ?”?

HLA-B rs1050458C>T

Implemented

Motif ID: rs1050458C>T Locus: HLA-B : 3.41
(Ref. Version #):
Supporting Petersdorf EW, Carrington M, O'hUigin C, Bengtsson M, De Santis D, Dubois V, Gooley T, Horowitz M, Hsu K, Madrigal JA, Maiers
Publication: MJ, Malkki M, McKallor C, Morishima Y, Oudshoorn M, Spellman SR, Villard J, Stevenson P; International Histocompatibility
Working Group in Hematopoietic Cell Transplantation. Role of HLA-B exon 1 in graft-versus-host disease after unrelated
haemopoietic cell transplantation: a retrospective cohort study. Lancet Haematol. 2020 Jan;7(1):e50-e60.
Impact of The mature HLA Class | molecule that is expressed on the cell surface is encoded by exons 2—7. Exon 1 of Class | genes

polymorphism:

encodes a separate leader peptide, which is not a structural moiety of the mature Class | molecule, but can be bound and
presented by Class |, notably HLA-E. HLA-A and HLA-C leader sequences are largely invariant and encode methionine at the
—21 position. A sequence dimorphism (rs1050458) in exon 1 of HLA-B gives rise to leader peptides containing methionine
(Met; M) or threonine (Thr; T), which differentially influence natural killer and T-cell alloresponses. Severe GVHD was
significantly higher with HLA-B leader mismatching compared to leader matching, and when the shared HLA-B allotype
had an M leader compared with a T leader. The preferred HLA-B-mismatched donor is leader-matched and sharesa T

leader allotype.
This mutation is common among HLA-B*07, 08, 14, 38, 39, 42, 48, 67, 73 and 81 allele groups.
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" AlloSeq Assign’

: Implemented
Motif ID: rs1050458C>T Locus: HLA-B P . 341
(Ref. Version #):
Example Display: | Homozygous C
Assignt [F|
5' UTR |3 ‘Intr |Exon 2 Intron 2 ‘Exon 3 ‘Intron 3 ‘Exon 4 |Int ‘Exo ‘Intron 5 | ‘Int | |3' UTR
IMGT/B 3.41.0.0 2020-07-13 821....... 831....... gal....... B 861....... 871....... B81... [L54UCLADAS B - Allele Fair Size: 26218
Base 853 ACTCRERARTCTCCTCAGACRCCRAGATGCKGGTCAYGGCRCCCCGRACCSTCCTCCTGCTGCTCTSGGSR Start: 9, 5' UTR 9
CDNE 4.2, Exon 1 11 cazl 4653, 3' UTR 1121
A .: ................................... j Allele 2 CORE EXONS | N-C PHASEL | PHASEZ | Differences
154UCLA945* B | | | | B . d
z A CTCAGAATCTCCTCAGACGCCGAGATGCGGETCAD : : :01:01:01 0 0 0 0 0 Intron 2
LT s " | o |1 | 1 w2
DPB1 G G G : : 0 0 Q 2 2 Exon 2, 3' 1
DQA1L 0 0 1 0 0
DQB1 o 0 1 0 0
DRB1GO1 0 0 1 0 0
DRB1G03 o 0 1 0 0
E 0 0 1 0 0
T I 0 0 1 0 0
G 0 0 1 0 0
H 0 0 1 0 0
MICRE o 0 1 0 0
MICB :01:01:01 0 0 1 0 0
154UCLEG46 :01:01:01 0 0 1 0 0
1540CLEG4T 35:01:01: 50:01:01:01 0 0 1 0 0
154UCLAG48 35:01:01:1 50:01:01:01 0 0 1 0 0
154UCLAG40 154UCLAG4S 35:01:01:1 50:01:01:01 0 0 1 0 0
| [154uCcLR950 KHERRHME -3 Apply 35:01:01:17 50:01:01:01 0 0 1 0 0
1550CLAG51 35:01:01: 50:01:01:01 0 0 1 0 0
1550CLAG52 1 - [k v = 35:01:01: 50:01:01:01 0 0 1 0 0
155UCLAS53 Ellicens | [Mosten ~ 35:01:01: 50:01:01:01 0 0 1 0 0
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" AlloSeq Assign’

Implemented

- . ; LA-B .
Motif ID rs1050458C>T HOE HLA (Ref. Version #):

3.41

Example Display: | Heterozygous C/T

Assign1 =|

‘3 ‘Intr ‘Exon 2 Intron 2 ‘Exon 3 ‘Intron 3 Exon 4 |Int ‘Exo ‘Intron 5 ‘ |Int ‘ |3' UTR
IMGT/B 3.41.0.0 2020-07-13 621....... 831....... 841....... Elﬁ__ll ....... 861....... 871....... 881....154UCLRS49 B - RAllele Pair Size: 43654
Base 853 ACTCARRRTCTCCTCAGACRCCRAGRATGCKGGTCAYGGCRCCCCGARCCSTCCTCCTGCTGCTCTSGGSR Start: 1, 5' UTR 1

CcDNA 4.2, Exon 1 11 ca2l Stop: 4653, 3' UTR 1121
154UCLAS45 o e e e et e e ettt e C..Cc./Allele 1 Allele 2 CORE EXONS N-C PHASE1 | PHASEZ | Differences
154UCLA946
154UCLAS47 A GGCGECCCCGAACCGTCCTCCTGCTGCTCTSGESGErF 14:02: 01: B5:01: 0 0 0 0 0 Intron 2
TSevcrasts T LTI e T 0 | 0 [ T [ T Jexn2
r:y G B T T} C C |B*14: H B5: 0 0 0 1 1 Exon 2
154UCLA949* B R A G G |Brid: 2013 0 0 0 1 1 Exon 3
C B*14: 154 0 0 0 1 1 Exon 2
DEAL BA14:18 0 0 0 1 1 Exon 2
DEB1 B*14:22 0 0 0 1 1 Exon 3
DQAL I | | | | I FM:GZ 0 0 0 1 1 Exon 3
DQB1 B*14:27 0 0 0 2 2 Exon 3
DRB1G03 500 Fadl | mpiR 14:02:01: 0 0 1 0 0
DRB3 14:02:01: 0 0 1 0 0
E 14:02:01: 0 0 1 [1] 0
F 14:02:01: 0 0 1 (1] 0
G I 14:02:01: 0 h] 1 [1] 0
TGCCGGTCHAGECGCCCCGRACCGTCCTCCTGCCGCTCTCGGRM
H 14:02:01: (1] 0 1 (1] 0
MICA AL L | | Ll 14:02:01: 0 0 1 0 0
L MICE 154UCLA949 14:02:01: 0 0 1 0 0
= LI | m—c o [ == B
UCLA H H H
155UCLAS52 AECIE e IE 14:02:01: 0 0 1 0 0
1550CLAG53 FLEIE | (Meste e 14:02:01: 0 0 1 0 0
Scciornoca [l a-00.01- n n 1 n n
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" AlloSeq Assign’

Implemented

Motif ID: rs1050458C>T Lo HLA-B (Ref. Version #):

3.41

Example Display: | Homozygous T

Assign1 n|

5' UTR E |Intr |Exon 2 Intron 2 |Exon 3 ‘Intron 3 Exon 4 |Int |Exo |Intron 3 ‘ ‘Int | |3' UTR
IMGT/B 3.41.0.0 2020-07-13 821....... 831....... 841....... E@ ....... 86l....... 871....... 881....]154UCLAS46 B - Allele Pair Size: 44282

Base 8533 ACTCARARTCTCCTCAGACRCCRAGATGCKGGTCAYGGCRCCCCGRARCCSTCCTCCTGCTGCTCTSGGSR Start: 1, 3' UTR 1

cDNA 4.2, Exon 1 11 ca21l Stop: 4653, 3' UTR 1121

154U0CLES4S L L L ] B e e et 1 S Allele 1 Allele 2 Differences
L CTCAGAGTCTCCTCAGACGCCGAGAT GCTGGT CATGGCGCCCCGRACCGTCCTCCTGCTGCTCTCEGLG

154UCLA946* B 0 0 1
c 0 0 1
DPAL 0 0 1
DPB1 0 0 1
DQAl 0 0 1
DEB1 0 0 1
DRB1G03 0 0 1
DRB3 0 0 1
E 0 0 1
F 0 0 1
G 0 0 1
| ACTCAGRATCCCCTCAGACGCCGAGATGCGEGETCACGGCGCCCCGRAACCGTCCTCCTGCTGCTCTGEGEE 0 0 1
MIcA HLf.J7-35¢] 1] [ | 11 7 7 1
Toh GATGCTGGACARGGCGCCCCGARCCGTCCTCCTGCTGCTCTCGGT 3 3 1
154UCLASAT RILEL 27— n | | | | ) ) 1
154UCLAG4E TCARAATCTCCTCAGACGCCGAGATGCGGGT CAHCGGCGCCCCGARCCGTCCTCCTGCTGCTCTCGGEA 0 0 1
B reieraes 8 1 OO AN AN 100 MO I T L
154UCLAS50 154UCLAS46 0 0 1
1550CLAG51 GEIEED Apply 0 0 1
155UCLAS52 . = . E . 0 0 1
1550CLAYS53 0 0 1
1550CLAGS54 Full Gene ~ | Master ~ ) ) 1
155UCLAYS55 0 0 1
0 0 1

[

155UCTRGSE

é CareDx




" AlloSeq Assign’

Motif ID: rs1050458C>T Locus: HLA-B

Implemented

(Ref. Version #): 3.41

Example Display: | Summary Table Report:

Motifs.

IMGT/F IMGT/G IMGT/H IMGT/A IMGT/E IMGT/C IMGT/B IMGT/MICA  IMGT/MICB
154UCLA945 rs1610696: Bw8, rs1050458:CC 129Met, 129\ 98lle
154UCLA946 rs1610696:* Bw6 Bw8, rs1050458:TT 129Val 98Met
154UCLA4T rs1610696:GC Bw6 Bw8, rs1050458:TT 129Val 98Met, 98lle
154UCLAG48 rs1610696:~~ Bw4 Bw6 Bw4, Bw6, rs1050458:CCJl 129Val 98lle
154UCLAG49 rs1610696: Bw4 Bw6 Qwﬁ rs1050458:TC J 129Met 98lle

Genotyping Report:

Reference: IMGT/B 3.41.0.0 2020-07-13

Summary

[The allele pairs listed below are compatible with the consensus sequence.

B*14:02:01:01 B*35:01:01:05
B*14:02:01:01 B*35:01:01:42 Intron 2

Motifs: Bw, rs1050458:TC Heterozygous
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HLA-G rs1610696C>G

Implemented

Motif ID: rs1610696C>G Locus: HLA-G . 3.41
(Ref. Version #):
Supporting Adamson MB, Di Giovanni B, Ribeiro RVP, Yu F, Lazarte J, Rao V, Delgado DH. HLA-G +3196 polymorphism as a risk factor for cell
Publication: mediated rejection following heart transplant. Hum Immunol. 2020 Apr;81(4):134-140.
Impact of Human leukocyte antigen-G (HLA-G) is an immune checkpoint which dampens the immune response. Reports suggest

polymorphism:

elevated HLA-G expression is associated with reduced allograft rejection. The +3196C/G polymorphism is located within the
3'UTR of the HLA-G gene, 3196 base pairs downstream of the initiation sequence. The 3'UTR, specifically exon 8, is a vital
component for HLA-G transcriptional regulation. The current study identified the +3196 G allele as a risk factor for cell
mediated rejection (CMR). Compared to the minor GG genotype, CG had a 47.2% reduction in CMR risk while CC had a
66.9% reduction.

Note: Equivalent to ¢.*287C>G (using standard HGVS nomenclature, which means 287 bp downstream of the T in the TGA
stop codon).
Currently this position is not included in IMGT /Unknown.
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s"AlloSeq Assign D QR @ GDDO 1 LE @

Epsilon Delta Gamma ?? Beta Kappa Alpha ?”?
HLA-G rs1610696C>G
The freedom from cell mediated rejection Product-Limit Survival Estimates
(CMR) stratified by each +3196C/G With Number of Subjects at Risk and 85% Confidence Limits
genotype. Highest risk was observed in the 1.0- + Censored
group homozygous for the G risk allele, Logrank p=0.0052
whereas the lowest risk was observed with 08 - |
the presence of the C allele. Risk of CMR N \
increased proportionally with an increase E a ’ T2 T R |
in the number of risk allele G (p = 0.0052). n‘§_ ;
@
02-
0.0 -
GG 15 3 1 1
CcG 53 28 16 3
cc 55 26 18 5 |
0 2 4 6
Years since the operation
'SNP 3196 RS1610696 GG G cC |

Adamson. et al. Hum Immunol. 2020 Apr;81(4):134-140
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" AlloSeq Assign

Implemented

Motif ID: rs1610696C>G Locus: HLA-G (Ref. Version #):

3.41

Example Display: | Homozygous C

Assign1 [
5' UIR |E |Inc Exon 2 Intron [(Exon 3 Intron 3 ‘Exon 4 ‘Inc |Exo ‘Inczan 5 3' UIR
IMGT/G 3.41.0.0 2020-07-13 5071... .|HC20237L20132A01R900050106 G - Allele Pair Size: 580
Base 5029 TCTGTATTARR AT TAGAR T CTGAGTAT AR AT TTACT I TTTCARRTTAT TTCCAAGAGAGATTGATGGETTAATTARAAGGAGRAR Start: 1, 5' UIR 1
3' UTR €45 cazl Stop: €362, 3' UIR 1878
i Allele 1 Allele 2
HC20237L20182A01RS00050106* G
H 0 [+] 2 0 1
x I o [ o] =21 o>
E 0 [s] 3 0 2
C 0 [v] 3 0 2
0 a 3 2 1
MI i} s} 4 i} 2
MI 0 [v] 4 2 1
DH 1) a 4 2 z
DH 0 [+] 5 2 2
DR a a 5 2 2
DH o Q () 2 z
g 0 1 2 0 2
g a 1 =) a 2
DH i} 1 4 2 2
DH 0 1 5 2 2
HC20237L20182A02Q940050830 -
HC20237L20182A03P073231229 ==
. |HC20237L201B2A04RS52005126€9 Aply -
HCZ0237L20182A05RST0900614 ==
HC20237L20182A06R050114117 Eull Gene -
HC20237L20182B01IEW09024 I U I == -
HC2Z0237L2018ZBOZIHW09050 1 3 31 - -
HC20237L20182B03IHEW09058 1 [+] 4 == ==
HC20237L20182B04THW09074 1 a 4 - -
HC2Z0237L20182ZBOSIHWO9085 1 Q 4 == ==
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" AlloSeq Assign

Implemented

(Ref. Version #): 3.41

Motif ID: rs1610696C>G Locus: HLA-G

Example Display: | Heterozygous C/G

Assign1 |
5' UIR ‘E |Inc |Exon 2 ‘Inczon |Exon 3 Incron 3 Exon 4 ‘Inc |Exo |Incran 5 3' UIR
IMGT/G 3.41.0.0 2020-07-13 ....5001......5011......5021...... 5031 ...5041......5051......5061...... ....|HC20237L2Z0182A03P073231229 G - Rllele Pair Size: 1580
Base 5029 TCIGTATTARAATTAGAATCTGAGTATARATTTACTTITTCARATTATITCCARGAGAGATTGATGGEGTTAATTARAGGAGARY Start: 1, 5' UIR 1
3' UIR 645 cazil Stop: €503, 3' UIR 211%
HC20237L20182A01R900050106 Allele 2

HC20237L20182A02Q940050830

HC20237L20182A03P0T3231229*%

NIRRT
id

F 0 0 1 0
G 1] 1] 1 Q
H 0 0 1 a
B 1] 1] 2 o
I ] ] & Q
C ] ] 2 Q
B Q Q 2 ]
MICH 0 0 2 a
MICH 0 0 3 0
DRB4 ] ] 3 Q
DRBE Q Q 3 ]
DRB1GO1 0 0 3 a
DRB1GOT 0 0 3 a
Db a a 3 Q
Dd 0 0 3 1
DR

DH

plH|e|lele|le|le| | Hle Hl el H el He|Fee

21
B1|
[~ |HC2Z0237L20182A04R920051269 Apply

HC20237L20182A05R970900614
HC20237L20182A06R050114117
HC20237L20182B0O1THW09024 o o L 1
HCZ0237L20182B02THW09050 1] 1] 4 1
HC20237L20182B0O3IHW09058 0 0 4 1
HC20237L20182B04IHW09074 ] ] 4 1
SenAnaATAAlosDACTuUmAGAGE Py Py a Y
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" AlloSeq Assign

Implemented

Motif ID: rs1610696C>G Locus: HLA-G (Ref. Version #):

3.41

Example Display: | Homozygous G

Assignt [
5' UIR |E ‘Inc |Exon 2 |Incan |Exon 3 Intron 3 |Exon 4 |Inc |Exo |Incran 5 3' UIR
IMGT/G 3.41.0.0 2020-07-13 .4981...... 5001...... 5011...... 5021... DSOSl ...... 5041...... 5051...... S06l...... qHCZOZSTLZGlBZFGEWlBO G - Allele Pair Size: 1069
Base 5029 AT TACTTCTGTIATTARAATTAGRATCTGAGTATARATTTACTTTITCARATTATTTCCARGAGAGATTGATGGGTTARTTARY Start: 1, 5" UIR 1
3' UIR 645 cazl Stop: €503, 3' UIR 211%
Allele 1 Allele 2 Differences
HC20237L2Z01282E03VW1ES
HC20237L20182E04VW173
HC20237L20182E05VW181
HC20237LZ0182E06VW189
HC20237LZ0182F01VW1S0
HC20237L20182F02VW158
HC20237L20182F03VW166
HC20237LZO182F04VW1T4
HC20237L20182F05VW182
F
HC20237L20182F06VWN190* G
H
E:s
E
=
B
MICH
i HC20237120182F06VW150
DHB4
Jo7: ERIE Y @-E B Apply
DHz1sd7 @ E G ~ E
DORL Full Gene ~ | Master ~
DOs1 T T
DHRL 1 1 L}
DHBL 1 ] [+]
HC20237L20182G01VW151 1 1 1
HC20237120182G02VI15G 1 0 Z
| |
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" AlloSeq Assign’

Motif ID: rs1610696C>G Locus: HLA-G Implemented 3.41
(Ref. Version #):
Example Display: | Summary Table Report:
Motifs.
IMGTF  IMGT/G  IMGTH  IMGT/A  IMGT/E  IMGT/C  IMGT/B  IMGT/MICA IMGT/MICB IMGT/DRB3 IMGT/DRB4 IMGT/DRB5 IMGT/DRB1 IMGT/DQA1 IMGT/DQB1 IMGT/DPA1 IMGT/DPB1
HC202371.20182A01R900050106 rs1610696:CC Bwd Bwé Bw6, s1050:120val  98lle 159277534:GG
HC202371.20182A02Q940050830 151610696:CC Bwé Bwd, rs1050: 129Met, 129 98lle 159277534:GA
HC20237L20182A03P073231229 Heterozygous Bwé Bwd, Bw6, rs 129Val 98lle 1s9277534:GA
HC20237L20182A04R920051269 Homozygous G Bwé Bw6, rs1050:129Val  98Met, 98lle 1s9277534:AA
HC20237L20182A05R970900614 1$1610696:CG Bwé Bwd, Bwb, s120Val  98Met, 98lle 159277534:GG
HC20237L20182A06R050114117 1$1610696:CG Bwé Bwd, Bwb, rs120Val  98lle 19277534:GA
HC202371.20182B01HW09024 Homozygous C Bwé Bw6, rs 1050 129Met, 1291 98lle 159277534:GG
HC20237120182B02IHW03050 1s1610696:CC Bwé Bwd, rs1050:120Val  98lle 159277534-AA
HC20237L20182B03IHW09058 1$1610696:CC Bwé Bw6, rs1050:120Met  98lle 1s9277534:GG
Genotyping Report:
Reference: IMGT/G 3.41.0.0 2020-07-13 Reference: IMGTIG 3.41.0.0 20200713 Reference: IMGT/G 3.41.0.0 20200713
Summary Summary Summary
The allele pairs listed below are compatible with the consensus sequence. | |The allele pairs listed below are compatible with the consensus sequence.| |The allele pairs listed below are compatible with the consensus sequence.
G*01:01:01:05  [G*01:01:03:03 | G*01:01:01:04  [G*01:01:02:02 | G*01:01:02:01  [G*01:01:22:01 |
Motifs: rs1610696:cc HOomozygous C Motifs: rs1610696:cG Heterozygous C/G Motifs: rs1610696:66 Homozygous G
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HLA-DPB1 rs9277534A>G

Implemented

(Ref. Version #): 3.37.0

Motif ID: rs9277534A>G Locus: HLA-DPB1

Supporting * Petersdorf EW, Malkki M, O'hUigin C, Carrington M, Gooley T, Haagenson MD, Horowitz MM, Spellman SR, Wang T, Stevenson

Publication: P. High HLA-DP Expression and Graft-versus-Host Disease. N Engl J Med. 2015 Aug 13;373(7):599-609
* Schone B, Bergmann S, Lang K, Wagner |, Schmidt AH, Petersdorf EW, Lange V. Predicting an HLA-DPB1 expression marker
based on standard DPB1 genotyping: Linkage analysis of over 32,000 samples. Hum Immunol. 2018 Jan;79(1):20-27.
Impact of HLA-DPB1 expression is associated with the rs9277534 A/G polymorphism located in the 3'UTR of the HLA-DPB1 gene. The
polymorphism: rs9277534-A allele is associated with low DPB1 expression, whereas the rs9277534-G allele is associated with high DPB1

expression. Among recipients of HLA-DPB1-mismatched transplants from donors with the low-expression allele, recipients
with the high-expression allele had a high risk of GVHD. When DPB1-matched donors are not available, this expression
marker can be used to prospectively identify DPB1-mismatched donors who generate a permissive DPB1 mismatch against
low-expression patient DPB1 alleles.
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" AlloSeq Assign’

Implemented

(Ref. Version #): 3.37.0

Motif ID: rs9277534A>G Locus: HLA-DPB1

Example Display: | Homozygous A

IMGT/DPB1 3.41.0.8 2828-87-13 [......12811.....120821.....12831).....12@41.....126851..... 12861..... 154UCLA%45 DPB1

Base 12837 AAGTTTAGTGCCCTCATCCATTTATGTCTCAGACCRCTATTCTTAACTATTCAATGGTGAGCAGACTGCA Start: 154, 5° UTR 154

3' UTR 792 cCAZ21 Stop: 12397, 3' UTR 1152

F e [Allele 1 Allele 2 CORE EXONS | Differences
G TTTAGTGCCCTCATCCATTTATGTCTCAGACCACTATTCTTAACTATTCAATGGTGAGCAGACTGCA
H DPB1*84:01:41 ) 1
A DPE1*84: @ 1 PE1*34" 1 a 1
E IJPBI‘M: : DPB1*939:01 e 1
© l)PBl”Bll: DPE1*1891:01 e 1
B ; DPB1%@4:81: DPB1*@4:01:41 ] 1
MICA I DPB1*@4:01: .PBl‘SflE:Bl ) 1
MICB ! II III DPB1*84: DPB1*939:81 a 1
DRB1G@1 ! LU DPB1%@4:01: DPB1*1091:61 ] 1
DRBE1GE3 - . =1 DPB1*@4:01: DPE1*@4:01:41 e 1
DQAL DPB1=@4:@81: .PBi"SAQ:Bi a 1
DQBL DPB1*@4:01: DPB1*939:01 ) 1
DPAL DPB1*84: DPB1*1891:81 a 1
154UCLA945* DPB1 DPB1*@4:01: DPB1*@4:01:41 e 1
154UCLAS4G 154UCLAGES lPBl‘849:Bi e 1
154UCLAG4T DPB1%939:81 ] 1
154UCLAO4E Apply . DPB1*1891:01 ) 1
154UCLAS4G DPB1*@4:81:41 a 1
154UCLA95@ Full Gene < | [Master = FPBl‘SELQ:Bl [} 1
155UCLA9SL L DPB1*935:01 2] 1
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Motif ID:

rs9277534A>G

Locus:

HLA-DPB1

Implemented
(Ref. Version #):

3.37.0

Example Display:

Heterozygous A/G

Exo Exon
TMGT/DPB1 3.41.8.8 2020-07-13 [ ...... 12011. . ... 12021..... 12631 12041 ... 12051. ... . 12061. . ... 1154UCLAG47 DPB1
Base 12037 GTTTAGTGCCCTCATCCATTTATGTCTCAGACCRCTATTCTTAACTAT TCAATGGTGAGCAGACTGCA Start: 35, 5° UTR 35
37 UTR 782 CAZ21 Stop: 12483, 3' UTR 1238
154UCLA945 L ] P e et e e L Allele 1 Allele 2 CORE EXONS | PHASE1 | PHASEZ | Differences
1sauctaoae | T B
[3 TTTAGTGCCCTCATCCATTTATGTCTCAGACCRC TATTCTTAACTAT TCAATGGTGAGCAGACTGCAIDPE1=124:81:81 | DPB1*358: 81 ) [) ] []
g T L LTI ] [ppeiesieres Tpresseonsi | o | o | 1 | 1 Jewns
H q PE1%23:61:01 DPE1792:61 ) E) 1 1 |Exon 2
A I PE1723:61:01 DPE1792:81 8 8 1 1 | Exon 2
E L LU LLL R LIl L WL PB1*25:01 DPB1#215:01 ) E) 1 1 Exon 2
C i [pre172:e1 01 DPB1*132: 81 8 F] 1 1 |Exon 2
B i [pre1i72: 0101 DPE1¥132: 81 ) E) 1 1 |Exon 2
NICA | PE1772:61:01 DPE17132:81 a 8 1 1 | Exon 2
MICB [bra1720:01:61 DPB17377:01 ) ) 2 2 | Exon 2
DRE3 PB1728:61:01 DPB1*377:01 8 F] 2 2 | Exon 2
DRES IIIII PE1¥58:61 DPE1¥687: 81 ) E) 2 2 | Exon 2
DRE1GE1 ] Lo gbPe1*51:01:61 DPE1*1896:61 E] @ 2z 2 Exon 2
DRB1GB3 PB1751:61:61 DPB1=1896: 61 ) ) 2 2 | Exon 2
DQAT DPE1*377:81 DPE1*985: 81 8 F) 2 7 | Exon 2
DQE1 DPE1*52:61 DPE1*214:01 ) E) E 3 | Exon 2
DPAL 154UCLABAT DPE17386: 81 DPE17613: 81 8 @ E 3 | Exon 2
154UCLA947* DPB1 | B EERpHEE Aply . DPB1756: 81 PB1=762:01 ) ) 2 4 |Exon 2
154UCLA948 DPE1*289: 81 DPB1*355: 81 ] F) 4 4 |Exon 2
154UCLAD4D & — - U F)PBI‘BQE:BI DPE17588: 01 ] ) 4 4 |Exon 2
154UCLADSS L Eers | [Master H" DPE1758%: 81 DPE17922: 81 8 @ 4 4 |Exon 2
ool = oo oo Dooaz o4, o0 o = r L a

é CareDx




" AlloSeq Assign’

Implemented

5 : S 0 -
Motif ID rs9277534A>G Locus HLA-DPB1 (Ref. Version #):

3.37.0

Example Display: | Homozygous G

IMGT/DPB1 3.41.8.8 2820-67-13  [0d......12@11.....12821..... .12841.....120851.....120861..... 154UCLAS48 DPB1
Base 12837 AAGTTTAGTGCCCTCATCCATTTATGTCTCAGACCRCTATTCTTAACTATTCAATGGTGAGCAGACTGCA Start: 168, 5' UTR 166
3" UTR 792 cCA21 Stop: 12253, 3' UTR 1888
154UCLAS45 . Allele 1 Allele 2 CORE EXONS | Differences
154UCLAZ46 AAGTTTAGTGCCCTCATCCATTTATGTCTCAGACCGCTATTCTTAACTATTCAATGGTGAGCAGACT!
154UCLAS47 DPB1%05:01: DPB1*@ 187 [ 1
prB1765:81: PB1*85:081:12 [ 1
G [prB1es: DPB1*135:01 8 1
A [pre1es: DPB1%1118:61 8 1
E DPB1%85: DPB1%65:81:87 8 1
T DPB1%05:81: lpm'as:m:u E] 1
B DPB1%05:81: DPB1*135:81 8 1
MICA DPB1%05:81: DPB1*1118:01 8 1
MICB o2 L B DPB1*@5:01: DPB1*@5:01:87 [} 1
DRB4 DPB1%05:01: lpm‘as:m:u [ 1
DRB1GE4 DPB1%05:01: DPB1*135:61 [} 1
DRB1GO7 DPB1%05:01: DPB1*1118:01 ] 1
DQAL — DPB1%65:61: DPB1%@5:81:87 ) 1
DRB1 I)pm‘as: : lpm*as:m:u 8 1
DPA1 I)pm'as: B DPB1*135:81 e 1
154UCLAS48* DPB1 PB1*85:81: DPB1*1118:01 8 1
154UCLAZ49 154UCLAS4S PB1%85:01: DPB1*@5:01:87 [} 1
154UCLASSE PB1*@5:081: lpm'as: 112 [ 1
155UCLAS51 PB1*@5:081: DPB1*135:61 [} 1
155UCLASS2 PB1*@5:01: DPB1*1118:01 ] 1
155UCLASS3 FLiEs= PB1%85:61: DPB1%05:081:67 ) 1

é CareDx




" AlloSeq Assign’

Motif ID:

rs9277534A>G

Locus: HLA-DPB1

Implemented

(Ref. Version #): 3.37.0

Example Display:

Summary Table Report:

Motifs.

IMGT/DPE1

154UCLAS45  rs9277534:AA |Homozygous A

154UCLA946  1s9277634:66 |Homozygous G

184UCLAS4T  rs8277534:GA

Genotyping Report:

Heterozygous A/G

154UCLA945
IMGT/DPB1 3.41.0.0 2020-07-13

Sample:
Reference:

<

¥

The allele pairs listed below are compatible with the consensus sequence.

DPBT 040101 X ]
Mortifs: rs9277534:Aa HOMOzZygous A

Sample: 154UCLAS4T

Summary

The allele pairs listed below are compatible with the consensus sequence.

DPB1+03:01:01  |DPB1*04:01:01

DPB1*124:01:01 |DPB1*350:01

Motifs: rs9277534:GA Heterozygous A/G

Sample: 154UCLA948

Summary

The allele pairs listed below are compatible with the consensus sequence.

DPB1%05:01:01  [X |

é CareDx
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- Additional MHC
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" AlloSeq Assign D QR @) (B0 0 I8 @

Epsilon Delta Gamma ?? Beta Kappa Alpha ?”?

MICA rs1051792G>A; MICA-129Val/Met

rs1051792G>A; MICA- Implemented

Motif ID: Locus: MICA . 3.37.0.1
129Val/Met (Ref. Version #):
Supporting * Isernhagen A, Malzahn D, Bickebdller H, Dressel R. Impact of the MICA-129Met/Val Dimorphism on NKG2D-Mediated
Publication: Biological Functions and Disease Risks. Front Immunol. 2016 Dec 12;7:588
* Fuerst D, Neuchel C, Niederwieser D, Bunjes D, Gramatzki M, Wagner E, Wulf G, Glass B, Pfreundschuh M, Einsele H, Arnold R,
Stuhler G, Schaefer-Eckart K, Freitag S, Casper J, Kaufmann M, Wattad M, Hertenstein B, Klein S, Ringhoffer M, Mytilineos D,
Tsamadou C, Mueller C, Schrezenmeier H, Mytilineos J. Matching for the MICA-129 polymorphism is beneficial in unrelated
hematopoietic stem cell transplantation. Blood. 2016 Dec 29;128(26):3169-3176.
Impact of The MICA-129Val/Met dimorphism, caused by SNP rs1051792 at nucleotide position 454 (G>A) of the MICA gene causes a

polymorphism:

valine (Val) to methionine (Met) exchange at position 129 of the MICA protein, separating MICA into isoforms that bind
NKG2D with high (Met) and low affinities (Val).

Adverse overall survival and worse outcome for disease-free survival was observed in the 10/10 match group if MICA-129
was mismatched (10/10, hazard ratio, 1.77). Higher rates of acute GVHD were seen in MICA-129 mismatched cases.

Exon 3, Position 8403 in AlloSeq Assign

é CareDx




" AlloSeq Assign

: rs1051792G>A; MICA- Implemented
Motif ID: Locus: MICA : 3.37.0.1
129Val/Met (Ref. Version #):
o
Example Display: | Homozygous G - 129Val/Val
Assign1 E3|
1
S' UTR Intron 1 ] |Exo |TM' }Fv n fInctron 3 |Exon| |E |Im:xon S
TMGT/MICA 3.41.0.0 2020-07-13 O3 Thcaies A8 T 8991; v B 7 VT T Y 7 e 98 8441 HC20237L20182E03VW165 \GA) Allele Pair Size: 1851
Base 8403 ..E..L..F..L..S5..Q..N..2..E..T..E..E..WN}.T..Z2P..Q..5..5..R..A..Q..T..L..A..M..N..V.|Start: 1, S' UIR 1
CDNA 129.1, Exon 3 129 Caz1 Stop: 13032, 3' UIR 693
HC20237L20182E02VW157 T AGCTCTTCCTCTCCCAAAACCTGGAGAC . GAGGAATGGACAGTGOFCCAGTCCTCCAGAGCTCAGACCTTGGCCATGAACGTCH Allele 1 Allele 2 CORE | EXONS | N-C | Differences
F AGCTCTTCCTCTCCCARAACCTGGAGAC . GAGGAATGGACAGTGOFCCAGTCCTCCAGAGCTCAGACCTTGGCCATGARCGT
G H: [.E..L..F..L..S..0..N..L..E..T..E..E..WLT]VJP..0..5..5..R..A..Q..T. .L. .A. .M. .N. .V.|MICA*008: 01: 01 [MICA*008:04:0 0 0 1
H IMICA'OO&: :02 |[MICA*008:04:01 0 0 1
S | Mrzca=oos: 01 ogfMIcaroos:04: 01 0 o 1
E 'ﬁICR'OOS: :0: ICA*008:04:0 0 1]  §
T i CA*008:01:04|MICA*008:04:01 o o 1
B ICA*008:01:0 ICA*008:04:0 (1] 0 1
HC20237120182E03VW165* e | ICA*008:01: 09| MICA*008:04: 01 ] ) 1
M3 ICA*008:01:09HICA*008:04:0 ] o 1
DRz MICA*008:01:01 |MICA*008:04:01 o o 2
DRz BEEERNNENENE MICA*008:01:02 JHICA*008:04:0 ) ) 2
DRz 1GqL ICA*008:01: 0| MICA*008:04:01 ] ] 2
| DRz i SEEEEESSSEERES HEEHE ICA*008:01:0QfICA*008:04:09 ] o 2
D] MICA*008:01:01 [MICA*008:04:02 0 0 3
Dd=]] MICA*008:01:02 [HICA*008:04:09 ] o 3
DHA ] [Frcaroos:o1:odfficarooe:0a:04] o ] 3
DEB 1| [f1zca*o0s:01: oJhICA* 008 04: 0 ) 0 3
HC20237L20182E04VW173 P s e = =
HC20237L20182E05VW181 [
HC20237L20182E06VW189 @ GG B HICIES | Apply
HC20237L20182F01VW150 I B(E] - [EE v =]
HC20237L20182F02VW1SE [ 5l e T
HC20237L20182F03VW166 L ICA™UUSY L ICA™UUBTUS UL U U g
HC20237L20182F04VW174 ICA*008:01:0QHICA*008:04:0 o o ]
HC20237L20182F05VW182 MICA*008:01:02 |[MICA*087 0 1 o
HC20237L20182F06VW1S0 MICA*008:04:01 HICA*008:11 0 1 0
HC20237L20182G01VW1S1 MICA*008:04:01 |MICAR08T ] 1 )
—

é Care




" AlloSeq Assign’

Motif ID:

rs1051792G>A; MICA-
129Val/Met

Locus

MICA

Implemented

(Ref. Version #): 3.37.0.1

Example Display:

Heterozygous G/A- 129Met/Val

Assignt [
5' UTR Inctron 1 |Exn |In:: !:ﬁon [fntron 3 |Ixnn ‘ |E |In::nn L]
IMGI/MICA 3.41.0.0 2020-07-13  |l......8371......838l......8381......§400. & ...8411......8421...... 843l...4. ©441.[HC20237L20182G04VW175 MICA - Allele Pair Size: 1689
Base 8403 Q..5..5..R..A..0..T..L..A. .M..N..V.,|Starc: 1, S' UTR 1
cDNA 128.1, Exon 3 129 CA21 Stop: 13017, 3" UIR €78
HC20237L20182E02VW157 CITCCTCICCCAAAACCTGGAGAC . GAGGAATGGAY [CCCAGTCCTCCAGAGCTCAGACCTIGGCCATGAACGTCA Allele 1 Allele 2 CORE EXONS N-C PHASEl | PHASE2 | Differenc:
HC20237L20182E03VW16S AGCTCTITCCTCTCCCAAAACCTGGAGAC . GAGGAAT GGARAGT G CCAGT CCTCCAGAGCTCAGACCTIGGCCATGAACGT!
HC20237L20182E04VW173 ..E..L..F..L..5..0..N..L..E..T..E..E..W. 'li..Z LP..0..5..5..R..A..0..T..L..A. .M. .N..V.lMICA*007:01: 0Z4MICA*008:01:01 (1] 1] '] (1] (1] Intron 5
ezoas oSS T LT[ feeeoor-orzodfursieoseozorl o | o | © | o | o |ameson
E..L..F..L..5..Q..N..L..E..T..E..E..W. 7. .M&P..Q..5..5..R..A..Q..T..L..A. .M. .N..V.lMICA*007 : 01 : 04 MICA*008:01: 01 1] (] 0 o (1] Intron 1
HC20237L20182F01VW150 peEe ihio oFo e oSe o Mo Lo Eo o T ELE V.RICA*007:01 j-HICh'OO‘B:Ul:OZ 0 [} 1 [ 1
HC20237L20182F02VW158 MICA*007:01:0MICA*008:01:02 '] (1] 1 0 1
HC20237L20182F03VW1é6 ICA*007:01:0MMICA*008:01:02 0 o 1 o 1
HC20237L20182F04VW174 HICA*007: MICA*008: "] ] 1 0 1
HC20237L20182F05VW182 | ICA*007: ICA*008: 0 o 2 o 1
HC20237L20182F06VW190 : 4 | ICA*007: ICA*008: '] ] 2 0 1
HC20237L20182G01VW151 ICA*00T: ICA*008: 0 ) 2 Q 1
HC20237L20182G02VW159 ICA*007: ICA*008: o o 2 (] 1
| [HC20237120182G03VW167 L st L A ICA*007: ICA*008:01:04 0 0 2 0 1
F ICA*007: ICA*008:01:09 o (1] 2 ] 1
G ICA*007: ICA*008:01:03 0 o 2 0 1
H ICA*007: ICA*008:01:04 (1] (1] 2 ] 1
A - e . - - - 0 1
E 0 1
- | TEE ) e
B El . A+6G i E 0 1
HC20237L20182G04VN175* DNA « | [Master ” 0 1
H‘C:: JCATUUTTULT: 3 U U i 0 1
3 ICA*007:01:0: ICA*008: 0 o 3 Q 1
gﬁ FICA‘DO?:Ol:OiICh‘OO&: 0 (1] 3 0 1
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" AlloSeq Assign’

: rs1051792G>A; MICA- Implemented
Motif ID: Locus: MICA : 3.37.0.1
129Val/Met (Ref. Version #):
5
Example Display: | Homozygous A — 129Met/Met
Assignt [H|
5" UTR Intron 1 |Exo II!!CJ: n fintron 3 Exon| |E |Inuon 5
IMGT/MICA 3.41.0.0 2020-07-13 Ldecases 8371...... 838l...... 839%1...... ol .)....8411...... 8421...... 8431......8441./|HC20237L20182F06VW190 MICA - Allele Pair Size: 685
Base 8403 ..E..L..F..L..5..0..N..2..E..T..E..E..W.|T..Z].P..Q..5..5. .R. .A..0Q..T..L..A..M..N..V.| Scarc: 1, 5' UIR 1
cDNA 129.1, Exon 3 129 CA21 Stop: 13032, 3" UIR 693
HC20237L20182E02VHL57 CITCCTCTCCCARRACCTGGAGAC . GAGGARTGGAFARTGYCCCAGTCCTCCAGRGCTCAGACCTIGECCATGARCETCH Allele 1 Allele 2 CORE | EXONS ||N-C||| PHASEL | PHASEZ | Differences
HC20237L20182E03VA165 CITCCICICCCARAACCTGGAGAC . GAGGARTGGAFAATGYCCCAGTCCTCCAGAGCTCAGACCTTGGCCATGARCGIC
HC20237L20182E04VALT3 CE- L. F..L..5..0:..N. L. .E. T:-Ev E. 0|3 - B[ -P--0-:5: .5 -R:-A--0. T Lo -A: - Ho N VAHICA*007: 01: 0AIMICA* 017 0 [ ) 0 0 |Introm s
E=20237 1208828 0SVAIE] |||||l|||JHI||JJH||IJH|||JH|||IH|| HH|||l|||||||||||||||||||||||||l|||| ICA"007:01: 0HICA" 017 o ° o o 0 |Zncrom 1
HC20237L20182E06VW189 esE..L..F. Q. «E..T. .E..W. .MJ.P..Q..5..8. .M. MICA*007:01:049IMICA*017 o 0 (1] '] 1] Intron 1
HC20237L20162F01VA150 ..E..L..F..L..5..Q..N..L..E..T..E..E..W.]T{.4].p..0..5..5. .R. .A..Q..T. .L. .A. .M. .N. .v.[HICA®002¢ 02 |MICA*084 0 o o 1 1
HC20237L20182F02VW158 1 MICA*007:01:0 ICA*055 L] 1 (1] o [1]
HC20237L20182F03VHLEE i i HICA*007:01:03|HICA* 095 0 1 ] ) 0
HC20237L20182F03VA174 ol [TCA*007:01:03|HICA* 055 0 1 ) 0] ]
HC20237L20182F05VW182 ICA*007:01:0 ICA*095 0 1 [1] L] 1]
F MICA*017 ICA*100 0 1 ) ) 0
G .: MICA*017 MICA*026 o 1 0 1 0
" MICA*026 ICA*095 0 1 ] 1 ]
Y FrECEeere L T TCA*095 ICA*100 [} 2 0 [ 0
E MICA*002:01:01)|MICA*084 1 3 B E= E=
SRR RRRERAN T cA =002 01 o[ HICA* 084 1 3 4 = =
B I I “I “I I I ICA*002:01:03| HICA*084 1 3 3 = =
O e S $ AGCT mrcamcccmcassmc‘rGmmrssncnmscccmrcnccneascrcncnccncsccmcmc HC202371L20182F06VW150 — _
4 - —
DHE4 R=asRRuEss ] GIGEE EE M | Apply = -
-AGC'ICTTCCTCTCCCAAAACCTGGAGACTCAGGAATGGACAGTGCCCCAGICCTCCAGAGCTCAGACC
Qe HLA.33-1273 ‘ BEE — —
DEEEAT GAGCTCTTCCTCICCCARARCCTGGAGACTCAGGAATGGACAGTGCCCCAG ] | Master - - -
D] CrenRamEEss | TCAUUZ TU L U EICATUES = > = == ==
e SAGCTCTTCCICTCCCARAACCTGGAGACTCAGGAATGGACAGTGCCCCAG HICRA002; O M| HICR - 017 1 0 0 - -
DA MICA*002:02 ICA*095 1 ] ) = —
D )| PR T ‘ ICARONT 01 00 ICAXOED 01 o 3 1 0 1

é CareDx




" AlloSeq Assign’

: rs1051792G>A; MICA- Implemented
Motif ID: Locus: MICA : 3.37.0.1
129Val/Met (Ref. Version #):
Example Display: | Summary Table Report:
Motifs.
MGTF  IMGTIG  IMGTH  IMGT/A  IMGTE  IMGT/IC  IMGT/B  IMGTAMICA
HC20237L20182A01R900050106 rs1610696:CC Bud B Bw6, rs1050: 129Val Homozygous G
HC20237120162A02Q940050830 rs1610695:CC Bt Bwé, rs100: 120Met, 120val | Heterozygous G/A
HC202371.20182A03P073231229 rs1610696:CG Bws Bwd, Bw, 1= 129Val
HC202371.20182A04R920051269 r$1610696:GG Bws Bws, rs1050: 129Val
HC202371.20182A05R970900614 rs1610696:CG Bwé Bwd, Bw, r= 129Val
HC202371.20182A06R050114117 rs1610696:CG Bwé Bwd, Bw, r= 129Val
HC202371.20182B01IHW09024 rs1610696:CC Bwé Bw, rs1050: 129Met, 129Val
HC202371.20182B021HW09050 rs1610696:CC Bws Bwd, rs1050: 129Val
HC20237L20182B03HW09058 rs1610696:CC Bwb Bwb, rs1050: 129Met Homozygous A
Genotyping Report:
Sample: HC20237L20182B04IHW03074 Sample: HC20237120182C04S4RI295119a Sample: HC20237L20182C06 S6UI1976259%
Summary 5 Y 5 Y

MICA*008:04:02

MICA*027:01:01

MICA*008:04:02

MICA*027:01:02

The allele pairs listed below are compatible with the consensus sequence.

Intron 1

Motifs: 129Val Homozygous G

The allele pairs listed below are compatible with the consensus sequence.

MICA*002:01:03  |MICA*008:04:02

MICA*002:01:04 |MICA*008:04:02

Intron 1

MICA*002:01:07 |MICA*008:04:02

Intron 1

MICA*002:01:08  |MICA*008:04:02

Intron 1

Motifs: 129Met, 129val Heterozygous G/A

The allele pairs listed below are compatible with the consensus sequence.

MICA*011:01:01  [MICA*018:01:01

MICA*011:01:01  [MICA*018:01:03

MICA*011:01:06 [MICA*018:01:01

MICA*011:01:06 [MICA*018:01:03

Intron 1
Intron 1
Intron 1

Motifs: 129Met HOmozygous A

é CareDx




a" AloSeq Assign @B @GR -.mo A

Epsilon Delta Gamma Beta Kappa Alpha ?”?

MICB98 Met/lle

Implemented

Motif ID: MICB98 Met/lle Locus: MICB : 3.37.0.1
/ (Ref. Version #):

Supporting Carapito R, Aouadi I, Pichot A, Spinnhirny P, Morlon A, Kotova I, Macquin C, Rolli V, Cesbron A, Gagne K, Oudshoorn M, van der

Publication: Holt B, Labalette M, Spierings E, Picard C, Loiseau P, Tamouza R, Toubert A, Parissiadis A, Dubois V, Paillard C, Maumy-Bertrand
M, Bertrand F, von dem Borne PA, Kuball JHE, Michallet M, Lioure B, Peffault de Latour R, Blaise D, Cornelissen JJ, Yakoub-Agha |,
Claas F, Moreau P, Charron D, Mohty M, Morishima Y, Socié G, Bahram S. Compatibility at amino acid position 98 of MICB
reduces the incidence of graft-versus-host disease in conjunction with the CMV status. Bone Marrow Transplant. 2020
Jul;55(7):1367-1378.

Impact of The isoleucine (lle) to methionine (Met) substitution in MICB amino acid position 98 is a key polymorphic residue involved

polymorphism:

in UL16 binding. A MICB98 mismatched but otherwise fully HLA and MICA matched donor increases risk of both acute and
chronic GvHD development. MICB98 mismatches showed a GvHD-independent association with a higher incidence of CMV
infection/reactivation. In addition, MICB98 mismatches were associated with a higher rate of relapse.

The variation lle > Met is exclusively present in MICB*008. Mismatch occurs in approximately 6% of transplantations.

é CareDx




" AlloSeq Assign’

Implemented

(Ref. Version #): 3.37.0.1

Motif ID: MICB98 Met/lle Locus: MICB

Example Display: | Homozygous C lle/lle

] '
l . Ex Exo
IMGT/MICB 3.43.0.1 202... .8741......8751......8761...... 8771f.1...8761......8791......86801...... 8811 |HC048L028B0SIHWS239SHIO MICB - Total Read Depth: 5068 - Noise: 0.006356
Base 8778 G..L..H..5..L. .I..R..V..C..E..Z._.H..E..D..S..5..T..R..G..5..R..H._.F|]Start: 12, 5' UTR 12
CDNA 98.3, E... CA 2 1 stop: 13155, 3' UTR 646
| 1HC0481.0282021§WY045TUHBNGCAGGCTTGCATTCCCTCCAGGAGATTAGGGTCTGTGAGATCCATGAAGACAGCAGCACCAGEGGCTCCCGECATTTC [Allele 1 Allele 2 CORE EXONS | PHASE1 | PHASE2 | Differences
HCO04B8LO2BA03I{WY037T IGCAGGCTTGCATTCCCTCCAGGAGATTAGGGTCTGTGAGATCCATGARAGRACAGCAGCACCAGGGGCTCCCGGCATTTC
HCO046L02BAN4IHWI0S6N. .G..L..H..S..L..Q..E..I..R..V..C..E..T..H..E..D..5..S..T..R..G..5..R..H..F|MICB*005: ICB*036 0 1 0 0
ACOSELO25ROTTRAISIG mmmmmmmmmmmmmwmmmmmmmmmmmuIwm: 187036 o | 1 [ o | o
HC048L.028A06THWY3029S .5..L..H..5..L..Q..E. J@..H..BE..D..S..3..T..R..G..5..R..H..FJMICB*005: ICB*036 0 1 0 0
HC048L028B01IHWY0T8x. .5..L..H..5..L..Q..E.. ..H..E..D..3..3..T..R..G..5..R..H..F[MICB*002: ICB*005:02 1 0 — —
HC046L026B02IHWY049 ICB*002:01 [fzcer005:02 1 0 — —
HC046L026B03IHWI065HH] luca*ooz:ol ICB*005:02 1 0 - —
HCO4GL028B04THWI049]] ICB*002: 01 TCB*005:02 1 0 — -
ICB*002:01 MICB*005:02 1 0 - -
ICB*002:01 MICB*005:02 1 0 — —
i ICB*002:01 MICB*005:02 1 0 — -
| ICB*002:01 MICB*005:02 1 0 = ==
‘ ‘ ICB*002:01 MICB*005:02 1 [1} - -
ICB*002:01 MICB*005:02 1 0 - -—
. ICB*002:01 MICB*005:02 1 0 — —
HC048L028B05IHWI2393 fizcer002:01 MICB*005:02 1 0 = E=
lnma-tooz: 01 MICB*005:02 1 0 - -
|uc3t002: 01 MICB*005:02 1 0 -— -—
fazcero02:01 MICB*005:02 1 0 — -
|

é CareDx




" AlloSeq Assign’

Implemented

(Ref. Version #): 3.37.0.1

Motif ID: MICB98 Met/lle Locus: MICB

Example Display: | Heterozygous C/G lle/Met

IMGT/MICB 3.43.0.1 202... LB741......8751......87€61...... 8771....5751 .................. 6811 HCO4BLO2BA05THWS191CHIN07 MICB - Total Read Depth: 4758 - Noise: 0.005769 L

Pase 8778 I..R..V..C..E..%..H..E..D..5..5..T..R..G..S..R..H..F{Start: 9, 5' UTR 9

FDNAR 98.3, E... C A 2 1 Stop: 13155, 3' UTR €48
HCO048L026R01THWS0139 GCAGGCTTGCATTCCCTCCAGGRAGATTAGGGTC TGTGAGATCCAT GAAGACAGCAGCACCAGGGGCTCCCGGCATTTC |Allele 1 Allele 2 CORE EXONS | PHASE]l | PHASE2 | Differences
HCO48L02BRO2IHWS045TURONGCAGGCTTGCATTCCCTCCAGGRAGATTAGGETCTGTGAGATGCATGAAGACAGCAGCACCAGGGECTCCCGGCATTTC

HCO48L028BRO3IHWY03T7T G..L..H..S..L_..Q..E..I..R.. V.. C._E..[A. .H. .E..D..9..8..T..R..G..5. .R_ .H. _FJMICB*004: ICB*035
HCO04B8L02GR04IHWS09EN. MICB*004: ICB*037
ICB*004: ICB*035
ICB*004: ICB*037
MICB*(004: ICB*032
MICB*004: ICB*037
MICB*004: ICB*035
MICB*004: ICB*037
ICB*004: ICB*035
ICB*004: ICB*037
ICB*004: ICB*035

‘ ICB*004: ICB*037
T RIS

We e - Fo oo s oFs o 8o oo Fo o7

We e - Fo oo s oFs o 8o oo Fo o7

ncoasmzanosmﬁ

HC048L028A05IHW9191CHI007 ICB*004: ICB*037
ICB*004: ICB*035
MICB*(004: ICB*037
MICB*(004: ICB*035
- MICB*004: ICB*037
HC048L,020R060THWS g MMICB*004; MICB*030

© o000 0000000000 oo oo
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" AlloSeq Assign’

Implemented

(Ref. Version #): 3.37.0.1

Motif ID: MICB98 Met/lle Locus: MICB

Example Display: | Homozygous G Met/Met

[TMGT/MICE 3.23.0.1 UZl=UI=-1b% [ = 3 E—— o/ol. .. ... t(i.‘l...l._.‘.kjitil ...... of¥l. ..., coUl. .. ... oo THCUA e LULZSUUSTAWSY Z0oWTaYy MILE — TOTal kead DEpPT. 33%% — puls]

Base 8778 Start: 52, 5' UTR 52

cDNA 96.3, Exon 3 38 ca21l Stop: 13155, 3' UTR 6485
HC048L028BO6IHWS303TERND TGCATTCCCTCCAGGRGATTAGGETCTGTGAGATGCATGAAGACAGCAGCACCAGGGGCTCCCGGCATT (Allele 1 Allele 2 CORE EXONS | Differenc
HC04BL0O28COINTC ol olfls o8l odhe o8z oIz o 0= 2l5io =W a 280 2l ofwls oo clfic 210 =& &l oHl = olfie olEic ofls o8 oBls
HC04B8L028C0O2IHWS050MOU IMICB*008: ICB*035

HCO48LO2BCO3TIHWS06ETAB(AY MICB*008: ICB*037

HCO48L026C0O4THWS104DHIE frzcerooe: ICB*035
_ F ICB*008: ICB*037

E ICB*008: ICB*D35

H ICB*006: ICB*037

| A ICB*008: ICB*035
E ICB*006: ICB*037

T ICB*008: ICB*035

B ICB*006: ICB*037

ICB*008: ICB*035

HC048T028COSTEN9285NTaS ITGCOATTCCCTCCAGGAGATTAGGGTCTGTGAGATCCATGAAGACAGCAGCACCAGAGGCTCCCGGCATT | S e

HLA.37-105 |
TGCATTCCCTCCAGGAGATTAGGGTCTGTGAGATICCATGARGACAGCAGCAC
ICB*008: ICB*037

HLA.37-331 | ICB*008: ICB*035
TGCATTCCCTCCAGGAGATTAGGGTCTGTGAGATCCATGARGACAGCAGCACCAGAGGCTCCCGECATT | SR eTTEY

HC048L028C05 9 "IICB*OOB: TCB*035
GGCATT

"IICB*OOB: ICB*035

olo|olo|lolo|lo|olo|olo|lolo|lol oo o|lo|oloofla
o I I B A (o Al O A S IO I O I S I Y o Y B A (e

- Apply I fuzce+o0s: ICB*037
HC04B8L028CO6IHWS315CML l{ICB*OOB: ICB*035
HCO048L028D01IHWS024KT1 ICB*008:01 ICB*037
HC048L02BD02THWI055H03(1 DA ™| |Master e fzcero08:01 ICB*035
HCD48L025D03THWG0 7677516 CATTCCCTUCAEEAGAT LH\J\JUL\,1\Jl\JA\JAIIL\,HLUM&UHL.B\JLH\JLALLA\JH\J\JLILLLJGCATT IiIICB*DDB 01 1CB*037
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" AlloSeq Assign’

Motif ID:

MICB98 Met/lle

Locus: MICB

Implemented

(Ref. Version #): 3.37.0.1

Example Display:

Summary Table Report:

Genotyping Report:

Motifs.

IMGT/MICB
HC048L028C05IHW9285\WT49 98Met Homozygous G
HC048L028C06IHWI315CML 98Met, 98lle | Hete rozygous C/G
HC048L028D01IHWI024KT17 98lle
HC048L028D02IHW9055H0301 98lle
HC048L028D03IHWI076T7526 98lle
HC048L028D04IHW9134VWHONP199 98lle Homozygous C
HC048L028D05IHWI297THAG 98lle
HC048L028D06IHWI320BEL5GB 98lle

Sample: HC048L028A02IHW9045TUBO

Summary

MICB*002:01  [MICB*005:02 |

Motifs: ogie H1OMozygous C

Sample: HC048L028A05IHW9191CHI007

Summary

The allele pairs listed below are compatible with the consensus sequence.

The allele pairs listed below are compatible with the consensus sequence.

MICB*004:01 [MiCB*008:01 |

Motifs: 98Met, s8lle Heterozygous C/G

Sample: HC048L028C05IHW9285WT49

Summary

The allele pairs listed below are compatible with the consensus sequence.

MICB*008:01  [X |

Motifs: 98Met HHOMOZYgous G
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