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HLA TYPING REPORT

HLA TYPING REPORT

Name Arham
Order ID/Sample ID 87198/125215
Gender Male
Age / Relationshi 3V A\
ge / Relationship ears
’\\O
Sample type BUCCAL SWAB )\(b
Receipt date & time 09-12-2018 10:03:500'
Reportdate & time 15-12-101840 0
7o
Clinical indicaticn Thala ia Major
%
*
Requested by am Sachdeva, Medlife (Healthway Labs) (New Delhi)
LOCUS HLA-A* HLA-B* HLA-C* HLA-DRB1* HLA-DQB1*
Arham
A*01:01:01:01 B*07:06:01 C*06:02:01:01 DRB1*15:01:01:01 DOB1*06:01:01:01
HLA-CLASS
I1&TIT
A*11:01:01:01 B*37:01:01:01 C*07:02:01:01 DRB1*15:01:01:01 DQB1#*06:01:01:01

G code: G code is a group of alleles that have identical nucleotide saquences in the antigen recognition site. Allele Database Version used in the report is
3.33.0(2018) & Scftware version is 2.11.0.11444 Refer Appendix-I for G-Groups and NMDP (National Marrow Donor Program) codes.
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MedGenome Labs Ltd

31d Floor, Narayana Netralaya Building, Narayana Health City,
#258/A. Bommasandra, Hosur Road. Bengalum, Karnataka 560099, India

I': +91(0)8067154932/933 W : www.medgenome.com

Test

DNA extracted flom buccal swab was used to amplify the HLA genes of interest by long-range PCR, followed by fragmentation and library preparation to
be sequenced on an Nlumina platform. The libraries were sequenced to mean >80-100X coverage on Illunina sequencing platform. The raw sequence
reads are aligned using a FASTA-like algorithim. Instead of aligning the reads to a single reference however, the reads are aligned to all the alleles in the
library. The IMGT/HLA database is used as the source of HLA alleles [5].

To determine the SNP haplotypes, every position in the reference is evaluated te define homo- or heterozygosity. The heterozygous positions are
evaluatad to determine the cis-rans relationships (calied phasing) between the bases at the individual heterozygous positions. All alleles in the library are
compared against the possible haplotypes found in the previous steps. The number of nucleotide mismatches with each allele is determined, as well as the
number of mismatches with the determined phasing data. Mismatches at exons and infrons are treatad separately. A list of alleles is selected with a limited
mumber of mismatches.

From these alleles. all possible genotypes are generated which will contain the most likely genotype(s) present in the original dataset. For ach of these
genotypes, the mismatch level of the two alleles with the phased data is determined. ﬁgenotype(s) with the lowsst mismatch count is (are) reported.

Qv
Disclaimer: b®

« HIL A genctypes were determined based on the IMGT, tabase release 3.33.0 (2018). The occurrence of HLA genotyping results and the
number of different allele combinations by a I\GSE 1 an individual may change according fo the version of the IMGTHLA database

release. Please contact MedGenome at a later da ¥ change.

= "This test was developed and its pel'formam'e cleristics determined by Medgenome"
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Deeplka Arora Dr. Shruihl.P.5 SaKthivel Murugan sl PhD Ramprasad vV L, PhD
Lead Genome Analyst Hematopathologist Associate Director Chief Operating Officer
End of Report
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MedGenome Labs Ltd

31d Floor, Narayana Netralaya Building, Narayana Health City,
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APPENDIX-I

G-group

NMDP Allele
Code

T:+91(0)8067154932/933 W : www.medgenome.com

Included Alleles

Arham

A*01:01:01G

A*01:BIWKP

01:01:01:01/01:01:01:02N/01:01:01:03/01:01:01:04/01:01:01:05/01:01:01:06/01:01:01:07/01:01:01:08/01:
01:01:09/01:01:01:10/01:01:01:11/01:01:01:1 2/01:01:01:13/01:01:01:14/01:01:01:15/01:01:01:16/01:01:0
1:17/01:01:01:18/01:01:38L./01:01:51/01:01:83/01:01:84/01:04:01:01N/01:04:01: 02N/01:22N/01:32/01:37/0
1:45/01:56MN/01:81/01:87N/01:103/01:107/01:109/01:132/01:141/01:142/01:155/01:177/01:212/01:217/01:23
4/01:237/01:246/01:248Q/01:249/0 1:{%\%:2524’01 :253/01:261

A*11:01:01G

A*11:BIFWG

11:01:01:01/11:01:01:02/11:01; \ill:()l:()l:(}—h"l 1:01:01:05/11:01:01:06/11:01:01:07/11:01:01:08/11:0
1:01:09/11:01:46/1 1:01:47/ N /11:01:52/11:01:53/11:01:56/11:01:58/11:01:59/11:01:64/11:01:67/11
:01:79/11:01:83/11: 21N/ /11:86/11:100/11:102/11:108/11:120/11:124/11:126/11:129/11:142/11:154/1
1:163/11:171/11:17Y éll 174/11:193/11:194/11: 210N/11:263/11:270/1 1:274/11:278/11:279/11 :280

kN

B*07:05:01G

B*0T:BIFTT

N4 . g
07:05:01:01/0p/ ‘@{)2:(}?:05:0]:03f07:05:01:04—:‘0'?:06:01

B*37:01:01G

B*37:BJFTR

37:01:01: 7:01:01:02/37:01:01:03/37:01:13/37:23/3 7:43/37:45/37:46/37:47/37:68/37:71

C*06:02:01G

C*06:BJFZU

*

N 01/06:02:01:02/06:02:01:03/06:02:01:04/06:02:01:05/06:02:01:06/06:02:01:07/06:02:01:08/06:0
6:02:01:10/06:02:01:1 1/06:02:01:12/06:02:01:13/06:02:01 :14/06:02:03/06:02:29/06:02:30/06:02
1 XNp/06:02:41/06:02:49/06:02:50:01/06:02: 50:02/06:02:53/06:46N/06:55/06:73/06:83/06:111/06:146/06:176
06:201/06:211N/06:213/06:214

=

C*07:02.01G

C*07:BIFZW

07:02:01:01/07:02:01:02/07:02:01:03/07:02:01:04/07:02:01:05/07:02:01:06/07:02:01:07/07:02:01:08/07:0
2:01:09/07:02:01:10'07:02:01:1 1/07:02:01:12/07:02:01:13/07:02:01 :14/07:02:01:15/07:02:01:16/07:02:01

(1 7N/07:02:01:18/07:02:01:19/07:02:01:20/07:02:01:21/07:02:01:22/07:02:01:23/07:02:01:24/07:02:01:25
f07:02:01:26/07:02:01:27/07:02:21/07.02:23/07:02: 50/07:02:51/07.02:53/07.02:00/07:02:70/07:02:79/07:
02:80/07:02:82/07:02:85/07:50/07:66/07:74/07:159/07:160/07 :16 7/07:245/07:308/07:348/07:349/07:350N/0
7:359/07:446/07:486/07:500/07:533/07:544/07:566/07:592/07 :593N/07:594/07:595/07:596/07:608/07 :612

DRB1%15:01:01G

DRB1*15.BGNGP

15:01:01:01/15:01:01:02/15:01:01:03/15:01:01:04/15:01:01:05/15:01:17/15:01:32/15:01:35/15:01:36/15:1
41/15:145/15:146/15:151

DRBE1%*15:01:01G

DRB1*15:BGNGP

15:01:01:01/15:01:01:02/15:01:01:03/15:01:01:04/15:01:01:05/15:01:17/15:01:32/15:01:35/15:01:36/15:1
41/15:145/15:146/15:151

DQB1%06:01:01G

DQB1*06:BJFYW

06:01:01:01/06:01:01:02/06:01:03/06:01:05/06:01:06/06:01:09/06:01:10/06:01:11/06:01:15/06:102N/06:10
3/06:104/06:105/06:108/06:205/06:243

DQB1+06:01:01G

DQB1“06:BIFYW

06:01:01:01/06:01:01:02/06:01:03/06:01:05/06:01:06/06:01:09/06:01:10/06:01:11/06:01:15/06:102N/06:10
3/06:104/06:105/06:108/06:205/06:243
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