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Allele Alignment Results

The aligned allele features are based on custom query input options to on the Allele Search page. The alignment sequence
is based on the ANRI/IMGT reference. The scroll bar is used to view the entire matrix of the sequence alignment while
maintaining the reference sequence at the top of the viewer. To modify the parameters selected, click ‘Modify Search’. The
Alignment span can be All, Coordinates (start/end) or Features (exon, intron, 5SUTR, 3UTR).

Alignment Viewer Legend:

-’ denotes the same sequence as the reference
*’ denotes not sequenced
‘.’ denotes gaps

NOTE: If the alignment viewer coordinates and letters are not aligned, use the following correction path:

Firefox > Tools > Options > Content > Select Fonts & Colors from the middle of pop-up page > Click
Advanced
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Allele Alignment Results ¢

Click on Modify Search to go back

(Modify Search) to the MHC Allele search page
Allele Search Criteria
Locus Name: HLA-S,
Search Faor: &l Alleles
Search Using: Allele Name
Search Option: Like Text: A*nio1
Alignment Specific Criteria
Sequence Type: Jenommic
alignment Span: ALL Types:
Page | 1 ._EDF i = Expirt Displaving 1 - 2 of 2
Allele I B e B e L
1 10 20 30 40 50 6l 70 80

ATI010101 (Ref) CAGGAGCAGR GEGETCARGE CERAAGTCCOCA GRECCCCAGE CGTEECTCTC AGGGTCTCAG GCCCCGAAGE CHETGTATGE |

A¥01010101 CAGGAGCAGR GGGLGTCRAGEG CGAAGTCCCR GHGCCCCAGE COTHFCTCTC AGGGTCTCAG GCCCOGARAGE COLTGTATGE |
AF0101010EW

Fridkdrdkddd ik ddodkdd drdokddedododedd ddedodeddokdeded dedokedededeodeoke ok dedededk dedkededekede dedededeodedr dedeod oo de dedededeod —

Select any or all boxes for detailed allele report
or export the output file for further analysis
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BICHNFORMATICS FOR THE FUTURE OF IMMUNOLOGY

Allele Detailed Reporte

AFOL010101

Collapse all: = Expand All: #

Sllele Surmmary
Allele Hame: A*01010101
IMGT/HLY Acc: HLanoooi
Sequence Features: B
ChWID Allele 5o Yes
Dietails Build 26.1, hgig]
Entrez Gene ID: 2105 . .
[Details Build 25, hgl 7]
Acscighned Date: 1989-03-01
Last Update: 2003-02-04
Eiﬁﬂ;;?eseq“ence 03040, 55710, MZ4043, CR7FS0013, ALG45935, A1278305,
Reference Cell Lines: O, MOLT-4, LCL721, &PD, PP,
Sliases: A*010101g (gocode), A*01011 (changed),

Sllele Freguencies

Allele Frequencies for A*01010101

(1) Ordered by Data Type and Population Area
(21 Population data acguired from the 13th International Histocompatibility Workshop and Congress 2003
(2) Serological pairs (A*02, A*32) and (B* 15, B*95) are identical

Total Alleles

Allele Name Data Type Population Area Allele Freq Allele Count Exatined
Ar0101 sequencing Australia 0.0222 12 =10
Ar0101 sequencing Europe 0.16<41 aoo 3656
PubMed Publications -_
References:
PubMed ID Title
[151408258] Complete MHC haplotype sequencing for common disease gene mapping
[22511327] Mucleotide sequence of an HLa-A1 gene
[2275250] Mature of polyrmorphism in HLa-A, -B, and -C molecules
[2249517] Aonucleotide insertion in exon 4 is responsible for the absence of expression of an HLA-A*01
allele
TS|  Click on Export to open or save an |GG
Gene UTR and Exon Sequence: output file for further analysis '
S'UTR Sequence Length: 200 nts
CAGGAGCAGAGGGGTCAGGGOEAAGTC GTHGGCTCTCAGGGTCTCAG
GOCCOG ARG GOEGTETAT COCARGCCTTEGEEGATTCCCCAACTCCGCAG
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Allele Alignment Results

The aligned allele features are based on the query input options. The alignment reference sequence is based on the ANRI/IMGT reference. To modify the
parameters selected, click Modify Search. A summary of the search criteria is displayed. The results show the allele name/CWD, Sequence Features and Allele
Features which can be sorted. Click each feature and more detailed information will be displayed.

Allele Query Results ¢

(Modify Search) =— —

Allele Search Criteria

Locus Mame:
Search Faor:
Search Lsing:
Search Option:

Click on Modify Search to go back
to the MHC Allele search page

Click on Sequence and Allele
Features for detailed
information. See next 3 slides

Selected tems: A*O10101, A*MO10T02M, A*010102

Pagel1 fu:uFl
| Allele MamesCAWD «
¥ A01010101 CWD
¥ A"01040102N
7 oATDd0q02
[ Ar010103
[ Ar0104049
[] am010405

HLA-2,
all allelas
allele Wame
Like Text:
o2 [T Wiews Details E‘ Export
Sequence Features * Allele Frequeney

Select any or all boxes for detailed view or export
the output file for further analysis
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Dizplaying 1 -6 of &

J1 Allele MarnefCniD
W | Sequence Features

J|  Allele Frequency
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Allele Variant Sequence Features for A*01010101

Locus MName:

F'agef_i
“Wariant Type -
A¥0101
HL&-&

H=a SFz

|=f1

Tl

H=a HLA&-& SF2

T1

H=a HLA-& SF3

Tl

H=a HL&-& SFS

T L1

H=a HLA-3 EFE

T L

H=a HL&-& SF7

Tl

H=a HL&-& SF&

T1

H=a HLA-3 ZSF3

Tl

H=a HL&-& 3F10

WT 1

H=a HLA-2 EF11l

WT1

H=a HL&-& SF1E

WTLl

H=a HL&-& SF12

WT1l

H=a HLA-& SF14d

WT1l

H=a HL&-& 3F1l5

WT 1

H=a HLA-3 ESF1lE

UT1l

H=a HL&-& 3F17

T 1

H=a HL&-& SF1&

WT1l

H=a HL&-& SF17

WT1l

H=a HL&-& SFzZ0

T 1

H=a HLA-2 SFZ1l

WT1

H=a HL&-& 3FzZEZ

T 1

H=a HLA&-& SFZ2

WT 1

H=a HLA-& SFZd

WT1l

HLA-A

Sequence Feature Mames
H=za_HLA-A_allele
Hza_HLA-A_full-length prot
H=za_HLA-A_zignal peptide
H=a_HLA-A_mature protein
Hza_HLA-A_alpha 1 domai
H=za_HLA-A_alpha 2 domai
Hza_HLA-A_alpha 3 domail
H=za_HLA-A_alpha 2 domaii
H=a_HLA-A_ putative transm
Hza_HLA-A_putative oytopl,
H=za_HLA-A_M-terminus seq
Hza_HLA-A_beta-strand 1
Hza_HLA-A_ loop betmeen
H=za_HLA-A_beta-strand 2
Hza_HLA-A_loop behween
H=za_HLA-A_beta-strand 2
Hza_HLA-A_loop bebween

=

g

H=za_ HLA-A_beta-strand 4
Hza_HLA-A_loop bebmeean
Hza_HLA-A_ alpha-helix 1

ad

H=za_HLA-A_loop behweean
Hza_HLA-A_alpha-helix 2
Hza_ HLA-A_loop between
H=za_HLA-A_beta-strand 5

fu

fu

Sequence Feature Types
Structural - Complete protei
Structural - Complete protei

Structural - Cleaved peptide
Structural - Complete protei
Structural - Domain

Structural - Domain

Structural - romain

Structural - Domain

Structural - Domain

Structural - Domain

Structural - Secondany struc
Structural - Secondarny strucl
Structural - Secondarny strucl
Structural - Secondarny strucl
Structural - Secondany struel
Structural - Secondany struc
Structural - Secondarny strucl
Structural - Secondarny strucl
Structural - Secondarny strucl
Structural - Secondarny strucl
Structural - Secondarny struc
Structural - Secondany strucl
Structural - Secondarny strucl
Structural - Secondarny strucl

FPositions

-24,
-24.
1.3

Rol 4
-1
41

a0

a1..

183,
275,
2248,
209,

1.2
3.1
15..
13,
29.
21.
jci= 1%

A0,
55,
a7,
a5,
a4

122

274
284
pCin s
ey

e
17

28
20
a7

F

s
]
Ro
a3z

103

Dizplaying 1 - 312 of 212

Sequence Motif

-24M -23R -22V -21IM -20R
-24M -23R -22V -21M -20R
16 25 3H 45 5M 6R _TY §F
1G 25 3H 45 5M 6R TY 8F
91G 925 93H 94T 95I 960
183D _184P 185P 186K 187T
275E_276L_ 2775 2785 2790
285V 286G 287L 288I 289R
309R 310R 311K 3125 3135
1G_25

3H 45 5M 6R TY 6F 9F 10T
15P 166 _17R
18G_19E_20P 21R 22F 231
29D 30D

31T 320 33F 34V 35R 36F
385 39D 40R 41A 425 430
46E_47P

48R _49R

S0P 51W 521 53E 540

55E 566
57P_56E_59Y 60W 61D 620
85Y_86H 870 885 _89E 90D _
94T 951 960 971 98M 99Y
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Allele Frequencies for A*01010101

(1) Ordered by Data Type and Population Arvea

(2) Population data acquired firom the 13th International Histocompatibility
Work shop and Congress 2003

(3) Serological pairs (A*02, A*02) and {B*15, B*95) are identical

‘;ll;:: ?:; Population Area ‘;ﬂ;ie Allele Count Tﬂ?iiﬂi;l:;
A*0101 sequencing Australia 00222 18 a10
A*0101 sequencing Europe 0.1a41 600 il
A*0101 sequencing Morth & frica 0.13a7 38 278
A*0101 sequencing Morth America  0.0352 47 1337
A*0101 sequencing Morth-East Asia  0.0584 fe 1058
A*0101 sequencing Oceatia 00101 10 Qo4
A*0101 sequencing Other 0.0718 T8 1087
A*0101 sequencing South America  0.0021 1 479
A*0101 sequencing South-East Asia  0.0072 42 5847
L¥0101 sequencing South-West Asia 0.099] 113 1140
A*0101  sequencing iﬁfjharan 0.0526 185 3516
A*01 serological Australia 00222 18 a10
A%01 serological Europe 01641 a0 3n5a
A*01 serological Morth &frica 0.1403 39 278
A*01 serological Morth America 0.0351 47 15338
A*01 serological Morth-East Asia 0.0595 a3 1058
A*01 serological Oceatna 00101 10 Qo4
A*01 serological Other 0.0753 ae 1089
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Alternatively, Click on ‘View Details’ for the Allele Detailed Report indicating the Allele Summary, Allele Frequencies, PubMed Publications, and Sequences.
Allele Detailed Reporte

C1010Z Atoilo1010z2M A*Y01010101

Collapse all: = Expand all: =

Sllele Mame SFEO10102
IMGTHLS Acc: HiA01 24
Sequence Features: =]
CwD o allele = Mo
[Details Build 26.1, hgil2] -
Entrez Gene ID: s105 s Click on the tabs to see the
Acssigned Date: ZO000-05-15 H
Sesi it poinods detailed report of each allele

Reference Sequence
Sources: AFZ42059, AF24948060,

Reference Cell Lines: SrROO0Z42,
Sliases: AP O1012 (changed)l,

Allele Frequencies for A¥010102

(1) Ordered by Data Type and Population srea
(23 Population data acguired from the 12th International Histocompatibility “Workshop and Congress 20032
(2 Serological pairs (&*02, 2921 and (B¥ 15, B*95) are identical

Total alleles

allele Mame Data Type Population Area allele Freq allele Count Examined
s B N sequencing Astralia a.0zz2 is =10
= s W saquencing Europe O.16<1 GO0 656
Sr0101 sequencing MHorth Sfrica O.1367 =8 27
SEO101 sequencing MHorth Sanerica O.0=352 &7 1337
LSEO101 sequencing MHorth-East Asia 0.0536 [=P=4 1058
SFO101 sequeaencing Dceania O.0101 i0 294
L0101 sequencing Other o.0718 =] 1087
AEO101 sequencing South Armerica o.0021 o 479
AP O101 sequencing South-East &=sia o.0072 32 S8047
S O101 sequencing South-‘"est A=sia o.0991 113 1140
SrFO101 sequencing Sub-Saharan Africa 0.0528 iss 2516
=i b seralogical A stralia o.o0zz2:2 is 210
= B serological Europe 0.15<%1 [=]u]u] IESE
=t s seroalogical rorth &frica o.140=2 =29 279
F=Ra I serological rorth America o0.0251 47 13322
=i s serological Horth-East sasia o.0sgas (=3c] 1052
=S b seralogical Doceania o.o0101 10 (==} R
=t seralogical other o0.07532 22 i10g9
=N seralagical South Armerica o.o0021 al 420
F=n serolagical South-East &asia O.0072 4z S55247
=S saeralaogical South-Ywest Asia 0. 104 119 11«0
F=tau saralaogical Sub-Saharan africa o.0628 221 3517

Reference
PubmMed ID Title

[1z125a24] MHowvel HLS-2 locus alleles including A*Dll:|12 SY0206, A7 0202, A*F2616, A*¥2617, A5 2009,
LHFE2206, &* 2403, A*3IE02 and &A*F6

Gene UTR and Exon Sequence:
S'UTR Sequence data not availakblae

S'UITR Sequence data not available

Protein Sequence: wiew Complete Sequenc
Sernomic Sequence: wiew Complete Sequenc =
ChS Sequence: iew Complete Seguend] CIICk on Export to open or save an

e ——— output file for further analysis




