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TAX peptide

Alpha-3 / T cell receptor
Alpha-1

Alpha-2 Garboczi, D., Ghosh, P., Utz, U. et al. Structure of the complex
between human T-cell receptor, viral peptide and HLA-
A2. Nature 384, 134-141 (1996) doi:10.1038/384134a0
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BLAST (Basic Local Alignment Search Tool) E—FHELL X441 %5
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Sequences producing significant alignments Download ™ Manage Columns >~ Show e
selectall 100 sequences selected GenPept Graphics Distance tree of results Multiple alignment
Description G | TR (@ = P Accession

Score Score Cover wvalue Ident

RecName: Full=HLA class | histocompatibility antigen. A alpha chain; AltName: Full=Human leukocyte antigen A; Short=HLA-A. Flags: Precursc 756 756 100% 00 100.00% P044392

RecName: Full=Patr class | histocompatibility antigen, A-2 alpha chain; AltName: Full=ChLa class | histocompatibility antigen_A-2 alpha chain_ | 734 734 100% 0.0 97.26% P16209.1

RecName: Full=Patr class | histocompatibility antigen, A-108 alpha chain: AltName: Full=ChL a class | histocompatibility antigen._ A-108 alphact 730 730 100% 0.0 96.71% P137482

RecName: Full=Patr class | histocompatibility antigen, A-126 alpha chain: AltName: Full=ChLa class | histocompatibility antigen, A-126 alphact 728 728 100% 00 9588% P137491

RecName: Full=Class | histocompatibility antigen, Gogo-A"0401 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 689 689 100% 00 93.97% P30377 1

RecName: Full=Class | histocompatibility antigen, Gogo-A*0101 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 684 684 100% 0.0 93.42% P303751

RecName: Full=Popy Class | histocompatibility antigen, A-1 alpha chain; AltName: Full=Class | histocompatibility antigen. A-1 alpha chain; Flag 673 673 100% 00  91.51% P16211.1

RecName: Full=Class | histocompatibility antigen, Gogo-A"0201 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 658 658 100% 00  92.88% P303761
RecName: Full=Class | histocompatibility antigen, Gogo-OKO alpha chain. Flags: Precursor [Gorilla gorilla gorilla] 649 649 99% 0.0 89.23% P303881
RecName: Full=Class | histocompatibility antigen. Gogo-A*0501 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 619 619 100% 00  88.48% P303781
RecName: Full=Class | histocompatibility antigen, Gogo-C*0101/C*0102 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 612 612 99% 00 8352% P303831

RecName: Full=Saoe class | histocompatibility antigen, A alpha chain; AltName: Full=Class | histocompatibility antigen_A alpha chain. Flags- P1 610 610 100% 0.0 85.75% P305151

RecName: Full=Class | histocompatibility antigen. Gogo-B*0101 alpha chain: Flags: Precursor [Gorilla gorilla gorilla] 602 602 99% 0.0 8591% P303791

PUTATIVE PSEUDOGENE: RecName: Full=Putative HLA class | histocompatibility antigen, alpha chain H; AltName: Full=HLA-12.4; AltName: | 602 602 99% 00 8564% P018933

RecName: Full=Class | histocompatibility antigen, Gogo-B*0103 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 601 601 99% 00 85.91% P303811

RecName: Full=Saoe class | histocompatibility antigen, C alpha chain: AltName: Full=Class | histocompatibility antigen, C alpha chain: Flags: P 600 600 100% 0.0 82.47% P305171

o3

RecName: Full=Class | histocompatibility antigen, Gogo-B*0102 alpha chain; Flags: Precursor [Gorilla gorilla gorilla] 600 600 99% 00 8564% P30380.1
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X100, (ERACOBALTITE, HTSFAIt, HERIT

COBALT Constraint-based Multiple Alignment Tool Home RecentResults He

Phylogenetic Tree Edit and Resubmit Back to Blast Results #Download

Multiple Alignment Results - HLAA_ HUMAN HLA class I histocompatibility - Cobalt RID OXUSFKMM212 (100 seqs)

Graphical Overview

b= ] 1 - 447 (447r shown) ¢1 F;) - | +  idTe ‘*._ Download = #Toolsv r-::' /-
Sequence ID Start I] 5.0 |90 15:,0 3(.)0 2?0 390 3'50 490 4End Organism

[ ¥ ' ' ' * ¥ * * 1
P04439.2 ¥t S : - — - HH - : - - = - [Bs5___|Homo sapiens
P16209.1 ¥ - e - . - — - WH H . - = = e - 365 Pan troglodytes
P13748.2 ¥]ls S : - — - HH - : - - = - Bss__|p
P13749.1 ¥ HEHEHH H H H —EHHEEEEHE H HIEEHEHE-EHEH - B85 Pan troglodytes
P30377.1 ¥l - - - — - HH - : - - = - B8s___|gori I i
P30375.1 ¥ L H H - —{ =T EH H H - - j6s Gorilla gorilla gorilla
P16211.1 Y1 - - - — - - HH . - - = s = - 365 Pongo pvamaeus
P30376.1 ¥ L H H H —HH HH - H HEEHEHE-EHEH - B85 Gorilla gorilla gorilla
P30388.1 ¥l - - - — .-+ HH - : - - = - 362 |Gori i i
P30378.1 ¥l H H = — -+ WH - H —HEHE-EHEH - 365 Gorilla gorilla gorilla
P30383.1 ¥l - - - — - HH - : - - = 65 |Gorilla gorilla gorilla
P30515.1 YL H H - —{ =T EH H H - - j6s Saguinus oedipus
P30379.1 ¥ls - - - — - HH - : - - = - B2 lcorilla gorilla gorilla
P01893.3 ¥l HEEHEE H H H —EHHE R HE H HEEHEHE-EHEH - 362 Homo sapiens -
n2n204 4 ™ 4 L - 11 L 1 L_| | BN mu 1 1 - F 1 L} | ¥l mavilla il il .

PROTEIN: 1 - 447 (447r shown)
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ETCOBALT ZFFILEXIER, MERZAEN, EWAYEEINeighbor
Joiningix, s KHIFPIIBERES%090.85, 1THEIER 5 /A1%F
Kimura(protein), SEAIRGFAERINT

Phylogenetic Tree View

This tree is based on COBALT multiple alignment more...

Reset Tree
Cobalt RID 0XUSFKMM212 Number of Seqs 100
Tree method Max Seq Difference Distance Sequence Label
Neighbor Joining v @ 0.85 v @ Kimura (protein) v @ Sequence Title (if avail v | &
Mouse over an internal node for a subtree or alignment. Click on tree label to select sequence to download Hide legend
Find: v [Oall| - + | @ E: (,L_I |;'> ﬁ @ b A Tools = @Upload D ?- Label color map
Blast names color map
$ @RecName: Full=MHC class I polypeptide-related sequence A: Short=MIC-A; Flags: Precursor
@ RecName: Full=MHC class I polypeptide-related sequence B; Short=MIC-B; Flags: Precursor

@ <l Multiple organisms | 29 leaves

2 sl Multiple organisms | 8 leaves

% RecName: Full=H-2 class I histocompatibility antigen, D-37 alpha chain: Flags: Precursor
9

? il rodents | 17 leaves
Q
9 -l rodents | 2 leaves
=l cven-toed ungulates | 2 leaves
@
‘ Multiple organisms | 39 leaves

Success Nodes 199(0 selected ) . View port at (0,0) of 1085x225 |-y
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MEAMAPRTLLLLLAAATLAPTQTRAGSHSLRYFYTAVSRPGLGEPRFIAVGYVDDTEFVRE
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DSDAASQRMEPRAPWIEQEGPEYWDQETRNVEAQSQTDRVDLGTLRGYYNQSEAGSHTIQ
DSDAENPRYEPRARWIEQEGPEYWERETRRAKGNEQSFRVDLRTALRYYNQSAGGSHTLQ
DSDAENPRMEPRARWMEREbPEYWEQQTRIAKEWEQIYRVDLRTLRbYYNQSEGbSHTIQ

E * *hkEF -i- + *+*+++ - *-Jr * *HkE K H* ok kK ir-ir*-.lr *

IMYGCDVGSDGRFLRGYRQDAYDGKDY IALNEDLRSWTAADMAAQTITKREWEAAREAEQL
WMAGCDVESDGRLLRGYWQFAYDGCDYIALNEDLKTWTAADMAAQTITRREWEQAGAAERD
EMYGCDVGSDGSLLRGYRQDAYDGRDYTALNEDLKTWTAADFAAQTITRNEWERARYAERL

* kdkkEh Ak E sk EkhkE d FhkAE khhk kA Ek A A b kA A IRk TR AL, A RE & E

RAYLDGTCVEWLRRYLENGKETLOQRTDPPETHMTHHPISDHEATLRCWALGEFYPAEITLT
RAYLEGECVEWLRRYLENGNATLLRTDPPEAHVTHHRRPEGDVTLRCWALGEFYPADITLT
RAYLEGTCVEWLSRYLELGKETLLRSDPPEAHVTLHPRPEGDVTLRCWALbFYPADITLT
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WOLNGEDLTQDMELVETRPAGDGTFQEKWASVVVPLGKEQNYTCRVEHEGLPKPLSQRWEP

*hk ek ke Hhke FEkAEEEEAFAAFI LA A A I KR AFE Ak E kEhk ke H ARk d . H ok
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EEPPSSTKTNT---VIIAVPVVLGAVVILGAVMAFVMERRRNTGGEGGDYALAPGS——-Q
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P4439 HLAA HUMAN
| PO1900 RA12 MOUSE
| P16391 HAT2 RAT

Result information

Date of job 2019-12-29

execution

Job A201912295C475328CEF75220C360D524E9D456CE068CCEO (jobs are stored for 7 days)
identifier

Running 16.5 seconds

time

Identical 224
positions

Identity 60.377%
Similar 69
positions

Program  clustalo

Default Default parameters: The default transition matrix is Gonnet, gap opening penalty is 6 bits, gap extension is 1 bit. Clustal-Omega uses the HHalign algorithm and

parameters its default settings as its core alignment engine. The algorithm is described in Sdding, J. (2005) 'Protein homology detection by HMM-HMM comparison'.
Bioinformatics 21, 951-960.
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SpeciesiAbbrv Gr = * % EAE £ % % %

1. 5p|P04439|HUMAN HLA-A MAVMAPR.LLLLL..ALAL....A..H.MRYFFllUlRPlRllPRFIAU.YF....FFRF.'.AA..R
2. sp|P01900|MOUSE H-2 MBAMAPRELLLLLAAALBPTETRABEHELRYFVFAVERPEFEEPRYMEVEY VDNTEFvRFDEDAENFPR
3. spICHITIBBOVINMRT - - - - - - MMLLLPLI IVLMMKLEDARTHELRYFRLE I EEPEYE I PEF I BBy vDEHP ITMYNEVER- -L
4. sp|P16391|RAT HLA MEAMAPRTLLLLLAAALAPTETRABSHELRYFYTAVERPELEEPRFI AVEYVDDTEFVRFDEDAENFR
5. splP13748PANTRPatr-A ~ MAVMPPRELLLLLEEALALTATWABEHEMRY FYTEvERPEREEFRF I AvEYVvDDT@r vRFEED A ABER
6.splP15979CHICKHATF_. ~ MEBPCBALBLEBLLLAAVCEAAAPR- -ELHFLRY 1@TAnTBPEFEEFNF vEvEBY vDEELFVvHYNET AR - -R

* kK x

I”AIIIIIR“I GELREY YIIIIAIIHI II M‘f’It‘fI‘J'IIIIRFLRI‘fRIIM"IIKI‘f'ﬂLIIILRIIIJEH‘%IMM«I IKRKIIﬁ
RAKENEEEFRVDLRTALRYYNEEABEEHTLEW ABcDvESDERLLREYWEFAYBECDY | ALNEDLKEWTAADuAAR I TRRKWEE
LLREWEEAFKVELKBLEHHYNHE - -EFrTY@RrRu I BCELLEDE -8 FErFL@vAvyDE@BFL I FNKDFLEWMAuDNv AD ! IRRVIWE:
| AKEWER ' vRVBLRELREY YNBEEEES-H @EvvEcDvESDES. LREYR@ED YBERDY ' AL NEDL KEWEAADFAAE ERNKHNEF
NuKsSABTBRVDLETLREY YNOEEDESHT @1 mYBcDvEEDERFLREYREDAYDEKDY 1 ALNEDLREWTAAAMAAR I TKRKWE
| EEENEQ ' DRENLE  LARRYNET -EESHTvAWuYEBcD I LEEE-PIREYY@uaYDERDFTAFDKETUTFTAAVvPEAVPTKRKWEE

-AHEAE@LRAYLD@FCcvEWLRRY LENBKETLARTDPPKEHUTHHP | §DHEATLRCWALEFYPAE I fLTWERDEEDQTEDTEL vETRP A
-ABAAERDRAYLEBECVEWLRRY LKNENAFLLRFDPPKAHVEHHRRPEEBDVILRCHALEFYPAD ITLTWELNEEEL IIIMILVIIRPA
NRHEL@Y@KNWLEEEC | AWLKRFLEYBKDALGRTEPPKVRVNHKERFPE I FTLYCRAYEFYPPE IS I NWnKNEEE rODTDYEE! LPE
-ARYAERLRAYLEEFcVEWLERY LELEKENLLREDPPEAHVELHPRPEEDVELRCHALEBFYPAD  TLTWELNEEDLTEADMELVERRPF A
-AHAAEBLRAYLEBRCVEWLRRY LENEKETLBRFBPPKEHUEHHP | BBHEARLRCHALEBFYPAYV I TLTWARDEEDETADTEL vVETRP »

-EEEFERWKNY LEETcVEWLRRY VEYEKAELERRERPEVRVINE - KEADE | LELEBCRAHBFYPRF I vVEWLKDEAVREGDAHEEE ! vEER

BEFFaKkNAavvvPEEEERRYFcHVEHEBLPKPLELRWEL EE@PT I PIvEBI 1ABLVLLEAV - IFBavvAAvMERRKEEBRKE
DETrE@kNAgvvvPLEKEEKY cHVEHEELPEPLTLRNEKEEPPEERKENT Y 1 1 AVP---vvLBAvvILBavmAFvMKRRRETEEKE
DETvETWvEvELDPENED | YECcHVEHEEVHNYVLEEBFRES- - - - - - - - ET I LLVVKAVEFIvVLATA----LABVEILAWRKRPREKN
BETFEKkNABvvvPLEKEGNY TCcRVEHEBLPKPLEGRWErPEPETDENMERT Y 1 yviI LBAvaAm IBavar IBanvavVvRRRKRNTEEKE
DETr@kMaavvvPEEBEEARYFcHVAHEBLPKPLELRINEP E8@PTiPIvBI 1ABLVLLEAY - ITBAvvAAVHBRRKESBRKE
DETYHTW VT DA@rEDEDKYBCRVEHAELPEPELYEWEP PEPNLVPIVAE-vAVAIVAIAIMVEVEF! I YRRHABKKE




I AF4IFHLA 1B

sp|PO1300|MOUSE R-2

95

splP16391|RAT HLA

100

|— sp|lP04439|HUMAN HLA-A

| 100 L
sp|P13748|PANTR Patr-A

sp|P15373CHICK HA1TF

splCTJE[BOVIN MR

010



HLA 1B FafiE A ot

UniProt&iE ErrhrIsEiat S ikl 5

Molecule processing

Feature key Position(s) | Description Actions | Graphical view Length

Signal peptide ! 1-24 €1 Ppublication + @ Add % BLAST [

Chain * (PRO_0000018815) 25 - 365 HLA class I histocompatibility antigen, A alpha chain @&add %veLasT Y 341
Topology

Topological domain 25 - 308 Extracellular € sequence analysis @ Add % BLAST

Transmembrane 1 309 - 332 Helical # sequence analysis @ Add % BLAST l 24
Topological domain 333 - 365 Cytoplasmic € Sequence analysis ® Add %% BLAST B 33

Domains and Repeats

Feature key Position(s) | Description Actions | Graphical view Length

Domain * 209 - 295 Ig-like Cl-type @ Sequence analysis & Add % BLAST
Region

Region® 25 - 114 Alpha-1 € Sequence analysis ¥ Add % BLAST

Reglon 115 - 206 Alpha-2 @ Sequence analysis i Add %% BLAST - 92
Region® 207 - 298 Alpha-3 @ sequence analysis W Add % BLAST ] 92

Regioni 200 - 202 Connecting peptide @ Sequence analysis I 10
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* Domain

o O - MHC class | alpha chain, alphal alpha2 domains
T G T MHCCLASSI-PRINTS
] Immuneglobulin Cl-set
] Immunaglobulin C-Type-SMART
L] Immunoglobulin C1-set domain-Pfam
G
.4

Immuneglobulin-like domain
Ig-like domain profile-PROSITE profiles
_ MHC class |, alpha chain, C-terminal
S HC_| C-terminus-Pfam

MHC class |-like antigen recognition-like
Class | Histocompatibility antigen, domains alpha 1 and 2-Pfam

+ Homologous Superfamily

MHC classes I/1l-like antigen recognition protein
MHC antigen-recognition domain-SUPERFAMILY

Immuncglobulin-like fold
Immunoglobulins-CATH-Gene3D

Immuncglobulin-like domain superfamily
Immunoglobulin-SUPERFAMILY

MHC class |-like antigen recognition-like superfamily
MHC class |-like antigen recognition-like-CATH-Gene3D

* Conserved Site

. Immunoglobulin/major histocompatibility complex, conserved s
Immunaglobulins and major histocompatibility complex proteins sign

* Unintegrated
D [ MHC CLASS -RELATED
D | HLA CLASS | HISTOCOMPATIBILITY ANTIGEN, A-68 ALPHA CHAN
] Class | major hlstommpatlblllty complex (MHC) alpha chain imm

] i n Heterodi
] | I WMHC binding domaln interface
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