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FH Eevy Location/Cualifiers LI
FH
FT L-V-D-J-C-SEQUENCE <1..375>
FT fpartial
FT ddb_xref="taxon:9608"
FT ,-“cell_tgrpe="B—cell hvbridoma ZF7'
FT ,-“II-IGT_nDte="autDmaticallgr annotated with INGT toolza™
FT Jorganism="Homo sSapiens'™
FT W—-D-J-REGTION 1..375
FT ftranslation="0VHLVESGGAVFHFGRILRLIRLASGF TFSSTYGMHWWROQLP
FT AR GLEWMV AV IV DGENEYYAD A VEGRFTIZRDNSFNTLYLOMMNIELEAED TAVWYYC
FT AFKHVTIAAAGRRGAGHDVIIGOGTTWTWIS™
FT W—REGICON 1..296
FT fallele="IGHW3-33*%01, putatiwve'™
FT Sgene="IGHWI-33" H
T 1 e R 105 188 sequences from 150 species
FT ,-“putative_limit="3' =ide'r
FT ftranslation="0VHLVESGGAVFHFGRILRLIRLASGF TFSSTYGMHWWROQLP bz
FT AR GLEWMV AV IV DGENEYYAD A VEGRFTIZRDNSFNTLYLOMMNIELEAED TAVWYYC
FT LET
FT FR1-THMGT 1..75
FT .-"ILA_II'IGT="1 to 26, Abh 10 i=s mizsing™
FT ftranslation="0VHLVESGGAVFHPGRSLRLIRALLS .
FT CDR1-IMGT 76..99 IMGT-ONTOLOGY'
FT AL TMGT="27 to 347
FT /translation="GFTFSITG 277 IMGT labels for sequencges
FT FRZ-TIMGT 100..150
T T R 285 IMGT labels for 3D structures
FT ftranslation="MHWVEQLP AKGLEIN AV
FT COMNIERVED-TEP 106..108
FT CDRZ2-IMGT 151..174
o /11 HeT=SE to 3" SO (Sequence ontology):
FT Stranslation="IWYDGINE™
FT FR3-TIMGT 175..288 67 IMGT Iabels
FT .-"ILIL_II'IGT="EE to 104, Ad V3 iz mwmissing™
FT ftranslation="YYADSVEGRFTIZRDNSENTLYLOMNSLEAED TAWVYVC™ ;I
Crane o
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http:/fimgt.cines fr
e
IMGT/PRIMER-DB Query page CRIMER-DB
e
Today is Wed Jun 13 2007
IMGT/PRIMER-DE contains i gﬁ‘i entries
ﬁ SEARCH BY ACCESSION HUMEER B
IMGT/PRIMER-DB Primer accession number :
or
IMGT/PRIMER-DB Set accession number : IF3
or
IMGT/PRIMER-DB Couple accession humber :
[ Search ] [ Feset
ﬁ Or SELECTIMGT/PRIMER-DB FRIMERS ACCORDING TO CRITERLA
Specias | Homo sapiens b | O IMGT subgroup
IMGT group | coNDt (Bey | O IMGT Gene
Primer orientation ©  IMGT Allele
[ Display selection ][ Feset ]
-
Terming
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ARIMER-DB

Today is Wed Jun 13 2007

IMGT/PRIMER-DB Query page

IMGT/PRIMER-DB contains 1 864 entries

a SEARCH BY ACCESSION NUMEER

IMGT/PRIMER-DB Primer accession nhumber :

or

IMGT/PRIMER-DB Set accession humber : IPS

or

IMGT/PRIMER-DB Couple accession number
& Or sELECTIMGT/PRIMER-DB FRIMERS ACCORDING TO CRITERIA

Species | Homo sapiens b | < IMGT subgroup

IMGT group CCNDT (BCL) O IMGT Gene
Primer orientation O  IMGT Allele

[ Display selection ][ Feseat ]

@ Or sELECTIMGT/PRIMER-DB sETS

Species | Homo sapiens b |

IMGT group CCMND1 (BCL) +
Set orientation

[ Display Setlist | [ Reset |

@ OR SELECT BIELIOGRAFHICAL REFERENCE

Author, Journal, PubMed |d (PMID) and year are not correlated.

@& Authors  |[wvan Dongen JJk

O Journal | Blood v

O PMID 10049045
O Year 1986 + B

Terming




) IMGT/PRIMER-DB - Mozilla Firefox
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IMGT/PRIMER-DB Search Results

Details PMID Authors
14671650 van Dongen JJ
IMGT/PRIMER-DE
Total
Primer accession number Set accession number

IFFS00001

IFFS00002

IPFS00003 IPS000200
IPFS00004 IPS000200
IPFS00005 IPS000200
IPF300006 IPS000200
IPFS00007 IFS000200
IPFS00003 IFS000200
IPFS00009 IPS000201
IPFS00010 IPS000201
IPFS00011 IPS000201
IPFS00012 IPS000201
IFF300013 IPS000201
IPFS0001 4 IPS000201
IPFS00015 IPS000201
IPFS00016 IPS000203
IPFS00017 IPS000203
IPFS00018 IPS000203
IPFS00019 IPS000203
IFF300020 IPS000203
IPFS00021 IFS000203
IPFS00022 IFS000203
IPFS00033 IPS000202

Volume Pages
i 22872317

Species Orientation
Homo sapiens Antisense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homa sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homa sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homao sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Sense
Homo sapiens Antizsense

Year

2003

Gene

IGHY1-2
IGHY2-5
IGHY3-7
IGH4-4
IGHW5-51
IGHYE-1
IGHY1-2
IGHY2-5
IGHY3-7
IGHW4-34
IGHWE-51
IGHYE-1
IGHWT-4-1
IGHY1-3
IGHY2-5
IGHY3-7
IGH4-4
IGHWE-51
IGHYE-1
IGHWT-4-1
IGHJ3

Termine




%) IMGT/PRIMER-DB - Mozilla Firefox

Fichier  Edition  Affichage Aller & Marque-pages  Outils 7

WELCOME !
to IMGT/PRIMER-DB

THE
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IMGT/PRIMER-DB Primer card : IPP900005

PRIMER CATALOGUE

IMGTIFRIMER-DB Frimer accession numhber
IMGT/IFRIMER-DB entry date
IMGT/IPRIMER-DB update

IMGT/FRIMER-DB Primer definition

Frimer alias name

Bihliographic references
(Pubhed)

Catalogue comments

IFF900005
18/Mow2004
16Maow2004

Hiuman primer Sense
WH3-FR1

PMID: 14671650

IGHY3-T Gene specific

PRIMER CHARACTERISTICS

IMGTIPRIMER-DB Primer sequence

IMGTIPRIMER-DB Sequence length (humber of nucleotides )
IMGTIPRIMER-DB Primer arientation

IMGTILIGM-DB reference sequence
Actession number

IMGTILIGM-DB reference sequence
FPrimer position (start-end)

Characteristics comments

25 ph; 2 A8 C; 9 G; 6 T, 0 other

3 CTGGGGGGTCCCTGAGACTCTCCTG 3°

25

Sense

MY9E49

384-408

PRIMER CLASSIFICATION

IMGTILIGRM-DB reference sequence Species

IMGTILIGH-DB reference sequence IMGT group

Classification
IMGT subgroup
IMGT gene name
IMGT allele name

Classification comments and specificity

Homo sapiens

IGHY

IGHY3

1GHY3-7 (IMGT Collier de Perles)

E’ E IMERE

Terming
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IMGT/PRIMER-DB Localization }'EEIM.ER@_

Primer Information

Accession nurmber : IFPY00005

Species : Homo sapiens
IMGT Group : GHV

IMGT Gene : IGHV3-T

IMGT Allele

Primer Grientation : Sense

Primer Position : Jed-408

IMGT/LIGM-DB reference sequence M99649

.. .ATGGAATTGGGEGCTGAGCTGGGTTTTCCTTGTTGCTATTTTAGAAGGTGATTCATGG 240
ARAACTAGGAAGATTGAGTGTGTGTGGATATGAGTGTGAGAAACAGTGGATTTGTGTGGC 300
AGTTTCTGACCTTGGTGTCTCTTTGTTTGCAGGTGTCCAGTGTGAGGTGCAGCTGGTGGA 360
GTCTGGGGEEAGGCTTGETCCAGCCTGEGEEETCCCTGAGACTCTCCTGTGCAGCCTCTGG 420
ATTCACCTTTAGTAGCTATTGGATGAGCTEGGETCCGCCAGGCTCCAGGGAAGGGGCTGGA 480
GTGGGTGGCCAACATAAAGCAAGATGGAAGTGAGAAATACTATGTGGACTCTGTGAAGGG 540
CCGATTCACCATCTCCAGAGACAACGCCAAGAACTCACTGTATCTGCAAATGAACAGCCT 600

GAGAGCCGA. . . 877
Primer Localization
V-REGION
L-PART1 L-PART2 V-RS
. 5'UTR V—lNTRON FRI-ILIGT FRE-IMG_T ‘ FR3-IWMGT CDFB-IMGT 3'UTR =
) JV-HEPTAMER
INIT-CODON CDELI-IMGT CDEIIMGT
DONOR ACCEPTOR V-SPACER

-SPLICE -SPLICE 1=t-CYs No-CYS
23 104 V-NONAMER

Terming
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JcKaas Q. et al. NAR 32, D208-D210 (2004)



Chain ID

IMGT chain
description

Chain
amino acid
sequence

V-DOMAIN

C-DOMAIN

IMGT /3Dstructure-DB card for :

1u8k

Mo i e T rptr doption Tpel ety Spmi

2F5 FAB-GAMMA-S_KAPPA

Homo sapiens (Human)

Chain ID

[1uBk A 1uBk B ]

Peptide GP41 [1uBk C ]
Experime ntal technique  X-ray diffraction Resolution 2.24 FPOBE releass date  0SOCT4
HEE E E EEEEEEEEEEEEEEEEEEEEEEEEEEEEEERN
1lusk_B M| chain 1D 1usk_A
B | IMGT chain
VieHER description G
|
[ IGHV_1 [ IGEV
RITLKESGPPLVEPTQ TLTLTCSFSGFSL5 DFGVGYGI1 RQPPGKALEWLATI ¥SDDDERYSPSLNTRLTI TKDTS ENQVVLVMTRYVS Y | o AIQLTOSPSSLSASVEIRI T1 TCRASQ GV TSALAW YROEPESFRQLLI ESGVPSEFSGS GSGTEFTLTI STIRPEDFATYY OO0
D i GHI_1 ] [ 1G 5 5 1 [ IGKI 1 11 IGKC_1
DTATYFCAHRRGPTTLFGYPIARGPVNAMDVWERGI TWVTI S5TS TKGPSVFPLAFPCS CEDYFPEPUTVSTMSGALTS :;‘S:ﬂiﬂd LHFYPHTFGGGTRVDVRRTVARPSVFI FPPS DRQLES GTASVVCLINNFY PREAKVQWKVINALQ S @ISQESVTEQDS KDS TYS LESTLT
HC 1 1 | | 1
GUVHTFPAVLQSSGLYSLESVV TV PS5 SLGTQ TY TON VN HEPSN TEVDERVE PKS - LSFADYEKHKVYECEVTHO GLS SPVTKS FNRGEC
IMGT domain IMGT domain description W-KAPPA
description ai |
IGKY gene and allele name IGKW1-13%02 (85.26%) Al
LoHV gene and | 1GHV2-5405 (85.00%), IGHV2-5406 (85.00%), u 1GKJ gene and allele name IGKIAH01 (63.64%) , IGKI4+02 (63.64%)
IGHI gene and u 20 representation Collier de Perles or Collier de Perles on 2 lavers
el IGHIE*01 (83.33%), IGHIE*02 (83.33%), A M| V-DOMAIN || COR-IMGT lengthe [63.]
2D representation | Collier de Perles or Collier de Perles on 2 layers | Sheet composition [ABDE][CC"'CFG]
CDR-IMGT lengths | [10.7.24] | | [ COFR1 1 [ CORZ ]
Sheet composition | [A B D E] [C C" ' F G] - AIQLTQSPSSLSAS [s[FfE}IQE‘QF—S]sI‘_.— +eu. . LAWYRQKPGSPPQLLIY SLESGVF.SRF5G5G. . SGTEFTLT
[ CIR1 1 [ CDR2 ] m ISTLRPEDFATYYCQOLHF. . . . YPHTFGGGTRVIVE
RITLKESGP . PLVEPTQTLTLTCSFS GFSLEDFGVG. . VEAIRQPPGKALEWLAI RYSPSLN . TRLTI TKDTSFNQVVLY IMGT domain description CKAPPA
[ CDR3 1 ] £
MTRVSFVDTATYFC T'T P1 1 WEQETTVTI - IGKC gene and allele name IGKC*01 (98.13%)
Idrggc-l;ip?tci)cﬂam CH1 m| c-DomaN 20 representation Ccllier de Perles or Collier de Perles on 2 layers
Sheet composition [ABDE][CFG]
IGHG3*01 (97.94%), IGHG3*03 (97.94%), [GHG3*04 (97.94%), IGHG3*05 (97.94%), | RTAADSTFI FEPSDROLE SVVCLINMFYP. .REAK/QWEVDNALQS@NSQESVTEQ DSKDS TYSLSSTLTL
IGHC gene and IGHG3*06 (97.94%), IGHG3*07 (97.94%), IGHG3*08 (97.94%), IGHG3*09 (97.94%), ot B s e e i = PR R R A e R S S R EERER
e ﬁame IGHG3#10 (97.94% ), IGHG3*11 (97.94%), IGHG3%12 (97.24%), IGHG3*13 (97.94%, u| S dsilestiiniislsh R R el 2
IGHG3*14 (97.94%), IGHGB*]S (97.94%), IGHG3*16 (97.94%), IGHG3*17 (97.94%), [
IGHG3*20 (97.94%), 5 | Chain ID ” 1uSk_C
2D representation | Collier de Perles or Collier de Perles on 2 layvers u IMGT chai
= [ | Ehain | pentide
Sheet composition | [ABDE] [CF G] description
..... STKGPSVFPLAPCSESTA. . . GGTR LEDYFP. .EPVIVSHNSGALTS . . . . GVHTFPAVIASS. . . . . .cLystasvvry -
PSSSL. . . GTQTYTONVHHEE . . SHTK/DER n Chain o ——
IIIIIIlIlllllllllllllllllllllll:;;Sgni:'




Chain ID 1usSk_B

IMGT chain
description hiasia
[ IGHY 1
. RITLEESGPPLVEPTQTLTLTCSFSGFS LS DFGYVGYVGH IRQPPGEALEWLATII YSDDDFRYSPSINTRELTI TEDTS FNQ VWV LVMTRE VS P
sl : 110 D JE e B e | [ 1
s DTATYFCAHRRGPTTLFGYPI ARGPUVNAMDVAGRGI TVTI S5 TS TEGPSVFPLAPCS KS TAGCTAR LGC LV KDY FPE PV TVSWN SGALTS
sequence o ]
GVHTFPAVIQSSGLYSLS SV TVPSSSLETO TY TCN VN HEPSH TEV DERVE PES
IMGT domain
description il
IGH'I"II. gEl’IE and i o _E O Alranmant dafaiic
SiclE o IGHV2-5*05 (85.00%), IGHV2-5*06 (B82.00%), Alighment details
IGHJ gEI-IE ﬂl'll:l +4 0 o+ o AN anmant dafailc
S e IGHIG*01 (83.33%), IGHI6*02 (83.33%), Alignment details
V-DOMAIN || 2D representation | Collier de Perles or Collier de Perles on 2 layers
CDR-IMGT lengths | [10.7.24]
Sheet composition |[ABDE] [CC" C' F G]
[ CIOR1 ] [ CODRz ]
RITLEESGP.PLVEPTQTLTLTCSFSGFSLSDFGYG. .VGHIRIPPGEALEWLAT RYSPSIN . TRLTI TKDTS KNGV VLY
[ CDR.3 ]
MTRVSFVDTATYFCA] I PI LWEQGEI TVTI
IMGT domain
description Zik!
IGHG3*01 (97.94%), IGHG3*03 (97.94%), IGHG3*(M4 (9/.94%), IGHG3*05 (97.949%),
[GHC gene and IGHG3*06 (97.94%), IGHG3*07 (97.94%), IGHG3*08 (9/.94%), IGHG3*09 (97.94%),
e Eame IGHG3*10 (97.94%), IGHG3*11 (97.94%), [GHG3*12 (97.94%), IGHG3*13 (97.94%),
C-DOMAIN IGHG3*14 (97.94%), IGHG3*15 (97.94%), I[GHG3*16 (97.94%), IGHG3*17 (97.94%),

IGHG3*20 (97.99%), Alignment details
2D representation | Collier de Perles or Collier de Perles on 2 layers

Sheet composition | [ABDE] [CF G]

..... STEGPSYFPLAPCSRESTA. . (GETAALGCLVEDYFP. .EPVTVSWHNESGALTS . .« & . GWVHTFPRAVILOSS
PEEEL. . .GTQTYTONVMHEP . . SNTEVDERWY



IMGT d i . . .
Description of domains
V-DOMAIN
7. CDR-IMGT lengths
[ CDR1 ] [ CDRZ ]
RITLEESGP. PLVKPTQTLTLTCSFSGFSLSDFGVE . . VEGHIRQPPGKALEWLAI I YSODDE. . .RYSPSIN . TRLTI TEDTS KNQVVLY
[ CDR3 ] .
MTRVSPVDTATYFCAHRRGPTTLFG. ’P;PE'CF" MAMDVHGEIGEI TVTI GapS aCCOI'dln g to IMGT

STEGPSVFPLAPCSESTA. . . GETARLGCLVEDYFP. .EPVTWVSHWNS GALTS .  GVHTFPAVIOSS . . LS5V TV
GTRTYTCHWVH HEP . "'['-] TEVDERW

IMGT d
descri pt?gr‘:am Illlmbel’lng
o _
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IMGT Collier de Perles : Homo sapiens (Human) IGHY 1 V-DOMAIN from 2F5 (PDB: 1ugk_B)

CDR-IMGT lengths [10.7 24]



From IMGT Colliers de Perles or from domain/chain sequenci
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Tot  Total number of atomic pair
contacts
NCo0 Number of non covalent atomic

Pol  Number of polar atomic pair
contacts

HB  Number of hydrogen bonds

NPol Number of non polar atomic pair
contacts

Cov  Number of covalent links (other
than chain covalent links)

SS  Number of disulfide bridges




IMGT Collier de Perles on two layers Mo

Gee Information
¥ Collier de perles - Netscape L e
Fichier Ediion Afficher  Aller  Communicator  Aide http:/fimgt divesSifr
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Collier de Perles : HUMAN I[GHY V-DOMAIN from B12 [PDE: 1hzh_H)]
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Kaas Q. et al. NAR 32, D208-D210 (2004)



IMGT® Ressources Web

IMGT Repertoire 8.000 pages HTML
Chromosomal localizations
Locus representations, ...

IMGT Bloc-notes
Interesting links

The IMGT Immunoinformatics page

Links to external databases and tools: Kabat,
VBase/DNAPLOT, JoinSolver, IgBlast, SoDa,...

IMGT Education
Tutorials, IMGT Lexique, ...

http://imgt.cines.fr



IMGT Web resources: 8 000 pages HTML

IMGT

Im

M usid
Gene .
Information
Ti.('S systen®

http://imgt.cines.fr

X02850 |, TRAWE-E+01
REOOOEES, TRAVE-E¥02
MBE3E1 | TRAVE-E*02

X02850 |, TRAWE-E*01
AE000BSY, TRAWE-E*02

MEEZE1 | TRAVE-E¥02

X02850 |, TRAVE-E*01

1 2 3 4 5 13 7 8 9 10 11 312 13 14 15 16 17 18 13 20
A o 5 % T @ L ©m 5 04 % P W F E E A P W E
BCC GAG TCT GTG ACC CAG CTT GAC AGC GAR GTC CCT GTC TIT GAR GAR GCC CCT GTG GAG

CDR1-IMGT,
21 22 23 24 25 26 27 28 23 30 31 32 33 34 35 36 37 3B 33 40
L B ¢ H ¥ 5 s F ¥ 5 ¥ ¥ L F

CTG AGE TGC ARC TAG TCA TG TCT GTT TCA 6TG TAT ... ... ... ... ... ...

CDEE-
41 42 43 44 4L 48 47 48 49 50 51 E2 E3 B4 55 EE E7 L2 L3 &0

w
TGE TAT GTG CAR TAC GGG ARG GAR GGR CTC CAG CTT CTC CT6 ARG TRT TTR TCA GGA TCG

w

IMGT
Alignment

Co| | ier AEO00BSY, TRAVE-6707 B
MEEI61 | TRAVE-E+02 - - l l I
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JEnE (1-Z26) (27-33) (33-55) (E56-E5) (BE-1043 (105-115)
1 10 20 a0 4n ] G0 ] 80 B84aEBC an 100 110
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IMGT AEQO00BES, TRAV1-Z GOWIDO. PTEMTATEGAIVOINCTY] TSGFHG. ... .. LEWY]OHAGEAPTFLSY NVLIG. . ... LEEEG. . ... .. FFSSFLSRSEGYSYLLLEELOMEDSASYLC AVE. .. ... ..
AEQO006LE, TRAVE EDQVEQ. PSTVASSEGAVVEIFCNHS VSHAYH. ... . . FFWYLHFPGCAPRLLVE GSE. ... ... BSQQG....... RYNMTYER. . FS5SLLILOVREADAAVYTC AVE. .. ... ..
. BEOQORED, TRAVI ANSVAOPEDOVNVAEGHPLTVECTYS VSGHEY. ... .. LFWYVOYPNRGLOFLLE ¥TITGDML. .. VEGSY....... GFEAEFNES(TSFHLEEPSALVSOSALYFC AVED. . ... ..
Pr‘o‘reln AEQ006EE, TRAVL LAETTO. PISMOSYEGQEVNITCSHN NIATHOY. ... . ITWYOOFPSOGPREFIIN GYET. ... .. EVTHE. . ... .. VASLFTPANRESSTLSLPEVSLSOTAVYYC LVGD. ... ...
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The eleven IMGT amino acid classes Mo

according to the physico-chemical properties o maenent
“olume' classes ‘Hydropathy' classes
in A Hydrophohic Meutral Hydrophilic
Wery large 189-85 F WY i
Large 162-17 4 I L [y k. R
hedium 1535-154 ki H E ]
=mall 1058-117 C F T D [
Yery small G0-90 A, (5 o
Aliphatic 2 E; Basic = =
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T
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Pommie et al. J. Mol Recognit. 17, 17-32, 2004



JUNCTION alignments with translation and IMGT AA classes

Click on mutated {underlined) amino acid to see the original one: I:l

#

#2

#3

#4

#5

#6

B

#3

#49

AY353054

AY393055

Av393058

AY393072

Av393088

Av393089

AY393091

AY393092

AY393094

IMGT A8
classes

M aliphatic

| ] phemylalanine

sulfur

| ] glycine
| ] by rocayl
| ] tryptaphane

tyrosine

proline
acidic

[ amide
M basic

104

tot

tot

tyt

tyt

tyt

tyt

Tyt

ot

tot

105 106 107 108

--E
gog aga gag atg
gog aga cag

--E

109

cCco

. .

cto

ccc

aat
" -

tc

110

cCco

tac

-]

ccc

tat

111

tat

gat

tat

tat

111.1  111.2

ggc

--- -9

111.3 112.3

112.2

tat

¥

tac

tat

tac

tat

=]

=]

112.1 112 113 114
.
tac cac gaa

coy gct gaa ta

. Hl -

tac cac gaa

© .
cac gyas

gat qag Ty
r P
coo oot gat goca

cat gat ggg tgy
P P
coo oot gat gca

gat

gac

gac

EET

---D P

gac



Improvements IMGT/V-QUEST version 3

http://imgt.cines.fr

IMGT/V-QUEST query page:

- 4 options are available for the IMGT reference directory

- F+ORF (only functional and ORF genes)
- F+ORF+in frame P (default) (functional, ORF genes and in frame
pseudogenes)

- F+ORF including orphons (only functional and ORF genes, including orphons)
- F+ORF+in frame P including orphons (functional, ORF genes and in frame
pseudognes, including orphons )

- The analysis can be performed by comparison with only the alleles *01 of the IMGT
reference directory or with all alleles (default).

- The number of accepted mutations for IMGT/JunctionAnalysis can be modified

- The maximun number of sequences for a single run is 100 (instead of 50)



¥ IMGT,/¥-QUEST - Mozilla Firefox [m

M
Fichier Edition  Affichage Aller & Margque-pages  Oukils 7 GE
Tics

uup.//uugt.ungitl

Information
systenr®

| Personnaliser les liens ;1 France | | ‘Windows | | ‘“Windows Media | | Hotmail |~ ) MCEI BX BEC MEWS | Mews Fr... | ) tomcat

% . Detailed view

1. ™ alignment for v-GENE 5. [T Seguence of the JUNCTION {'nt' and a0 11, IMGT Collier de Perles
2. ¥ plignment for O-GERE 6. ¥ “wREGIOMN alignment according to the IMGT numbering @ links to IMGT Callier de Perles
3. ¥ alignment for J- GEME 7. ¥ “wREGION translation " IMGT Collier de Perles (PNG format, slow)
4. ¥ Results of IMGTiJunctionAnalysis 8. T v-REGION mutation table © no IMGT Collier de Ferles
 with full list of eligible D-GEMES o T w-REGION mutation statistics
* without list of eligible D-GERES 10. [ w-REGIOMN mutation hot spots
12. [T Sequences of V-, Y-J- arv-D-J- REGIOMN {'nt' and 'AA% with gaps in FASTA 13. [T Annotations b IMGTiAUtomat

Accessto IMGT/IPhyloGene for V-REGION ('nth

" B. Symhesis view

- ¥ alignment for V-GERNEs

1 5 M WwREGION protein display fwith calar
2. ¥ wREGION alignment according to the IMGT numbering 65 M wREGION protein display (mutations diplayed)
3. M WREGION translation 7. V¥ WwREGION most frequently occurring A8
4. ¥ v REGION protein display =
Advanced parameters
g:t'e'“'c'" of IMGT reference directory e nRE. i frame P = @& with all alleles © With allele *01 only
default 'I in 3W-REGIOR
Selection of parameters for MNb of D-GEMNES in IGH JUNCTIONS (default is 1) =
. _ _ mHumber of accepted mutations: | default "I in D-REGICM
IMGT/ JunctionAnalysis |default "I
default "I in ' J-REGIOR
b of nucleotides to exclude in &' of the V-REGIOMN
far the Mb of nucleotides to add (or exclude) in 3' of the VY-REGIOR for the
i i ) evaluation of the nb of mutations {in results 8 and evaluation ofthe alignment scaore {in result 13
More options for Detailed view a I— 1+

[t Rechercher : I 103 (2 Occurrence suivante =) Occurrence précédente | —| Surligner bout | Respecker la casse
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A. Detailed results: T

http://imgt.cines.fr
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systenr®

) IMGT/V-QUEST - Mozilla Firefox
Eichier  Edition  Affichage  aller 3 Marque-pages Oukls ¢

[#] MGT/¥-quEsT | D=TIMGT Home page %]
Y

Sequence nunber 1: AB021525|AB021525 Homo sapiens...

e directory

Links to the corresponding alignments

Jaggtdcagotyrtydagto tyddydagdo ttytacagoctydgydytooctaaaacte
tootytyoagoctobgyattcaccttcagtagotatagoatyaactyyytocyccagyct
coagygaagoyyctygagtyyytttcatacattagtagtagtagtagtaccatatactac
goagactoctgtgaaggycogattcaccatotocagagacaatyocaafaactoa

ctgcaaatgaacagocbyagagccyaqyacacyyctytytattactgbycgaga Li n ks to I MGT/G E N E- D B

Lttgtatttgatgotttbgatatotygyyoccagyyacac tyytocaccgtogo

esult summany: productive rearrangement (no stop codon and A/ frame junction)

W-GEME and allele IGHY3-43"01/] score=1417 | identity=99,31% (236288 nt)
—a
}'J—GENE and allele [GHJ3*02 ¥ score=223 | identity=94,00% (47750 nt)
D-GEME and allele by IMGTA-QUEST IGHD2-8*01 | score=37 identity=31,32% (9111 nt)

D-GEME and allele by IMGTunctionAnalvsis | 1IGHD2-8%01 D-REGION is in reading frame 2

COR lengths and A8 JUNCTIOMN [8.8,12] CARDMFYFDAFDRY

<
@ Rechercher : | pr |@ Occurrence suivanke @ Occurrence précédente [=| Surligner tout [ | Respecter la casse

Terminé
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http://imgt.cines.fr
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Example: productive rearrangement (no stop codon and in frame junction)

) IMGT/V-QUEST - Mozilla Firefox
Eichier  Edition  Affichage  aller 3 Marque-pages Oukls ¢

= IMGT/¥-QUEST | D= IMGT Home page

:}ﬂ

Sequence nunber 1: AB021525|AB021525 Homo sapiens...

Seqguence compared with the human G set from the IMGT reference directony =

FARO0Z1525 | ABDZ1525 | Homo sapiens. ..
gaggtgcagototyqaytotyyyyyaggc ttyytacagootyygygytococctaaaacte
Locotgtgocagoctotyyaticaccttocagtagctatagcatgaactyygtocgocagyct
cocagygaagoictygagtygyytttocatacattagtagtagtagtagtaccatatactac
gcagactoctgtgaaggccgattcaccatctocagagacaatyccaagaactocactgLat
chgcaaatgaacagcctyagagoccgagyacacyyctytytattactytycgagagataat
CLtgtatttgatgotttLgatatcLygygcoccagyyyacactgytcaccgtcgottoad

Result summany: productive rearrangement (no stop codon and in frame junction)

W-GEME and allele IGHY3-42*01 | score=1417 | identity=99,31% (288228 nt)

J-GEME and allele [GHJ3*02 score=223 | identity=94,00% {47550 nf)

D-GEME and allele by IMGTA-QUEST IGHDZ-58*01 | score=37 identity=31,82% (9111 nt)

D-GEME and allele by IMGTunctionAnalvsis | 1IGHD2-8%01 D-REGION is in reading frame 2

COR lengths and A8 JUNCTIOMN [8.8,12] CARDMFYFDAFDRY

< :

[

@ Rechercher : | pr |@ Occurrence suivanke @ Occurrence précédente [=| Surligner tout [ | Respecter la casse

Terminé
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Example: unproductive rearrangement (out of frame junction)

) IMGT/V-QUEST - Mozilla Firefox

Eichier  Edition  Affichage  aller & Marque-pages Qukls 2

[E]1MGT /v-QuUEST | D= IMST Home pags %]
SEUENILE LU TR AT el WL e TTdnirdn i 20 munn e v 1 1elgel e e disnioy P
>rtestl

gaggtgoagctggtygagto tygygagqyocttgytacagcctyyyygygtoccctaaaacto
tocotgtgoagoctotygattoaccttoagtagoctatagocatgaactyggtocgoccaggot
coaggygaagggyotgyagtyyytttoatacattagtagtagtagtagytaccatatactac H
gragactotgtgaagyyoogattoaccatctocagagacaatyocaagaactoactytat
Cctycaaatgaacagococtgagagcogagyacacygyoiyiytattactytyocgagagataat
Lttgtatttgatyottttgattotyggyyococcagyyacactyytcaccgtogottoad

Result sumimany: unproductive rearrangement (aut of frame junction)

Y-GEME and allele [GHW3-48%01 | score=1417 | identity=99 31 % (2867288 nt)
J-GEME and allele [GHJ4*03 score=150 | identity=79,17% (33748 nt)
D-GEME and allele by IMGTASQUEST [GHD2-8*01 | score=33 identity=7500% (9112 nt)

D-GERE and allele by IMGT unclionAnalysis | 1GHDZ-8%01 D-REGIOM iz in reading frame 1

CDRE lengths and AA JUNCTION [5,8,] CARDMNEYEDAF D

< | a

IE Rechercher @ | pr |@ DCCuUrrence suivante @ Ocourrence précédente (=] Surligner kouk [ ] Respecter |a casse

Terming




A. Detailed results:
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Im
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Information
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Example: unproductive rearrangement (presence of in frame stop codons) hitp://imgt.cines. fr

©) IMGT/V-QUEST - Mozilla Firefox M(=1{e3
Eichier  Edition  Affichage  Aller & Marque-pages Outkls #

[E]1MGT /¥-QuEST | D= IMGT Home page (3

Sequence munber 1: test2

Sequence campared with the human 1G set from the IMGT reference directory

=test:z
gaggtycagotggtgyagtc tggygUagc ttgytacagocc gy toccctaaaacte
tocctgbgragoctotygattcaccttcagtayoctatagoatyaactygytocogocaggot
coaggaagqdgyotydagtyygtttcatacattagtagtagtagtagtaccatatactac
groagactoctgbgaagyyocgattocaccatobocagyagyacaatyocaagaactocactytat
ctygrcasatgaacagoctgadqagocgagyacacgyotytytattactytyogagagataat
tthgtattogatgottaagatatctyggyoccagygyacactyytoaccygtogottoay

Result summany: unproductive rearrangement (presence of in frame stop codons)

Y-GEME and allele [GHY3-48%01 | score=1417 | identity=99,31% (286285 nt)

J-GEME and allele [GHJ3*02 score=2058 | identity=90,00% (45550 nt)

O-GEME and allele by IMGTASQUEST [GHD2-8*01 | score=37 identity=21 829% (9511 nt)

D-GEME and allele by IMGT/iJunctionAnalysis | 1GHD2-8%01 D-REGION is in reading frame 2

CDRE lengths and A4 JUNCTION [2,8,12] CARDMNEWE DAFDIY

< | >

@ Rechercher ; !pr |@ DCCUrrence suivante @ Ocourrence précédente (=] Surligner kouk [ ] Respecter |a casse

Terming




A. Detailed results:
Example: the closest V gene is a pseudogene

2 IMGT/V-QUEST - Mozilla Firefox

Im

e

Tics

http://imgt.cines.fr

Information
systenr®

Eichier Edition  Affichage aller &  Margue-pages  Qukjls 7

| [#] IMGT /¥-QUEST | D= IMET Home page

Sequence campared with the human 1G set from the IMGT reference directory

FIGEV1-39%02-J1
gacatccagatgacccagtotocatococttoctgtotyoatoctgtagyagacagagtocaco
atcacttgococggyraagtocagagocattagoagoctatttaaattygtatcagycagaaacca
gggaaagoooctaagotoctyatoctatgotyocatocagtttyoaaaytyyyygtoocatca
agyttoagtgyoagtygatotyyyacagatttocactctcaccatcaycagtctyocaacct
gaagatttbgoaacttattactgicagtytyyttacagtacacctoogtyyacytoogyo
caaggyaccaagqytgyaaatcaaac

Fesult summany: productive rearrangement (no stop codan and in frame junction)

B however the closest Vis a pseudogens

W-GERE and allele IGW1—39*DE{F‘}I score=1380 | identity=100,00% (2795273 nt)
J-GERE and allele 1GEJ1*01 score=1490 identity=100,00% (38/38 ni)
CDR lengths and A48 JURCTION | [6,3,10] CACGEYETPPWTE
@ Rechercher @ | pr |@ DCCUrrence suivante @ orecurrence précédente [=| Surligner tout [ ] Respecter la casse

F3 %!

£

Terming




A. Detailed results:

Im

M
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Information

Tics system®
http://imgt.cines.fr
I IMGT/¥-QUEST - Mozilla Firefox =10] =
Fichier  Edition  Affichage aller &  Marque-pages  Oukils 7
| | Personnaliser les liens ;1] France | | Windows | | ‘Windows Media | | Hotmail ) MCBI EE BEC MEWS | Mews Fr... | ) komcat
=

Analysis summany: rearranged sequence (but no junction found)

W-GEME and allele

IGEWV-27* 01

score=1192

identity=92,11% (2570279 nf)

J-GEME and allele

IGKJS*01, or IGKJIS*0 ()

score=14

identity=100,00% (373 nt)

CDRE lengths

[6,3,7]

() Be aware that only 3nucleotides of the J have been aliogned, please check the alignment.

3. Alisniment for J-GENE and allele identification

Closest J-REGICONS

Jo0z4:2
JO0zZ4:2

IGEIS*01
IGETS*01
270260 IGEJZ*0:Z
JO0z242 IGET4*01
AF10357]1 IGEJ4%0Z

Alignment

IGEN1/0RZ-105*01
Jo0z4:z IGEJS*01
Jo0z4z IGEJTS*01
ZT0zZe0 IGEJZ*0:Z
Jo0z4z IGEJT4+01
AF103571 IGEJ4%0Z

1]

Socore
15
15

att

Tdentity

100,00%
100,00%
66,67%
66 ,67%
66, 67%

(343 nt)
(33 nt)
{243 nt)
{2/3 nt)
{2/3 nt)

—-——rcactttogyoococtyyyaccaaaytygatatocaaac

——=—3a3ac
——Ccaaac
——Ccaaac
——Ccaaac

The message (c) is added

when less than 6 nucleotides are
aligned in

3. Alignment for J-GENE and allele

identification

e

[£d Rechercher: | 105

@ Occurrence suivanke @ Occurrence précédente =] Surligner tout

[ Respecter la casse




A. Detailed results:

3 IMGT/V -QUEST - Mozilla Firefox

Im

M
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Tics

http://imgt.cines.fr

Information
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Fichier  Edition  Affichage  Aller 3 Marque-pages  Cutils ¢
| [#] MGT/¥-QuEST | D= IMET Home page

Result summany: productive rearrangement (no stop codan and in frame junction)

W-GEME and allele IGHY3-73*01 | score=1240 | identity=91,50% (2697294 nt)
J-GEME and allele IGHIT*01 (d) | score=179 | identity=82,69% (43752 nf)
D-GEME and allele by IMGTA-QUEST IGHD3-10"01 | score=28 identity=72,73% (311 nH

D-GEME and allele by IMGTiJunctionAnalysis | IGHD3-10%01 | D-REGIOMN is in reading frame 3

CDR lengths and A& JURCTION [8,10,10] CWIRGDWYMR W

(d) Please check the alignment with 1GHJ4*02 and [GHJ5™02 thighest number of consecative identical nucleotides) +—

3. Alisnmment for J-GENE and allele identification

Closest J-REGIONs

3core ITdentity
JOOZ56 IGHTI1*O1 179 GZ,69% (43752 nt)
XEE355 IGHTIA*02 150 T8,17% (385458 nr)
JOOZ56 IGHTI4*0L1 141 TT,08% (37748 nt)
XEGA355 IGHIS®OZ 138 74,51% (38451 nt)
Mz5625 IGHTI4*03 132 75,00% (36548 nt)

Note that the highest number of consecutive identical nucleotides has been found in the alignment with 1GHJ4*02 and [GHJ5*02

Alignment
AF184762 gtgatcocggggagatgtttacaaccgacagtggggccagggaaccctygbcaccgtctocctcagcatoccoccgaccagoccccaaggbtoctbccocqo tgagoctotycagocacccagoccagat
JOooz56 IGHIL*OL L i ieeeeaes -o--aa---tt--ag--c---———————— B e s e
I K86355 IGHT4A*0Z I ................ LT o ot T e e kbt
JUoSE TR —— L L........ ac---tEogact-o—————-—--— B
I Mebmsh. IGERFETEE. 000000 seRmlaloaEsnlo e e e e S e S S e
MZ5h625 IGHJIA® 03 0000000 i e e e e smaeaas goc---Lttgact-c-———-——-—— A= ———
e
< >
[ rechercher : |pr |@ Occurrence suivante (09 Occurrence précédente [—| Surligner tout [ ] Respecter la casse

The message (d) is added

when another J shows a highest
number of consecutive identical
nucleotides in

3. Alignment for J-GENE and allele
identification

Terming




A. Detailed results:

) IMGT/V -QUEST - Mozilla Firefox

Information
systenr®

Eichier  Edition  Affichage Aller &4 Marque-pages  Outkils ¢

| [FE] IMGT /¥-QuUEST

| = IMiT Home page

Sequence number 1: AJ415342 HSA415342|Homo sapien...

Sequence compared with the human 1G set from the IMGT reference directory

=AJ415342 |HSA415342 |Howo sapien...
tactggagtnyygtcogocayoococagyyaagyyyyc tyyaytygatagyygacatcaat
cagagtgyaagycaccaaccaaaacacytocctocaagagtcgagtcaccatttocactagac
atgtcocaagaaacagttticocctyaaatbgacctctybyaccycocycyyacacgyctgta
tattLotytycgadaqgocyyytcyac cacgacyctatygacatc byyg

Result summary: productive rearrangement {no stop codon and in frame junction)

=1

W-GEME and allele IGHW4-34*01, ar I[GHV4-34*02 ar IGHY4-34*08 | score=758 | identity=89,78% (167/186 nt)
J-GEME and allele IGHJE*01, or IGHJE*0Z or IGHJE*DW‘ score=61 identity=65,62% (21/32 nt)
D-GERE and allele by IMGTAunctionAnalysis | IGHDE-13*01 D-REGIOMN is in reading frame 3

CDR lenagths and A4 JUNCTION [1,712] CARGRYDHDAMDIWY

(8) Please check the alignment with IGHJ2*01 (highest percentage of identity)

3. Alisnment for J-GENE and allele identification

Closest J REGIONs

JO0Z56 IGHJIGo*0L
XKE6355 IGHJIe*0Z
41579487 IGHIG*04
XEE6355 IGHJI3I*0Z
JO0256 IGHJI3*0L

Alignment

4T415542 |H2A41 5542 |Homo sapien

Score Identity

51 653,02% (Z1/3Z nt)
g1 65,62% (21732 nt)
g1l EL,62% [Z1/3Z2 nt)
EE T5,00% (15720 nt)
46 T0,00% (147520 nt)

coggytocgaccacyacyctatyyacate oy

JODz256 IGHIG*OL1 ttacta-t--t—--LC-—--g-——---—- q-————= gocaagggaccacgybcaccgbcbcctcag
XEE355 IGHJIe*OZ ttacta-t--t--C-—--—————— Jo————— goocaagygaccacgytocaccytotoctoa
To o Ao T T T oy ] g rS F F = rS g rS
®EBE355 IGHJIS*O0Z e e e e eaas t--t---t-t-—-fL--——--—gccaagggacaatggtcaccgtcbottocay
L e L P PR PR Sl

£

E3d Rechercher: |pr

|@ Occurrence suivante @ Cecurrence précédente [=| Surligner bout [ ] Respecter |a casse

The message (e) is added

when another J shows a highest
percentage of identity in

3. Alignment for J-GENE and allele
identification

Terminé




B. Synthesis results:

Information
systenr®

) IMGT/V-QUEST - Mozilla Firefox

Edition

Eichier Affichage  aller &

Marque-pages  Outils 2

[F]1MGT/v-QUEST D= IMGT Home page [¥]
o
B. Svnthesis for the IMGT/V-QUEST analvsed sequences 3
- - -
0 Links to the corresponding alignment
Number of analysed sequences: 1(
The analysed sequences are aligned with the allele (with numbeg sequences in parentheses):
|GHYT-B9*06(1) IGHW1-8%01 (1) IGHW3- 73701 {4) [GEM1-12701 (1) 1GKW1-27701 (1) |GEM1 - 380347 1GENWID-7F011(1)
Result summary:
Sequence \-GENE and allele /‘;’/ V ldentity J-GENE and D-GEME and D reading IMGT CDR. AA JUNCTION JUNCTION
core allele allele frame lengths frame
MBS08 [MES0E1 |Hurnan |g rearran | IGHY-69706 (&) 1007 ?Egigf;g? - IGHI 01 IGHDE-G*01 1 [12,10,15] CASEGEYSSSSAYFOHW | in frarns
e LimbadneblizoaslSanponcy IGHW-B*DA/ f2de el IGHJE*01(c) | IGHD2-2701 2 [12,10,16] CAVAPDCSGTSCYSPMNWA | in frame
103 = (2677288 nb)
AF184762 IGHW3-73*01 1240 (92“]8,59?;(9:4 nt IGHJI1=01 [c) IGHD3-10%01 3 [12.10,10] CWIRGDWYHRCWY inframe
AF1834762D IGHW3-73*01 1231 ?;ég?;gd nty IGHJI1=01 [(c) IGHD3-10%02 2 [12,10x] CWIGEMF TTHOWY out of frame
AF1847B2CcOF-stop IGHW3-T3*01 1177 (8285'1?;34 nt IGHJ1#01 (£} IGHD3-10%01 3 [12,10x] WVESGEMFTTHOWY out of frame
ol e 100,00% R R R B :
Z2TAOB-VI-TI0 IGHY3-73701 1485 | 04204 np (12103
. | 1GKY1-12%01, or 1GKY1-1 2402 100,00% ] ] ] ) ]
V01 57BIIGKVA-12°02|Home sapien | S mmm o 1390 | roia7e [12,10,7]
®51 88T (IGKY/OR2-103*01 [Hormn N az2,11% . ; : y :
S IGKNV1-27*01 1182 (357/278 nt) 1GHIZ*01 k) [12,10,7]
— e 100,00% % i i :
1GKW1-39%02-01 1GEM1-39%02 1380 (3797278 nt) G101 [12.10,10] CQCGEYSTPPWTF inframe
HTH4B0)IGKYIORZ-265*02/Homo — 100,00% i i i i )
A 1GKYA0- 701 s e [12,10,7]
b
< |
@ Rechercher @ | pr |@ QCcurrence suivante @ Ccoourrence précédente |=| Surligner kout [ Respecter la casse
Terming




B. Synthesis results: G

Information
Ties systemr®

) IMGT/V-QUEST - Mozilla Firefox

Fichizr  Edition  Affichage  aller &  Marque-pages  Outils 2
[ MGT/v-quEesT | D= IMGT Home page ' %
' 0 | -
Number of analysed sequences: l 3 =
The analysed sequences ave aligned with the allele (with nunber of aligned sequences in parentheses):
IGHW-69F06{ ) IGHW-8%0101 ) 1GHWI-7 3701 {40 IGEN- 12501 {10 [GEMT-27701 (10 1GEMT-39%0 201 |GRVID-T*01{1)
Result sumimary:
Sequence V-GENE and allele A" V Identity J-GENE and D-GENE and D reading IMGT CDR. AA JUNCTION JUNCTION
Score allele allele frame lengths frame
MES031 IMES091 |Human g rearran | |GHWT-69%06 (a) 1007 (8234%?;{5? nt) IGHJ1*01 IGHDB-6*01 1 [12,10,15] CASEGEYSSSSAYFHYY inframe
ol 12b2e Al 2b2 2| dequente IGHY -5+ 1245 | 9471% IGHJE*01(c) | IGHDZ-2+01 2 121018 CAVAPDCSSTSOYSPIYWY | in frame
103 = (267288 nt)
- 91,50% * - )
AF184762 IGHY3-73701 1240 (269/284 nf) 1GHJI1*01 (o) 1GHD3-10%01 3 [12,10,10] CWIRGDWYNROWY inframe
. a1,16% 5 -
AF184762b IGHY3-73701 1231 (269/294 nf) 1GHI1*01 (o) IGHD3-10%02 2 [12,10.%] CWIGEMFE T THOMWY out of frame
- 88,78% = &
AF184762c0OF-stop IGHY3-73701 1177 (2617294 Nt IGHJ1*01 (&) IGHD3-10%01 3 [12,10.%] VS GEMFTTH#OWY out of frame
i s 100,00% R R _ _ B
F27508-v3-73701 |GHY3-73701 1465 (204294 nt) [12,10,2]
o o | 16K -12701, or 1GKY1-127032 100,00% i i i i )
W01 8T6|GENT-12¥02|Homo sapien or 151071 D=1 3+02 1380 (279/279 nt) [12,10,7]
®51867[IGKY1/OR2-108%01|Homa e 92,11% - i i i )
’ |G EMT-27*01 1192 (267/279 nf) 1GE13*01 by [12,10,7]
13K - 3970 2-01 IGIYV1-30702 13@n | 1 00.00% Gk - - M2.1010] COCGYSTPPWIF in frame
e (279279 nt) a1t
*74460(IGHYIORZ-268702Homo i 100,00% i i i i )
s IGKY3D-7*01 1405 (2831282 1) [1210,7]
(&) Presence of consecutive mutations, please check the alignment for potential inserionsideletions.
(hy Be aware that less than 6 nucleotides ofthe J have been aligned, please checkthe alignment in & Detailed view
(c) Alternative solutions may he found, please check the alignment for this sequence in A Detailed views
b
< I >
@ Rechercher : | pr |© OCourrence suivante @ Occurrence précédente [ Surligner bout  [] Respecter |a casse
Terming
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B. Synthesis results: T

http://imgt.cines.fr

Information
systenr®

©y IMGT/V-QUEST - Mozilla Firefox

Fichier ~ Edition  Affichage  Aller & Marque-pages  Owtils 7
<:Z| = I_:, i @l L @ ;"http:,l',l'12?.D.D.1:EEDEED,I'IMGT_vquest,l'-vciuest#IGL ) o o _ \_' D ok ,@: -
|| Hotmail | | Personnaliser les liens | | Windows Media | ) ligm-db | ) wquest | | Windows & Université Montpelier... ) gene-db | jcta
T T A~

Input YV name 3 'V-REGIOH P H P 5'J-FEGIOH J name Vmut Jmut Hgc

AJZE02T3 |HEAZI0ZT . IGLW1-40%01 Cogocagtootatgacagcaqcotyagtygtt. . .gggtgtte IGLJIS%0Z ] o oy0

AJZI024T [HEAZI0247 . IGLVW1-44%01 CotgragoatgyUatgacaqcotyaatygte. t togggtgtte IGLJIS%0Z ] o os1

AJZEA02AT [HEAZI0Z2GT . IGLW1-44*01 totgragoatggoatgacagocotgaatygt. . . tgggtgtte IGLJI3*0Z u] o oso

AJ230258 |HSAZ230258 . IGLV1-44*01 tytgcagoatgdgatyacadcotyaatyd. « - o LLOggtgtte IGLI3*02 u] o z2s2

AJZ30260 [HEAZI0Z260 . IGLV1-44%01 totgcagocatdgatyacadcotyaatydt. .« togttgtattc IGLJI2*01 u] 1 0/0

AJZI0266 |HEAZI0ZG66 | IGLVW1-44%01 Cotgragroatggyatgacagcotyaatygt. . .tgggtgtte IGLJIS%0Z u] o o/0

AJZI026E8 [HEAZI0Z2E6E | IGLVW1-44%01 Cotgragoatgyuatgacaqcotyaatygte. got  a tgotggtattoc IGLJEZ%01 ] o z/3

AJZEA0269 [HSAZI0Z26Y | IGLW1-44*01 totgragoatgguatyacagootyaatyytoc ct a tgbtggtattc IGLJZ2+01 u] o 1sz2

AJZEA02T1 HEAZI0Z2TT . IGLW1-44*01 totgragoatggoatgacagocotgaatygt. . o . .gggtgtte IGLJI3*0Z u] o 1/

AJ230275 |HEAZI02TS . IGLV1-44*01 tytgcagoatgdgatyacagcotyaatyyte. ag aa ttgggtgttc IGLJ3*02 u] o 1s2

AJZI02T4 [HEAZIDZTA . IGLVW1-47%01 Cotgoaggatyggatgacaycotyagty. . .. ..tggtatte IGLJEZ%0L 1 o o/0

AJZIA02TY HEAZINZTY . IGLVW1-47+#01 Cotgragroatgyyatyacagocotyagtyytos c..ggogtte IGLIS%0Z u] o o/0d

AJZE0243 [HEAZI0243 . IGLVW1-47#01 tytgoaacatgggatgacagycotyactygt. . .tgggtgtte IGLJIS%0Z z o oy0

AJZEA0234 [HEAZ3I0234 | IGLW1-51*01 tgocgyaacatgguatagoagocotyagtyc by aqg .gotgtgtte IGLJI7+01 u] o 2/3

AJ230248 |[HEAZ230249 | IGL¥1-51*01 tycgyagcatyggatagoagcotyaytyctyy a ce..gtgtte IGLIS*0Z2 1 o osl

Al230251 |[HEAZ30251 . IGL¥1-51*01 tycgyagcatgggatagoagcotyaytyctyg a ce..gtgtte IGLIS*02 hE o os1

AJZI02T2 HEAZI0ZTZ . IGLVW1-51%01 Coogyaacatggyatagragcotyagtyctyy agy ...tgtotte IGLJL%0L u] o 2/3

AJZI02TE |HEAZI02TE . IGLW1-51#01 CoogyaacatgyUatagCagcotyaytyc Ty ...ggtattc IGLJZ%01 ] o os0

AJZEA0262 [HEAZI0Z262 . IGLW10-54%01 | tgctocagoatggyacagcagcotoatty. - - . ...ggtgtte IGLJ3%0Z 1 0o oy0

AJZEA0236 [HEAZ3I0236 . IGL¥10-54*0Z2 | tgotocagoattgyacagragoctocagtyoctoa . tgggtgtte IGLJI3*0Z u] o oso

AJ230235 |HEAZ2302345 . IGLVZ-11*01 tyctyctocatatacaagoagbyccactt. . aa trtatgtcttoc IGLJI1*01 5 o oso

AJZI0261 |HEAZI0ZGT . IGLWZ-11%01 tgctygctoatatacaagoagbgocactt. . aga .tatgtotte IGLJ1%0L 5 o 0/3

AJZI0263 [HEAZIDZG3 . IGLWZ-11%01 tgctgctoatatacaagragtgccactt. . aac ...ggtatte IGLJEZ%0L 5 o 1/3

AJZE0246 [HEAZ3I0246 . IGLWEZ-14%01 tgragotoatatacaagCagragoactote ga a trtatgtctte IGLJI1+01 ] o os0 b
< >
Terming
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Who is using IMGT? T

Medical research:
allergies

autoimmune diseases

AIDS

leukemias

lymphomas

myelomas

translocations

detection of residual diseases

http://imgt.cines.fr

Biotechnology related to
antibody engineering:
chimeric

humanized

human antibodies

sckv

combinatorial libraries
Intrabodies

Veterinary research:
|G and TR repertoire
domestic and farm species
wild species

Comparative and

developmental immunology:
evolution of the adaptive immune
system




