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Immunogenetics and structure

e Structures en immunogénétique

* Une base de données : IMGT/3Dstructure-DB

* IMGT unique numbering for V-DOMAIN, C-DOMAIN, G-
DOMAIN

* IMGT Colliers de Perles (représentation 2D)

* Analyse des contacts

e Relations sequences-structures-fonctions

» Applications: ingénierie et humanisation des anticorps

=> consiste a remplacer les regions hypervariables

(complementary determining region,CDR) d’un anticorps
humain par des régions CDR d’origine murine.

http://www.imgt.org
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Immunoglobulin (IG) T cell receptor (TR) o

V-DOMAIN Contribution of the
V-J-REGION - : 2 V-DOMAINS

to the antigen binding site

Alpha - Beta
Gamma - Delta

V-DOMAIN
V-D-J-REGIO

Heavy chain

Membrane IgM T cell receptor

The Immunoglobulin FactsBook, 2001



Immunoglobulins (IG) - Spacefill

http://www.imgt.org

VH: V-DOMAIN of the immanoglobulin heavy chain

VL: V-DOMAIN of the irsmunoglobulin ight chain

CHI, CH2, CH3: C-DOMAIN of the ivemunoglobulin heavy chain
CL: C-DOMAIN of the immuno globulin ight chain

VH cotresponds to the V-D-J-EEGION (in green (W), orange (DI)) of the heavy chain,
VL cotresponds to the V-J-EEGION (in green (V) and yellow (11 of the light chain,

The Immunoglobulin FactsBook, 2001
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Organization in domains of an IgG1 immunoglobulin

and of its fragments
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Structural domains Y Yo
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|G and TR
V-DOMAIN C-DOMAIN
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Le domaine d’IG est une structure de type sandwich béta constituée de deux feuillets béta antiparalléles. Les feuillets
des V-DOMAINSs possedent respectivement 4 brins et 5 brins. Les V-DOMAINs possédent trois boucles qui assurent la
liaison avec un antigéne. Ces boucles ou CDR (Complementarity Determining Region) sont les régions les plus variables
en séquence des V-DOMAINSs et sont également appelées boucles hypervariables.



V-DOMAINSs : VH and V-KAPPA

http://www.imgt.org

VH V-KAPPA VH V-KAPPA
V-D-J junction V-J junction

Side view of the V-DOMAINs View from above the CDRs

Mouse(Mus musculus) E5.2Fv CDR3-IMGT= Complementarity determining region (105-117)
V-J junction (104-118)
V-D-J junction (104-118)



IMGT Collier de Perles for V-DOMAIN
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IMGT Collier de Perles for V-DOMAIN
on two layers
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Hydrogen bonds between the amino acids of the C, C', C", F and G strands and those of the CDR-IMGT



IMGT Collier de Perles for C-DOMAIN
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IMGT Web resources

IMGT

X02550 |, TRAVE-E%01
AEO0ORSS, TRAVE-6F02

M2EIE]1 | TRAVE-EF02

®02850 |, TRAVE-E*01
AEDOOBSS, TRAVE-E+02
M2EIE]1 | TRAVE-EF02

®02850 |, TRAVE-E#01

1 2 2
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VP

E

GCC GAG TCT G6T6 ACC CAG CTT GAGC AGC GAR GTC GCT 6TC TTT GAR GAR GCC CCT G6TG GAG

21 22 23

L B ¢ R ¥ 5 s § v & WV ¥
CTG AGG THC ARG TAC TCA TGS TCT GTT TCA 6TG TAT ... ... ... ... ... ...

CDEL-THGT
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TGG TAT GTE CAR TAC CCC AAC CAR GGA CTC CAG CTT ©TC CTG ARG TAT TTA TCA GGA TCC
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IMGT
Alignment

COI I ier‘ REQ00ESS, TRATE-6+02 ---
MEEZE1 |, TRAWE-R*02 -- -—- I l I
IE?T B2 k% k4 KL KR K7 RKE B9 70 71 72 73 T4 75 T 77 78 79 &0 Of a e es
de Perles X02850 ,TRAWE-E%01 REC C%G GgT Ggﬂ ngc }éc A.)F‘lc GET T;T GEG
REDDOESS, TRAVE-E+02  --- --- U
MBE3ELl |, TRAVE-EDZ  --- --- U
B1 B2 53 54 4R 54B S4v 5 g6 87 885 83 90 91 32 33 34 85 36 97 9§ 99 100
X02280 |, TRAVE-E%01 c}c"r cfm 1‘;1‘ n.?\c nﬁc ng'r CAR ACT Tgc 'r:c cgc T#G AIG{G A.lls.ﬂ cléc Tgn ch cg'r A;A Agc ch nzc G}C‘T
AEDDOESS, TRAVE-5+02 S e -
MBE3EL |, TRAVE-5+02 mmm e -
101 102 105 104 mcgﬁg'?ﬁ?m
X¥02850 |, TRAWE-E%01 GAG TAC TTE TgT s}c‘T sgs nzT -3
AEDDDESS, TRAVE-E+02 - e
MEEZE1 |, TRAWE-R*02 —I—ZG #o
TR&aV FR1-TMGT COR1-IMGT FRZ-IMGT CDRZ-IMGT FR3-IMGT COR3-IMGT
gerE (1-26) [27-33) (39-E5) (GE-E5) {BE-104) (105-115)
1 10 20 30 40 50 1] Ta 80 GS4ARC a0 100 110
......... [ I IR I B ... [ D I IO B
AEO00BES, TRAV1-1 GOSLEN. PSEVTAVEGAIVOINCTYOQ TSGFYG. ... .. LEWYOOQHDGGAPTFLSY NALDG. .. .. LEETG. . ... .. RFS5FLSRSDSTGYLLLOELOMEDSASYFC AWR. ... .. ..
IMGT AEO0OBES, TRAYL-2 GONIDO. PTEMTATEGATIWOINCTYO TSGFHG. ... .. LEFWYQQHAGEAPTFLSY NWLDG. . . .. LEEEG. ... ... RFSSFLSRSKGYSYLLLEELOMEDSASYLC AVE. ... .. ..
AEOOORES, TRAVE EDOQVEQ. PSTVASSEGAVVEIFCNHS VSNATH. ... .. FFWYLHFPGCAPRLLVE GSE. ... ... PsQaG. ... .. RYNMTYER. . FS55LLILOVEEADAARYVYYC AVE. ... .. ..
. AFO00065S, TRAVI AOSVAOPEDOVNVAECNPLTVECTYS WSGNEY. ... .. LFWY¥VOYENRGLOFLLE YITGDMWL. .. WEGSYT....... GFEAEFNESOTSFHLEFEPSALVSDSALYEC AVED. .. . ...
Pr‘ote'n AEO00BES, TRAVA LAETTO. PISMDSYEGOEVNITCSHN NIATNHOY. ... . ITWYOOFPSOGPRFIIO GYET. ... .. EVINE. ...... VASLFIPADRESSTLSLPRVSLSDTAVYYC LVGD. .. .. ..
. AEO00BED, TRAVS GEDVENS. LFLSVEEGDSSVINCTYT DSSSTY. ... .. LYWYRQEPGAGLOLLTY IFSWMD. ... MEQDQ. ... ... FLTVLLHNEFTFHLSLRIADTOTGOSATYRC AES. ... ..
D|s Ia AEOOORED, TRAVE SOEIEONSEALNIQEGETATLTCNYT NYSEAY. ... .. LOWYRADPGRGPYFLLL IRENWEE.... EEEEE. ...... FLEVTFDTILEQSLFHITASOPADSATYLC ALD. ... . ...
p Y AFO00065D, TRAVT ENOVEHSPHFLGPOOGDVASMSCTYS VSREFNN. ... .. LOWYRONTGMGPEHLLS MYSAGY. ... EROQEG. . ... .. FLNATLLE. . HGESLYITAVOPEDSATTFC AVD. ... . ...
AF0006E9, TRAVE-1 AOSVSOHNHHVILSEAASLELGCHYS YGGTWH. ... .. LFW¥VOYPGOHLOLLLE YFSGDPL. .. WEGIK. ...... GFEAEF IESEF SFNLEFPSWOWSDTAEYEC AVN. ... .. ..
AEO00EED, TRAYVE-2 AOSVTNLOSHYSYSEGTPYLLECNYS S5YSPS. ... .. LFWY¥VOHPNEGLOLLLE ¥TSAATL. .. WEGIN. ... .. GFEAEFEESETSFHLTEP SAHMSDAAEYEC WWS. ... . ...
EEO00ESY, TRAVE-3 AOSVINPODIHITYSEGASLELRCNYS YGATEY. ... .. LFW¥WASPGOGLOLLLE YFSGDTL. .. WOQGIEK. ... ... GFEAEFERSOSSFNLEFP SVHWSDAAEYEC AVG. ... . ...
AF0006ED, TRAVE-4 AOSVTOLGSHVSVSEGALVLLRECHYS SSWEPY. ... .. LFWYVOYENQGLOLLLE YTSA4aTL. .. WEGIN....... GFEAEFRESETSFHLTEPSAHMSDAAEYEC AWS. ... . ...
H02850 |, TRAVE-G AOSVTOLDSOVEVFEEAPVELRCHYS S5WSWY. ... .. LFW¥VOYENOQGLOLLLE YLSGSTL. .. WESIN....... GFEAEFNESOTSFHLEEPSVHISDTAEYEC AWS. ... . ...
AEO0OEED, TRAVE-T TOSVINLOGHITYSEEAPLELECNYS YSGVPS. ... .. LFWWWOYSSOSLOLLLE DLTEATO. .. WEGIR. ... ... GFEAEFRESETSFYLEFPSTHVSDAAREYFC AVCOR. . . ...
AFMOANAED TRAWO-1 AOSWATE RAWT.PEFANST. TWCSVYE TTOVES T.FIVWIVEOFRPAT.HILE ANME AN ENRNE NRFFAMVREFTTSRHI.FETISWARSNQATTVRT AT.Q
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IMGT/3Dstructure-DB and IMGT/2Dstructure-DB Query page

Version: version number 4.8.1 (05/03/2012) Database release: 201242-4 (2012-10-18)

Citing IMGT/3Dstructure-DB:

Kaas, Q. et al. Nucleic Acids Res., 32, D208-D210 (2004). PMID: 14681396 Abstract Full K

Ehrenmann, F. et al. Nucleic Acids Res., 38, D301-D307 (2010). PMID: 19900967 Abstract Full NEEE

Ehrenmann, F., Lefranc, M.-F. Cold Spring Harbor Protoc., 6, 750-761 (2011). PMID: 21632774 Abstract also in IMGT bookiet with generous
provision from Cold Spring Harbor (CSH) Protocols IIEE (high res) IEEE (low res)

Search by Entry code or Molecule name (receptor or ligand)

©) Entry code (PDB, INN, PROTEIN) 2 Molecule name (receptor or ligand)
Search for complexes
Paratopelepitope @ 1eiag © TRipMHY © TRIpMH2 © RPIpMHA ' RPUIpMHZ
Peptide/MH @ pMH1 ©) pMH2
Ligand category any -
Peptide length any -

Today is Tuesday, Movember 20 2012
IMGT/2Dstructure-DB contains 2762 entries
2267 entries PDB

167 entries INN

335 entries KAB

zotero




l i = i o - -II—IIAI
J J= IMGT/3Dstructure-DB and IMGT/2D... | - ﬁ

@Search by IMGT entry type using IMGT-ONTOLOGY concepts

IMGT entry type CPDE © NN © Kahat © any
IDENTIFICATION

Species |any j
IMGT receptor type CIGCTR O MHC RPICFRIA T any

» Options: © MHT © MH2 © RPEMH1LIke

DESCRIPTION

IMGT receptor
description | any j

» Options: © Fy £ SCRY © FAE © FC

IMGT chain description |any j
IMGT domain description |any j
CLASSIFICATION

IMGT group any T

IMGT subgroup |any j

IMGT gene |any j

IMGT allele |

Search | Clear |

-
Terming |Z':"'t'3”:l F ¥




P | .S |

J = IMGT/3Dstructure-DB and IMGT/2D... | - |T
. . [
@ Search by Resolution, Release date or Experimental method
C Resolutionl 'l  Release datel 'l ' Experimental method |
Search | Clear |
@ Search by bibliographical references
Select ' PDB OR  PubMed
Authors | =l
Journal | = Title (part Df]l
Year | =
PMID | =
Search | Clear |
® Chain alignment
 Align your sequence (FASTA format)
E-valuelﬂ.m v| MNumber of results I 10 'I
Search | Clear | l

Terminé

zotero &




“)) IMGT /3Dstructure-DB and IMGT /2Dstructure-DBE Query page - Mozilla Firefox - |EI|E|
J = IMGT/3Dstructure-DB and IMGT/2D... | e | F
B
&
* Qverview
W IMGT entry ID M IMGT entry type M IMGT molecule name W Species
M IMGT receptor
description M Ligand(s) ™ Gene(s) and Allele(s) M Experimental technigue
W POB release date M Resolution I PDB references ™ PubMed references
" Domain type sequences
% domain ' C domain G domain 5 domain
' FR-IMGTICDR-IMGT sequences and lengths
I~ FRI-IMGT I COR1-IMGT I FR-IMGT M CORZ-IMGT
M FRI-IMGT I COR3-IMGT
Search | Clear |
4| | _"l_l
| Terminég

zotero | #*




IMGT/3Dstructure-DB Overview

E‘ "-'l ‘-‘!? E" I D= IMGT/3Dstructure-DB Results +

(— & www.imgt.org/30structure-DB/cgi/3Dquery.cgi

THANK YOU

for using IMGT/3Dstructure-DB and IMGT/2Dstructure-DB
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Overview

Your query: Receptor description FAB-GAMMA-1_KAPPA

Number of results: 6 32

Click on IMGT entry ID (2nd column) for entry card
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05-AUG-98
23-MAR-99
04-MAY-99
16-FEB-99
13-MAY-93
13-MAY-98
20-APR-99
31-JUL-94
18-MAR-98
20-AUG-97
19-AUG-98
15-MAY-97
01-FEB-97
12-NOV-97
04-FEB-98
06-MAY-99
15-JUN-99
31-JAN-04
27-1AN-99
13-JAN-99

IMGT entry ID IMGT molecule name IMGT entry type IMGT receptor description Species Ligand(s) Experimental technique Resolution PDB releas
12e8 2E8 FPOB FAB-GAMMA-1_KAPPA Mus musculus X-ray diffraction 1.80
15c8 5C8 FPOB FAB-GAMMA-1_KAPPA Mus musculus H-ray diffraction 25
1alqg 28G11 FDB FAB-GAMMA-1_KAPPA Mus musculus H-ray diffraction 23
1a3l 13G5 POEB FAB-GAMMA-1_KAPPA Mus musculus K-ray diffraction 1.85
1ad] 39-A11 FDB FAB-GAMMA-1_KAPPA Chimeric X-ray diffraction 24
1adk 39-A11 FDB FAB-GAMMA-1_KAPPA Chimeric ¥-ray diffraction 24
1a5f TA9 POB FAB-GAMMA-1_KAPPA Mus musculus K-ray diffraction 28
T1acy 591 mAb, anti-gp 120 [HIV-1] POB FAB-GAMMA-1_KAPPA Mus musculus A-ray diffraction 3.0
1aef CTMO1,mCTMO1 Fab, anti_MUCH {mucin 1, PEM, episialin, CD227) FOB FAB-GAMMA-1_KAPPA Mus musculus H-ray diffraction 30
1afv 25 3 mAb, anti-p24 [HIV-1] FDB FAB-GAMMA-1_KAPPA Mus musculus H-ray diffraction 37
1ahw 5G9 PDB FAB-GAMMA-1_KAPPA Mus musculus K-ray diffraction 3.0
1ai1 591 POEB FAB-GAMMA-1_KAPPA Mus musculus K-ray diffraction 28
1aif 40853 FDB FAB-GAMMA-1_KAPPA Mus musculus X-ray diffraction 28
1aj7 453G7 FDB FAB-GAMMA-1_KAPPA Chimeric ¥-ray diffraction 21
laxs AZ-28-chimeric PDB FAB-GAMMA-1_KAPPA Chimeric K-ray diffraction 26
1b2w Anti-Gamma-Interferan POB FAB-GAMMA-1_KAPPA Humanized K-ray diffraction 2.90
1bdj Anti-Gamma-Interferon FOB FAB-GAMMA-1_KAPPA Chimeric H-ray diffraction 29
1baf An02 POB FAB-GAMMA-1_KAPPA Mus musculus K-ray diffraction 29
1bey alemtuzumab, CAMPATH-1H, MABCAMPATHE FDB FAB-GAMMA-1_KAPPA Humanized K-ray diffraction 325
1bj1 bevacizumab Fab, 12-1gG1 Fab, F(ab}-12 1gG1, Fab-12 1gG1, rhuMAb-VEGF Fab, AVASTING FDB FAB-GAMMA-1_KAPPA Humanized X-ray diffraction 24
1hm3 NPG? PR FAR-GAMMA-1 KAPPA Mus musculins -rav diffrartinn 2.0n

m

14-FFR-nn
3

zZotero




Im
M

IMGT/3Dstructure-DB Card (1) o

http://www.imgt.org

Information
sysiemE

) IMGT /3Dstructure-DEB card - Mozilla Firefox =100 x|

Fichier Edition  Affichage  Historigue  Margue-pages  Oukils 7

CS' 7 R c x TLT Iﬁ)-|http:ll',l'www.imgt.org,l'3Dstructure-DBll'cgill'detaiIs.cgi?pdhcode=IF\O.T" T? T I';"|gongletranslatinn ;:'

J J= IMGT /3Dstructure-DB card | ] | F

THANK YOU Im
for using IMGT/3Dstructure-DB and IMGT/2Dstructure-DB G.

Information

THE T 1 system®
INTERNATIONAL ICS o
MMUMNCOGENETICS
INFORMATION SYSTEME hitp:/iwww.imgt.org
Lyl —
T Entry code Search
IMGT/3Dstructure-DB cardfor: 1a07 rﬁf{’{sv‘_g |
. ' Query page
IMGT molecule name | IMGT receptor type | IMGT receptor description | Ligand(s) mm Chain ID
AF TR-ALPHA_BETA-Z Hormo sapiens (human) lao? D lao? E]
HLA-A™0201 hH MHT-ALPHA_B2M Homo sapiens (human) lao? A 1ao? B
Feptide Tax peptide 11-19 (Q82235)  Human T-mpholropic virus 1 [1ao? C]
lan lao? 2
Ethyl Mercury lan (a7 2]
lon lao? 1]
Exzperimental technique  ¥-ray diffraction Fesclution (in angstrom) 2.6 POE release date  17-5EP-g7
Chain Contact Paratope and 30 visualization Renumbered IMGT numbering References Printable
_ . . Jrmol or : _
details analysis epitope OLickPDE IMGT file H comparison & and links card

=l

> Rechercher : _ &4 suvant W Précédent & Surlignertout [ Respecter la casss €D Phrase non trouvée
Terming |zotero [ %




IMGT/3Dstructure-DB Card (2)

¥2) IMGT,/ 3Dstructure-DB card - Mozilla Firefox

[ 3]
- c A {ad I)— | hktp: f s imgt, orgf30structure-DEfcgifdetails cgirpdboode=1407 bR I-‘l - | google translation ).'
J = IMGT/3Dstructure-DB card | + F
Chain IO 1ao7_E -l
Chain length | 245
IMGT chain | D0 A2
deseriplion | - pETA (1-113) [D1] + C-BETA-2 (114-208) [D7]
[ V-BET& (1-113) [D1]
FAGVTQT PRFQVLKTGQSMTLOCAQDMNHEYMSWYRQDPGMGLRLIHY 8VGAGITDQGEVPNGYNVSRSTTEDF PLRLL SALF SQTSVYF
] (N-D)-REG[ J-REGION ][ C-BETA-Z (11
Chain CASRPGLAGGRPEQYFGPGTRLTVIEDLENVFPPEVAVFE PSE AET SHTORATLVCLATGFYFDHVEL SWWVNGKEVHSGVSTDPQPLAE
SEQUENCE 4-208) [DZ2] 1
QPALNDSRY L& SRLAVEATFHWONE RNHFRCOVQFYGL SENDEWTODRAREVT QT VEAEAWGRAD
Sequence in FASTA format  Sequence in IMGT format
IMGT dornain Y-BETA (1-113) [D1]
description
g‘ﬂgg ﬁ:fneea”d TRBVE-5701 (100.00%)(hurnan) Algnment details
MGT gene and | 10519 7+01 (100 00%)(Ruman) Alignment defails
allele name L
20 representation | IMGT Collier de Perles ar IMGT Collier de Perles an 2 layvers
woOomaln | Contact analysis | Domain contacts (overview)
COR-IMGT lengths | [5.6.14]
Sheet composition | [A'BEDE][A"CC'C"F 5]
[ CDR1 1 [ CDRZ ]
FAGVTQT PRFQVLKTGQSMTLQCAQDMNH. . . . . . . EYMEWYRQDEGMELRLIHY TDQGEVE. NGYNVSRS. TTEDFELR
[ CDR3 ]

C-DOMAIN

LLBAAPBOQTAVYFCASRPGLAGSRPEQYFGEGTRLTVT

MG T/ DomainGanilign resulfs

'Ez"‘GT darmnain C-BETA-2 (114-208) [D2]

escription

IMGT gene and " o " 0 ) .
Sl MEwE TRECZ01 (89.20%)(human) , TRBCZT0Z (99 20%)(human) Alignment defails

20 representation | IMGT Collier de Perles ar MGT Collier de Perles an 2 layvers
Contact analysis | Damain contacts (overview)
Sheet compaosition |[[ABDE][CF G]

. EDLENVFEPPEVAVFEFPSEARTSH. . TOHATLVCLATGFYP. . DHVELSWWVNGREVHE . . GVATDPOPLAEQFAL . NDSRYALIARLRYV
BATFWQ. NPRNHFRCOVOFYGL SENDEWTODRARPVT QI VEAEAWSRA

MG T/ DomainGanilign resulfs

> Rechercher : W& suivant @ Précédent & Surlignertout | Respecter la casse D Phrase non trowvés

Terming

[zotero[#
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IMGT/3Dstructure-DB Contact Analysis

2) IMGT/3Dstructure-DB card - Mozilla Firefox P ] B4
‘;B - c x i I D= | http: f e, imgt, arg) SDstruckure-DE/cgifdetails. cairpdboode=1A07 &P art=COMNT_OVERYIEW ﬁ/\r - I".' e | google translation )":'
J = IMGT/ 3Dstructure-DEB card -

IMGT receptor Chain IMGT chain . Domain IMGT domain
IMGT molecule name L e Species o
description ID description number description
Af TR-ALFPHA_BETA-2 Tao7_D  TR-ALPHA Homo sapiens (human) on Y-ALPHA
[OZ] C-ALPHA
Tan?_E TR-BETA-2 Homo sapiens (hurman) [on Y-BETA
[OZ] C-BETA-2
HLA-A*0201 MH1-ALPHA_B2M lao7?_A [-ALPHA Hamo sapiens (human) [o1] G-ALPHA1
[O2] G-ALPHAZ
O3] C-LIKE
Tao7_B B2m Homo sapiens (human) o1n C-LIKE
;I'ngpzegg)de 11-19 Peptide 1a07_C Peptide g{—|puer‘n1a)n T ymphotropic virus
Ethyl Mercury lon lan lao?_2 lan
Ethyl Mercury lon lan lan¥_1 lan

IMGT/3Dstructure-DB Domain pair contacts [overvisw] of 1ao7

Click 'DomPair’ for IMGT/3Dstructure-DB Domain pair contacts (list of Residue@Position pair contacts)

MNumber of residues Atom pair contact types
: . Residue
lnit 1 Unit 2 "
PAIF EONEACES. Typa| From 1 From 2 Total Polar Hydrogen Nonpolar
Domain - Chain Dormain  Chain
DomPair [D1]V-ALPHA  1ao7 D [D1] G-ALPHAT 1a07_A 15 16 g 7 126 22 3 104
DomPair [07] G-ALPHAZ 1ao? A 12 15 7 g 105 17 2 88
DomPair {Linand) lao?_C 15 13 7 g 109 20 3 89
DamPair [D2] C-ALPHA  1ac?_D - 1 2 1 1 7 1 0 6
DamPair [O1]V-BETA lan7_E a7 42 20 22 401 46 T 355
DamPair [D2] C-BETA-2 1ac7_E 1 2 1 1 9 2 0 7
DomPair [D2] C-ALPHA  1ao? D [D1]V-ALPHA  1ac7 D 1 2 1 1 7 1 0 6 T
X Rechercher : ¥ Suivart @ Précédent &7 Surlignertout [ Respecter la casse €D Phrase non trouvés

| Terming |z|j[;em ,? 4




IMGT/3Dstructure-DB Domain pair contacts

£) IMGT/3Dstructure-DB card - Mozilla Firefox -10] x|
is - c A TE I‘)-|http:f,l’www.imgt.0rg;’3Dstructure-DB,l’cgi,l’detaiIs.cgi#results 7o I-‘l"|google translation ,_
J = IMGT/3Dstructure-DB card | : -
Bl oiicuem b g conacs e
Coniacts of Diomain Chain ih Domain Chain
OMECS O D] V-ALPHA 1a07_D| "' |(Ligand) 1a07_C
Summary; Atom contacts
Residue Mumber of residues Atom pair contact types H H
pair contacts Totg From 1 From 2 Total Noncovalent Polar Hydrogen Nenpelar Covalent Disulfide TOtaI number Of atomlc palr ContaCtS
15 13 7 B 109 109 20 2 89 0 0
Non Covalent
List of the Residue@Position pair contacts: .
Click 'R@P’ for IMGT Residue@Position cards Number Of non Covalent atomlc
Order Order Atom pair contact types
IMGT INGT POIar
Num Residue Domain Chain Num Residue Domain Chain Total Noncovalent Polar Hydrogen Nonpolar Covalent Disulfide . R
fap el L s e B ., . sHE Number of polar atomic pair contacts
R@EP Ri@F 1 LEU L (Ligand) 1aof_C 5 5 0 0 5 0 0
R@EP RGP 2 LEU L (Ligand) 1aof_C 4 4 2 1 2 0 0 H dro en Bond
E@P RigF 3 PHE F (Ligand) 1ao?_C 7 7 1 0 [ 0 0 y g
R@P RGP 4  GLY G (Ligand) 1ac7 C 6 6 2 0 4 0 0 Number of hydrogen bonds
R@P R@F & TYR ¥ (Lgand) lao?_C 1 1 0 0 1 0 0
R@P R@F & TYR ¥ (Lgand) lao?_C 10 10 2 1 8 0 0 Non POIar
R@P R@F & TYR ¥ (Lgand) lao?_C 3 3 1 0 2 0 0 . .
REP RGP 4  OLY G (gand) 1ac7.C 2 2 1 0 | o o Number of non polar atomic pair contacts
R@P R@F & TYR ¥ (Lgand) lao?_C 4 4 1 0 3 0 0
R@P Ri@P 4 GLY G (Ligand) 1aof_C " 11 2 0 9 0 0
R@P R@F & TYR ¥ (Lgand) lao?_C 16 16 2 0 14 0 0 Covalent
Ri@F R@E 4 GLY G (Lgand) 1a07 G 8 8 2 1 6 0 0 Number Of Covalent |inkS
RzP Ri@P & TYR Y (Ligand) 1ao?_C 23 23 2 0 21 0 0
Ri@F R@F & PRO P (Ligand) 1ac?_C 4 4 2 0 2 0 0
—| Disulfide
Display: - - -
Atorn pair contact types Atorn pair contact categories Number Of dISUIfIde brldges
I Noncovalent M Covalent [ (BB) Backbonethackbone
M Polar W Disulfide [ (35) Side chain/side chain
¥ Hydrogen bond " {(BS) Backhone/side chain
¥ Monpolar " (SB) Side chain/backbone
' Check all ' Check all
C Uncheck all C Uncheck all
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IMGT/3Dstructure-DB Visualization
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Chimeric and humanized antibodies: application

In oncology

Mouse hybridoma

Mouse Chimeric

" In vitro anticody lioraries

Transgenic mouse
~ Human hybridomas

|

Humanized Human

Genetic engineering
V gene cloning
CDR grafting
Eukaryolic expression

Nature Reviews | Drug Discovery

Une chaine dite chimérique est une chaine qui contient
un domaine variable étranger (V-D-J-REGION)
(provenant d'une espéce autre que I'homme, ou
synthétiques) liées a une région constante (C-REGION)
d'origine humaine.

Im
M
Glhe
Tics
http://www.imgt.org

Une chaine humanisée est une chaine dans laquelle les
CDR des domaines variables sont étrangers (provenant
d'une espece autre que I'nomme, ou de synthese), alors
que le reste de la chaine est d'origine humaine.



Antibody humanization and engineering

Alemtuzumab (CAMPATH®)

http://www.imgt.org
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Information

THE system™
INTERNATIONAL ok
IMMUNOGENETICS

INFORMATION SYSTEM® http:/fwww.imgt.org
Overview Em

Your query: Entry type INN ———

Number of results: 1 6 1

Click on IMGT entry ID (2nd column) for entry card

IMGT entry ID IMGT molecule name IMGT entry t_vpe IMGT receptor descrip‘lion Species F'erDSEI:

1 7164 daclizumab INMN IG-GAMMA-1_KAPPA Humanized L78 (1997)
Z 7602 infliimab, cA2, REMICADE® INN FV-HEAVY_KAPPA Chimeric L77 (1997)
3 7609 rituximab, IDEC-C2B8, RITUXAN®, MABTHERA® INMN IG-GAMMA-1_KAPPA Chimeric L77 (1997)
4 TB3T trastuzumab, 4D5-humanized variant 8, Herceptin, HERCEPTING 1NN 1G-GAMMA-1_KAPPA Humanized L78 (1997)
5 7783 etanercept, TMFR-immunoadhesin, ENBREL® {11 FUSION-THNFRSF1B-FC-GAMMA-1 Homo sapiens L81(1999)
6 7860 adalimumab, D2E7, LU200134, HUMIRA® INN FV-HEAVY_KAPPA Homo sapiens L82(1999)
7 7905 cetuximab, IMC-225, Fab C225 [IgG1k], ERBITUX® MM 1G-GAMMA-1_KAPPA Chimeric L82 (1999)
g 8005 alemtuzumab, CAMPATH-1H, LDP-03, MABCAMPATH® 1NN 1G-GAMMA-1_KAPPA Humanized L83 (2000)
9 8017 bevacizumab, 12-1gG1, F(ab)-12 1gG1, Fab-12 1gG1, ThuMAD-VEGF, AVASTING INMN IG-GAMMA-1_KAPPA Humanized L83 (2000)
10 8039 omalizumab, IGE25, olizumakb, rhuMab-E25 INK 1G-GAMMA-1_KAPPA Humanized L84 (2000)
1 8122 efalizumab, hu1124 MM 1G-GAMMA-1_KAPPA Humanized L85 (2001)
12 8313 ranibizumab, Fab-12 variant Y0317, RhuFab, LUCENTIS® INM FAB-GAMMA-1_KAPPA Humanized L90 (2004)
13 8380 pertuzumab, rhulMAB 2C4 OMNITARG™, PERJETA™ INN FAB-GAMMA-1_KAFPPA Humanized L83 (2003)
14 8394 tocilizumab, RO4877533 INM IG-GAMMA-1_KAPPA Humanized L90 (2004)
15 8598 naptumomab estafenatox, ABR-217620, ANYARA, TTS CD3 MM FAB-GAMMA-1-SAG_KAPPA Mus musculus 96 (2006)
16 851 tadocizumab, C4G1, YM-337 INMN FAB-GAMMA-1_KAPPA Humanized L94 (2005)
17 BG658 efungumab, HSP90mab, anti- Candida albicans heat shock protein 90 homolog , MYCOGRAB {11 SCRV-HEAWY-KAPPA Homo sapiens L85 (2006)
18 8659 abagovomab, ACA125 MEN-2234 1NN 1G-GAMMA-1_KAPPA Mus musculus  L95 (2006)
19  B8GGBY atacicept, TACI-Fc, TACIHg INMN FUSION-TNFRSF13B-FC-GAMMA-1 Homo sapiens L95 (2006)
20 8B93 motavizumab, MEDI-524 INMN IG-GAMMA-1_KAPPA Humanized L95 (2006)
1 A734 hawitiivimah Tamarin rh3Gd IR IG-CAMMA-1 KAPPA Chimarir
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