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Immunogenetics and structure

 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

* Relations séquences-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 (1G) T cell receptor (TRJ s

V-DOMAIN Contribution of the
V-J-REGION i i 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
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VH: V-DOMAIN of the immunoglobulin heavy chan

VL: V-DOMAIN of the irumunoglobulin lght chain

CHI, CH2, CH3: C-DOMAIN of the imuno globulin heavy chain
CL: C-DOMAIN of the immunoglobulin light chain

VH corresponds to the V-D-J-REEGIOH (in green (W), orange (D) of the heavy chain,
VL cotresponds to the V-J-EEGION (in green (V) and yellow (T7) of the hght chain,

The Immunoglobulin FactsBook, 2001



Immunoglobulin IgG Y

Tic
http://www.imgt.org

L

C haines

oo u,-
> Chaine kappa
' ‘4 o
] - ;oo -
5 1 Zhaine [egere iZhalhe lambda

D
b
— e .

Chaine [égére

IMGT Repertoire, http://www.imgt.org



Structural domains Y Yo

Tics system®

IGand TR hitp://www.imgt.org
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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 possédent respectivement 4 brins et 5 brins. Les V-DOMAINs possedent 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-DOMAINS 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)
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IMGT Collier de Perles for V-DOMAIN
on two layers

http:/fimgtt ciiressfr
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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
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IMGT Collier de Perles for G-DOMAIN e
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IMGT Web resources

IMGT

¥02550 |, TRAVE-E+01
AEDOOEEA, TRAVE-E#02
M8E361 |, TRAVE-E¥02

x02550 |, TRAVE-E+01
AEO0ORSS, TRATE-RF02

M2EIE]1 | TRAVE-E¥02

X02550 |, TRAVE-E%01

1 2 3 4 5 3 ? 8
A

9 10 11 1z 13 14 15 16 17 18 13 20
v P

E

GCC GAG TCT GTG ACC CAG CTT BAC AGC CAA GTC CCT GTC TTT GAR GAR GCC CCT GTG GAR

CDR1-In
21 2z 23 24 25 26 27 28 23 30 31 a2
L B C W ¥ 5 s F ¥ 5 ¥ ¥
CTG AGG TGC AAC TAG TCA TGG TGT GTT TCA BTG TAT

BT,

33 034 35 3p 37 3R 33 40
L

CDERE-
41 42 42 44 45 46 47 48 43 L0 Bl B2 B3 B4 EL EE E7 LB K3 kD

W

s

TGG TAT GTG CAR TAC GGG ARG GAR GG6R CTC CAG CTT CTGC CT6 ARG TAT TTA TCR GGAR TGC

Information
system®

http://www.imgt.org

IMGT
Alignment

Col I ier AEO00BSS, TRATE-E702
MEEI61 |, TRAVE-E%02 | l I
T er T e ET er 67 62 63 70 7L 72 73 % 75 76 M oTe 73 Of a e es
de Perles comso, B, %o s v S 2 e T s s s s e e
REQO0ESS, TRAVE-E%02 === === ... ... ... B TP S S
MEEI61 | TRAVS-EF0Z == —== . L. ... PSR
81 82 8% B4 G4a B4 34 8F $6 87 9% 69 30 91 32 9% 34 95 36 97 3% 99 100
x02850 ,TRAWE-6%01 GgT Gf\}\ T;T R.);C Rﬁs RgT Cgﬂ RET Tgc T;C cgc T]'II:G RlGlG Rﬁ.ﬂ cgc Tgﬂ G¥C CgT ﬂiﬂ ﬂgc G];C REG G?T
REQ00ESS, TRATE-E402
MEE361 |, TRAVE-E702
101 102 10% 104 Tﬁicgﬁg_iggTiﬁﬁ
X02850 |, TRAVE-E01 cf\c Tgc Tgc Tg’l‘ cg'r c¥c ng'r -1
REQ00ESS, TRATE-E402 ---
MEEI61 |, TRAVE-E%02 —fc #e
TRAV FR1-IMGT CDR1-IMGT FRZ-IMGT COR2-IMGT FR3I-IMGT COR3-IMGT
gerE (1-26) (27-33 [39-55) (LE-65) (BE-104) (105-115)
1 10 20 an 40 ] 1] Ta 80 B4aRC an 1a0 110
......... [ N B S S I DR D DI DI
AE000BES, TRAVI-1 GOSLEN. PSEVTAVEGAIVOINCTYO TSGFYG. ... .. LEWYOOHDGGAPTFLSY NALDG. .. .. LEETG. . ... .. FFS5FLSRSOSYGYLLLOELOMEDSASTFC AVR. ... . ...
IMGT AR000BES, TRAV1-Z GOWIDO. PTEMTATEGATWQINCTY] TSGENHG. ... .. LFW¥QQHACEAPTFLSY NVLIG. . ... LEEEG. ... ... RFSSFLSRSEGYSYLLLEELOMEDSASYLE AVR. ... ...
AEOO0BES, TRAVE EDOVEQ. PSTVASSEGAVVEIFCHHS WVSNATH. ... .. FFWYLHFEGCAPRLLVE GSE. ... ... BsQQG. ..., RYNMTTER. . FSSSLLILOVEEADAAVYYC AVE. ... . ...
° AEQO0RES, TRAVS AQNSVAQPEDOVHVAEGHPLTVECTYS VSGNEY. . . ... LFWYVOY¥PHNRGLOFLLE ¥ITGDML. .. VEGSY. . ... .. GFEAEFNES(TSFHLEFPSALVSOSALYFC AVED. ... ...
Proteln AEO00BES, TRAVA LAKTTO. PISMOSYEGQEVNITCSHN NIATHOY. ... . ITWYOQQFPSOGPRFIIN GYET. . . . .. EVINE. . ... .. VASLFIPANRESSTLSLPREVSLSDTAVYYC LVGD. ... ...
. AE0006ES, TRAVE GEDVEQS. LFLSVEEGDSSVINCTYT DSSSTY. ... .. LYWYRQEPGACGLOLLTY IFSNMD. ... MEODQ. . ... .. RLTVLLNEFDEHLSLRIADTOTGOSAIYEC AES. ... .. ..
Dls Ia AEO006ED, TRAVE SOEIEONSEALNIQEGETATLTCHNYT NYSEAY. ... .. LOWYRAODEGRGPVFLLL IRENWEE. ... EEREE....... FLEVIFDTILEQSLFHITASOPADSATYLC ALD. ... .. ..
p y AEQO0RED, TRAWT ENOVEHSPHFLGPOOGDVASMSCTYS WSREFNN. ... .. LOWYRONTGHMGPEHLLS MYSAGY. ... EROQEG. ... ... RLHATLLE. . NGSSLYITAVOPEDSATYEC &AVD. ... . ...
AEQ006ED, TRAVE-1 ANSVSOHNHHVILSEAASLELGCNYS YGGTWH. ... .. LFW¥VOY¥PGOHLOLLLE YFSGDPL. .. VEGIEK. ... ... GFEAEF IESEF SFNLREPSVOWSDTAEYEC AWVH. ... . ...
AE000BES, TRAVE-2 AOSVTOLDSHVSVSEGTPVLLECHNYS SSYSPS. ... .. LFW¥VOHPNECGLOLLLE YTSA4ATL. .. VEGIN. ... ... CFEAEFEESETSFHLTEPSAHMSDAARYEC VWS, ... ...
AE000BSD, TRAVE-3 AOSVTOPDIHITVSEGASLELRCHYS YGATEY. ... .. LFW¥VOSEGOGLOLLLE YFSGDTL. . . WOGIK. ... ... GFEAEFERSOSSFNLREPSVHWSDAAEYEC AWG. ... . ...
AEQ006ED, TRAVE-4 ANSVTOLGSHVSVSEGALVLLECNYS SSVEPRY. ... .. LFWYVOYPHOGLOLLLE YTSAATL. .. VEGIN. . ..... GFEAEFERSETSFHLTEPSAHMSDAAREYFC AWS. ... . ...
HOZBE0 , TRAVE-A AQSVTOLDSOVPVFEEAPVELRCNYS SS5WSWY. .. ... LFWYVO¥PHOGLOLLLE YLSGSTL. .. VESIN. ... ... GFEAEFNES(TSFHLEFPSVHISOTAEYFC AWS. ... . ...
AEO006ED, TRAVE-T TOSVTOLDGHITVSEEAPLELECHNYS YSGWES. ... .. LFWYVOYS50SLOLLLE DLTEATO. .. VEGIR. ... ... CFEAEFEESETSFYLREPSTHVSDAARYFC AVCOR. . . ...
AFMNNAED TRAWO-1 ANSWNTE ROV PSR ATNIST. TWNSYE TTNVRES T.RIWNVRELRFRPAT.HTLE ANME AN ENRRNE NRFAMVREFTTSRHI.FENISWARSTISATVET AT
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to IMGT/3Dstructure-DB and IMGT/2Dstructure-DB G: .

Tics
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IMGT/3Dstructure-DB and IMGT/2Dstructure-DB Query page

Programm version: 4.3.0 (06/10/2011) Database release: 201142-3 (19/10/2011)

Today is Tuesday, November 15 2011

Citing IMGT/3Dstructure-DB: IMGT/3Dstructure-DE contains entries
Faas, Q. et al. Mucleic Acids Res., 32, D208-D210 (20047, PMID: 14681396 Abstract Full mm .
Ehrenmann, F. et al. Nucleic Acids Res., 33, D301-D307 (2010). PMID: 19900967 Abstract Full entries PDB
L] ) entries [N
Ehrenmann, F., Lefranc, M.-P. Cold Spring Harbor Protoc., B, 730-761 (20117, PMID: 21632774

Abstract also in IMET bookilef with generows provision from Cold Spring Harbor {CSH) Profocals entries Kabat

= (high res) =m (low res)

@ Search by Entry code or Molecule name (receptor or ligand) IMGT
C Entry code (PDB, INN, PROTEIN)[ 3 DSTrUCtur‘e = DB

" Maolecule name (receptor ar Iigand)l Querly Page
Searohl Clear

@Search for complexes

Paratopelepitope CGiAg © TRipMHT © TRpMHZ © RPIpMHT € RPI/pMHZ
Peptide/MH C opMHT © phHZ
Ligand category |any j

Peptide length Iany 'l

Terminé |zotem ’T 4




J J=IMGT/3Dstructure-DB and IMGT /2D... | -~

@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 KMHCRPCFRIA O any

» Options: © MH1T © MH2 € RPEMH1Like

DESCRIPTION

IMGT receptor
description | any j

» Options: © Fv € SCRY © FAB © 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

[zotero|#




P 1 S |

J = IMGT/3Dstructure-DB and IMGT/2D... | ol |T
. . [
@ Search by Resolution, Release date or Experimental method
C Resolutionl 'I ' Releaze datel 'I " Experimental method |
Search | Clear |
@ Search by bibliographical references
Select " PDE OR  Pubhed
Authors | =l
Journal | = Title (part of) |
Year | [
PMID | =
Search | Clear |
@ Chain alignment
© Align your seqguence (FASTA format)
E-value I 0.01 'l Mumber of results I 10 'I
Search | Clear | -

Terminé

[zotero [ #




“)) IMGT /3Dstructure-DB and IMGT /2Dstructure-DBE Query page - Mozilla Firefox - |I:I|i|
J = IMGT/3Dstructure-DB and IMGT/2D... | = | F
=]
L/
* Qverview
M 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) W Experimental technigue
W POE 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 M COR1-IMGT M FRZ-IMGT M CORZ-IMGT
M FRI-IMGT M COR3-IMGT
Search | Clear |
4| | |
| Terminég

|zotero | #*




&) IMGT/ 3Dstructure-DE Results - Mozilla Firefox

| O~ IMGT/3Dstructure-DB Resuits

IMGT/3Dstructure-DB Overview

Information
system®

THANK YOU

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

THE

NTERMATICMNAL
MMUNOGEMNETICS
NFORMATION SYSTEME

Information
system *

http:/iwww.imgt.org

Overview

Your query: Receptor description FAB-GAMIA-1_KAFPPA

Number of results: 6 1 4

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

o e R —

— 0

12
13
14
18
16
17

4

IMGT entry ID IMGT melecule name

12eB
15c8
1alg
123l
1ad]
1adk
1a5f
lacy
1aeb
1afy
1ahwi
1ail
1aif
137
laxs
12w
1hdj

2ES8

SCh

20G11

13G5

39-A11

39-A11

TAG

59.1 mAb, anti-gp120 [HIV-1]
Ctrmi1

203 mAb, anti-p24 [HIV-1]
oG8

591

409.5.3

48G7

AZ-28-chimeric
Anti-Gamma-Interferan
Anti-Gamma-Interferan

IMGT entry type IMGT receptor description Species

FDB
FOB
FDB
POE
FOB
FOB
FOB
FOB
FOB
FOB
FDE
FOB
FDE
FOB
FDB
FOB
FOB

FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA
FAB-GAMMA-1_KAPPA

Mus muscuins
Mus musculns
Mus muscuins
Mus musculus
Chimeric
Chimeric

Mus muscuins
Mus muscuils
Mus muscuins
Mus muscuils
Mus muscuius
Mus muscuins
Mus muscuius
Chimeric
Chimeric
Hurmanized
Chimeric

Entry code |:| Searohl

Cluery page

Ligand(s) Experimental tec
H-ray diffraction
Heray diffraction
H-ray diffraction
H-ray diffraction
Heray diffraction
Heray diffraction
Heray diffraction
Heray diffraction
Heray diffraction
H-ray diffraction
Heray diffraction
Heray diffraction
Heray diffraction
Heray diffraction
H-ray diffraction
Heray diffraction

Heray diffraction_lj
13

| Termine

[zotero [«




IMGT/3Dstructure-DB Card (1)

http://www.imgt.org

) IMGT/3Dstructure-DB card - Mozilla Firefox ;IEIEI

Fichier  Edition  Affichage  Historigue  Marque-pages  Outils 7

i;l ? L c x TET I D= | hkkpe e, irngt, orgf 3Dstructure-DBjcgifdetails . cqi?pdbcode=1A07 TL[’ * I'-.l - | gaoogle translation )'T:'

J = IMGT/3Dskructure-DB card | - | ’T

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

Information

THE T iCE; ayvslem™®
NTERMATIOMNAL : -
MMUNOGENETICS
MFORMATION SYSTEME http:/iwww.imgt.org
C el —
% Entry code Search
IMGT/3Dstructure-DB cardfor: 1a07 ;‘;ggf; |
. b ' Query page
IMGT molecule name | IMGT receptor type | IMGT receptor description | Ligand(s) mm Chain ID
s TR-ALFHA_BETA-Z Homo sapiens (human) lao? D lac? E]
HLA-A™0201 hH MHT-ALPHA_B2M Homo sapiens (human) lao? A 1ao? B
Feptide Tax peptide 11-19 (QB22358)  Human T-mpholropic virus 7 [1ao? T
| lao? 2
on Ethyl Mercury lon [ao? 2]
lan lao? 1]
Exzperimental technique  ¥-ray diffraction Fesclution (in angstrom) 2.6 PDB release date  17-5EF-g7
Chain Contact Paratope and SRS ifelg Renumbered IMGT numbering References Printable
_ . . Jrmol or . .
details analysis epitope OuickPDE MGT file H comparison & and links card

=l

> Rechercher : _ # suvant W Précédent & Sudignertout [ Respecter la casse €D Fhrase non trouvée
Terming \zotero | #*




IMGT/3Dstructure-DB Card (2)

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

(=] 3]
- c A I-)-|http:,l’,l’www.imgt.org,fSDstructure-DB,l’cgi,l’detaiIs.cgi?pdbcode:lAO? bR I'.'l"|google translation )"
J = IMGT/3Dstructure-DB card | + F
Chain IO 1ao7_E 4l
Chain length | 245
IMGT chain TiR-EIETA=2
description | - BETA (1-113) [D1] + C-BETA-2 (114-208) [D7]
[ V-BETA (1-1132) [D1]
FAGVTQTPRFQVLKTGQSMTLOCAQDMNHEYMSWYROQDPGMGLRLIHY SVGAGI TDQGEVEPNGYNVERSTTEDFPLRLL SALF SQT SVYF
] (N-D)-REG[ J-REGION ][ C-BETA-Z (11
Chain CASRPGLAGGRPEQYFGPGTRLTVTEDLKNVFPPEVAVFEPSEART SHTOKATLVCLATGFYPDHVEL SWWVNGREVHSGVATDPQPLEE
SE(UEence 4-208) [D2] 1
QPALNDSRY:L3SRLEVIATFWONERNHFRCQVQFYGL SENDENTODRAKPVT QI VSAEAWGRAD
Seguence In FASTA format  Sequence in IMGT format
IMGT domain V-BETA (1-113) [D1]
descriptian
IMGT gene and " . .
Al TREBWE-5701 ({100.00%])(human) Alignment details
MGT gene and | 1pp 15 7501 (100 00%)(huran) Alignment details
allele name -
20 representation | IMGT Collier de Perles ar IMGT Collier de Perles an 2 layers
w-DOomMaIN | Contact analysis | Domain contacts (overview)
COR-IMGT lengths | [5.6.14]
Sheet composition |[[A'BDE][A"CC'C"F 5]
[ CDR1 1 [ CDRZ ]
NAGVTQTPRFOQVLKTGOSMTLQCAQDMNH. . . .. .. EYMSWYRODPGMELRLIHY TDQGEVE. NGYNVSRS. TTEDFPLR
[ CDR3 ]

C-DOMAIN

LLBAAPBQTAVYFCARRP GLAGGRPEOYFGPSTRLTVT

MG T/ DormainGapAlign resulfs

'EZ‘”GT domain C-BETA-2 (114-208) [D2]

escription

IMGT gene and " 8 " q . .
AT S TRBCZ01 (99.20%)(human) , TRBC2*0Z (89.20%)(human) Algnment detalls

20 representation | IMGT Collier de Perles ar IMGT Collier de Perles an 2 layers
Contact analysis | Domain contacts (overview)
Sheet composition | [AB DE][CF 5]

.EDLENVFEPPEVAVFEFPSEARTSH. . TOFATLVCLATGFYP. . DHVELAWWVNGEREVHS. . GVETDPOQPLAEQFAL . NDSRYALAZRLRV
BATFWQ. NERNHFRCOVQFYGL SENDERTQDRARPVTOIVIAEAWGSRA

MG T/ DormainGapAlign resulfs

X Rechercher : ‘ Suivank ‘f Précédent & surligrer tout [ Respecter lacasse @D Phrase non trouvés

Terming

[zotero[#*

Information
system®

http://www.imgt.org



IMGT/3Dstructure-DB Contact Analysis

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

=101 x|

GB' c x N I<)-|http:,l',l'www.imgt.org,l'SDstructure-DB,l'cgi,l'detaiIs.cgi?pdbcode=1AO?&Part=CONT_OVERVIEW

bl I".' ’lgoogle translation ,"TI'

= IMGT/3Dstructure-DB card

B contactavalysis [N

4B

IMGT molecule name

HLA-A*D201

Tax peptide 11-19
[82238)

Ethyl Mercury lon
Ethyl Mercury lan

[ =]

B

IMGT receptor
description
TR-ALPHA_BETA-Z

WMH1-ALPHA_BZM

Peptide

lan
lan

Chain IMGT chain

description

lao7_ D TR-ALFHA

lao7_E  TR-BETA-Z

lao?_A  FALPHA

lao7 B BIM
Tan?_C Peptide

Tao7_2 lan
Tao7?_1 lan

Species

Hamo sapiens (human)
Homo sapiens (human)

Homo sapiens (hurman)

Homao sapliens (human)

{Human T kymphotropic virus

type 1)

Domain
number
D1]
D2
D1]
02
[D1]
(D2]
(03]
[D1]

IMGT domain
description
VoA PHA
C-ALFPHA
W-BETA
C-BETA-2
G-ALPHA1
G-ALPHAZ
C-LIKE
C-LIKE

IMGT/3Dstructure-DB Domain pair contacts [owvenyie

]

of 1a07

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

Mumber of residues

Atom pair contact types

pair contacts Toial Fraom 1 From 2 Total Polar Hydrogen Nonpolar

Unit 1 Unit 2 residue
Domain - Chain Domain  Chain
DomPair [D1]W-ALPHA  1a07 D [D1] G-ALPHAT 1ao7 A 12 16
CamPair [07] G-ALPHAZ lan? A 12 18
I DomPair (Ligand) lan7_C 15 13
DomPair [D2] C-ALPHA  1ac?_ D 1 2
DomPair [D1] W-BETA lao?_E a7 42
DomPair [D2] C-BETA-2 1aci_E 1 2
DomPair [D2] C-ALPHA  1ao?_ D [D1]V-ALPHA  1ac? D 1 2

g 7126 22
7 g 105 17
7 B 109 20
1 1 7 1
20 22 401 46
1 1 9 2
1 1 7 1

L= I = T S B = I )

104
88
89

6

355

*  Rechercher : & Suivant @ Précédent & Surligner tout [ Respecter la casse

€D Phrase non trouvée

| Terming

[zotero s




IMGT/3Dstructure-DB Domain pair contacts

£) IMGT/3Dstructure-DB card - Mozilla Firefox -10] x|
is - c A TET I')-|http:;’,l’www.imgt.0rg,l’3Dstructure-DB,l’cgi,l’detaiIs.cgi#results R I-"V|google translation ,_
J = IMGT/3Dstructure-DB card | : -
. -
Coniacts of Diomain Chain ih Domain - Chain
OMaCS o 1ID1] V-ALPHA 1a07_D| " |(Ligand) 1a07_C
Summary: Atom contacts
Residue Murnber of residues Atom pair contact types H H
pair contacts Totg From 1 From 2 Total Noncovalent Polar Hydrogen Nonpelar 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: .
Number of non covalent atomic
Order Order Atom pair contact types P
olar
I:‘EI Residue Domain Chain Imﬁ: Residue Domain Chain Total Noncovalent Pelar Hydrogen Nonpolar Covalent Disulfide . .
cap sor (RTINS [ ., o sHE Number of polar atomic pair contacts
RiEP Ri@P 1 LEU L (Ligand) lao?_C 5 5 0 0 5 0 0
RiEP Ri@P 2 LEU L (Ligand) lao?_C 4 1 2 1 2 0 0 H r n B n
E@P RigP 3 PHE F iLigand) 1ao?_C 7 7 1 0 6 0 0 yd Oge 0 d
R@F REP 4 GLY G (Ligand) 1a07 C 6 ]2 0 4 0 0 Number of hydrogen bonds
R@P R@P & TYR ¥ (Ligand) lao?_C 1 1 0 0 1 0 0
R@F B@F 5  TYR Y (Ligand) 1ac? C 10 0 2 1 8 0 0 Non Polar
R@P R@P & TYR ¥ (Ligand) lao?_C 3 3 1 0 2 0 0 . .
R@P RGP 4  GLY G (Ligand) Tao? C 2 2 1 0 1 0 0 Number of non pOlar atomic palr contacts
R@P R@P & TYR ¥ (Ligand) lao?_C 4 1 1 0 3 0 0
R@P Ri@P 4 GLY & (Ligand) lao?_C 11 1 2 0 9 0 0
R@P R@P & TYR ¥ (Ligand) lao?_C 16 16 2 0 i 0 0 Covalent
Ri@F R@F 4 GLY G (Ligand) 1ao? G 8 8 2 1 6 0 0 N mber f v I n ||nk
R@P Ri@P & TYR ¥ (Ligand) 1ao?_C 23 23 2 0 21 0 0 u be 0 CO a e t S
R@F R@F & PRO P (Ligand) lac?_C 4 1 2 0 2 0 0
—| Disulfide
Display: - - -
Atorn pair contact types Atorn pair contact categories Number Of dISUIfIde brldges
M Moncovalent M Covalent [ (BB) Backbone/hackbone
M Polar W Disulfide [ (35) Side chain/side chain
' Hydrogen bond " (BS) Backbone/side chain
¥ Monpolar " (SB) Side chain‘backbone
' Check all C Check all
' Uncheck all  Uncheck all
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Chimeric and humanized antibodies: application

In oncoloqy

Mouse hybridoma
Mouse Chimeric

" In vitro antibody libraries

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 eétranger (V-D-J-REGION)
(provenant d'une espéce autre que I'homme, ou
synthétiques) liées a une région constante (C-REGION)
d'origine humaine.
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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.
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