ab¥sis

abYsis v4

abYsis was created from the academic work of Prof. Andrew Martin’s group at UCL (University
College London). The public version of abYsis is one of the world’s most popular systems for
investigating antibody sequences.

Commercial licencees of abYsis, receive a distribution of the complete, standalone abYsis
system so that they can install the system in a location and in a manner of their own choosing.

Licencing is provided through the university commercialisation subsidiary, UCL Business Ltd.
Commercial licencing of abYsis helps fund and facilitate academic research for the benefit of
the wider community.

IT/TECHNICAL/COMPUTE INFORMATION

In addition to the information below please refer to the other files at; http://info.abysis.org
which cover Installation and Data Loading, plus an introduction to using hosted servers which
are increasingly popular. AWS is used as the exemplar.

Of note in the new version are the following enhancements and improvements:
Licence Key Assignment
The Licence Key to activate usage - typically renewed each year - can now be uploaded by

users through a dedicated page rather than requiring IT team involvement. Go to Tools/Licence
& Info

abYSiS Q, search ~ #' Annotate W paired @ Blast & Import & Tools ~ @ Manual

Align
Amino Acids & Regions

Canonical Class

Statistics

Licence & Info 1

abYsis is an antibody
discovery platform

Integrated antibody sequence
& structure analysis T A L TR

Installation Process

Reduction in external library dependencies especially HTML::Mason module, simplifying
installation.

Increased checks including
e presence/absence of files starting from a minimal OS
e differences resulting from hardened variants.
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User preferences

Simple cookies enable each user to set and maintain preferences especially; Antibody
numbering scheme, CDR definition scheme, Organism and Sequence Display format. This
removes the previous requirement to constantly reset manually.

Libraries
The following were removed and replaced with "Bootstrap v5.0.2"
* Overlib - Tooltips and Popovers
*  jQueryUl - Tooltips, Dialog boxes and Accordions

Display Improvements
e Adjustments to the cascading style sheets
e Layout to better support HDPI screens and windows resizing.
e Menus work on "click” rather than on "hover" enabling better support of touch screens.
e Anew help system using an "in window" display rather than "popup windows",
removes previous issues with popup blockers.

USER/SCIENTIFIC ENHANCEMENTS

Global settings

Global settings for Numbering, CDRs, Organism preference and colouring maintained across all
pages. Select preferred strategy and click Apply

;] € Kabat ~ [J IMGT ~ ¥ Musmusculus v EVSE ©
Taylor [
Clustal
Zappo
fe ore 'rms
HPhob
None

Multiple sequence display colouring by frequencies (Remember to set frequencies for desired
organism in the Global Settings)
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Refine Triage Alignment 1-20/4688 < &« » > 20 v [L @ Frequencies v @ Kabat v I3 IMGT v~ ¥ Homo sapiens v Apply @
@ Heavy chain alignment Frequencies Lower imit:  0.05 Upper limit:  0.45 Qe - Bl B
AlliNone 10 20 30 a0 50 60 70 80 90 100

N T ] AB. ...l AL B P P |..ABC.......|.........|ABCDEFGHIJKLMNO

CDRs
000006 QVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYMH-~WVRQAPGQGLEWHGHWINPNSGGTNYAQKFQGRVTITRDTSASTAYMELSSLRSEDTAVYYCARDFLSGYL - -DYWGQGT
000041 QVOLVOSGAEVKKPGASVKVSCKASGYTFTSYGIS—-WVRQAPGQGLEWMGWISAYNGNTNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCAADTGRIDDFWSGYNF-

087 QVOLQESGAEVKKPGSSVKVSCKASGGTFSSYAIS--WVRQAPGQGLEWMGGIIPIFGTANYAQKFQGRVTITADESTSTAYMELSSLRSEDTAVYYCARGPLRGYDYYYYYH-——————-
000164 QVQLQOSGAEMKKPGESLKISCKGFGYDFSTYWIG--WVRQMPGKGLEYMGLIYPGDSDTKYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARVSGYCSSTSSYRYYYYYMDVN----
000295 QVQLQESGPGLYKPSETLSVTCTVSGGSVSSSYWS--WIRQPPGKGPEWIGYIY-YSGSTNYNPSLRSRVTISVDTSKNQFSLKLGSVTAADTAVYYCARVLYSRTISQYSYYM------ DVWGKGT
000303 QLRLOESGPGLVKPSETLSLTCSVSGGSVSSGGLYWGWVRQPPGKGLEWIGSIF-YSGSTYYNPSLKSRVTISVDTLKNNFSLKLSSVTAADTAVYYCTRPGYGDTSVRKRVWNM
000430 QVQLQOSGGGVVQPGRSMRLSCAASGFNFRSYGMH--WVRQAPGKGLEWVSGISGSGGSTYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKGSMIVVARYF
000437 EVOQLVESGGGLVQPGGSLRLSCAASGFTFSSYWMS--WVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRFTISRDNAKNTLYLQMNSLRDEDTAVYYCAKNPRDSGSYYYF

000458 QVQLQQSGGSLVQPGGSLRLSCAASGFTFSNSGMN--WVRQAPGKGLEWVSYISSSSSTIYYADSVKGRFTISRDNAKNSLYLQMNSLRDEDTAVYYCAREEGGLM----

000460 ---LEESGGGLVQPGRSLRVSCEASGFTFSSYEMN--WVRQAPGKGLEWVSQISSSGSRTYYADSVKGRFTISRDNAKNSLYLEMTSLRVDDTAVYYCARGRRLYTFGGVVSGG6—-—---- NIWGQGT
000559 QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYAMH- -WVRQAPGKGLEWVAVISYDGSNKYYADSVKGRFTISRDNSKNTLSLQMNSLRAEDTAVYYCARGRFCSGGSCYSYYYYYYM---DVWGKGT
000578 QVOQLQESGGGLVQPGGSLRLSCAASGLTFSSYAMH--WVRQAPGKGLEWVAVISYDGSNKYYADSVKGRFTISRDNSKNTLYLQMDNLRAEDTAVYYCVREDYVITSGFYYYHM-————---DVWGK- -
000580 QVOLVESGGGVVOPGRSLRLSCAASGFSFSSYGMH--WVRQCPGKGLEWVAVISDDGSNKYYADSVKGRFTISRDNSKKTLYLQMDSLRTEDTAVYYCAKGVYESSSSCYSYYYYHYM---DVWGKGT
000581 QVOLQESGGSVVOPGRSLRLSCAASGFTFSNYAIH--WVRQAPGKGLEWVAVISYDGGYEYYADSVKGRSTISRDNSKNTLYLQMNSLRAEDTAVYYCARDASVHTAPYYYM-

000582 EVOLVESGGGLVOPGGSLRLSCAASGFTFSSYGMH--WVLQAPGKGLEWVAFIRYDGSNKYYADSVKGRFTISRONSKNTLYLQMNSLRAEDTAVYYCVREDHVITTGRYHYYM-

000586 ---LEESGEAVVOPGRSLRLSCAASGFIFRNYAMH--WVRQAPGKGLEWVALIKYDGRNKYYADSVKGRFTISRONSKNTLYLQMNSLRAEDTAVYYCARDIGLKGEHYDILTAYGP

000587 ---LEESGEAVVQPGRSLRLSCAASGFIFRNYAMH--WVRQAPGKGLEWVALIKYDGRNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDIGLKGEHYDILTAYGP----DYWGQGT
000588 ---LEESGEAVVQPGRSLRLSCAASGFIFRNYAMH--WVRQAPGKGLEWVALIKYDGRNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDIGLKGEHYDILTAYGP----DYWGQGT
000589 ---LEESGEAVVQPGRSLRLSCAASGFIFRNYAMH--WVRQAPGKGLEWVALIKYDGRNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDIGLKGEHYDILTAYGP----DYWGQGT
000530 ---LEQSGEAVVQPGRSLRLSCAASGFTFRNYAMH--WVRQAPGKGLEWVALIKYDGRNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDIGLKAEHYDILTAYGP----DYWGQGT
Consensus QVOLQESGQQVVOPGrSLRLSCAASGFTFSSYaMH--WVROAPGKGLEWVALISyDGSNKYYADSVKGRFTISRDONSKNTLYLQMNSLRAEDTAVYYCARdiglkgehyyiyt-—-—----- DyWwGQGT
CORs

Sort Region

Reqion: positions 11e 134

Triage tab

This enhancement allows you to prioritise sequences from large datasets based on CDR length

& PTMs before viewing in detail.

Note: To use the Triage Tab your sequences MUST have been loaded into the database using
the Import function. Triage will NOT appear if just using the interactive Annotate option.

Refine Triage Alignment & @ Frequencies v @3 Kebat v 11 IMGT v~ % Homo sapiens

~ Ay @

Heavy: 3397/3397 ([ I Cio: 155401554 paired: 263/263 ([ I  7oto: <ces/4688 Show partners: | Extra PTMs: Reset All

© Heavy CDR & PTM Total

P

v \ W
N

Q HFR1 - CDR-H1 Q HFR2 Q CDR-H2 Q HFR3 aQ CDR-H3 Q HFR4 Q PTMs

© Heavy PTM Detail

cAMP phosphorylation 1 motif/sequence 120
Hydrox L
cAMPPhos
PKCPhos LL
CK2Phos L
TyrKinPhos L
AsnDeam L
Asplsom L
AspHyd n

Improved Excel export from each Tab
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D Hydrc PKCPI AsnDe Met0: NG Martin HI-CDR  Martin H2-COR Organism | Lengt H2 H3 HA HS HG H7 HE HO HI HI HL HI HL HL HI HI KL HI H2 H2 H2 H2 H2 H2 H2 H2 H2 H2 H3 H3 H3 H3 H3 H3 H3 H3 H3 H3 HA HA HA HA HA HA HA HA HA HA HS HS HS HS HS HS HS HS HS -
cone017- 2 4 0 2 0 1/10A(H2,H4,H943/108 Unkunknot 119 - - - - - - - - - - - - PGGSLRLSCAASGFTFRDYYMTWI RQAPGKGLEWVSYI ST--s6sT
clone007- 2 3 0 1 0 1/10A(H2,H4,H35 3/108 (H78) Abba 120- - - - - - - --pchlsLRrRLCcAVvSGFsLssYRI KWYRQAPGKGLEWVS Y SK--ssTT
cone027- 2 3 0 0 01/10A 3/108 Unkunknot 125V QL VES GG GLVQPGRS LRLSCAASGFTLDDYAI HWVRIL/IAPGKGLEWVSEI SW--55Gs
cone031- 2 3 0 2 01/10A(94)  3/108 Unkunkno! 126 V QL VES GG GLVQP GRS LRLSCAASGFTFDDYAMHWYRQAPGKGLEWVSGI SW- - NSGS
clone-030- 2 2 0 1 0 1/10A(H2,H4)  3/10B Unkunknor 120 - - - - - - - - - WVQPGRSLTLSCAVSGFKFDDYAMHWI REVPGKGLEWVSGI SW--NSAN
clone022- 2 1 1 1 0 1/10A(H2,H4,H803/108 (H52) Unkunknot 113 - - - - - - - - - - - - - - LRLS cCMGSGFTFDEYGMS WYRQVPGKGLEWVSGVNW- - NGGS
cone032- 2 2 1 2 0 1/10A(H2,H4,H33 2/10A (H33,H58,H69,H71) Unkunkno! 118 - - - - - - - - - - - - - - - - LRLSCAASGFTFSSYSVYWVRQAPGKGLEWVSYLNG- -lAGSS
clone018- 2 3 0 1 0 1/10A(H2,H4,H33 3/108 (H33) Unkunknot 123 - - - - - - - - - - - - PGGSLRLSCSIASGFAFSTYKMNWYRILIPPGKGLEWVSYISS--5GSS
cone013- 1 1 0 0 0 1/10A(H2,H,H35 3/108 (HS8,H78) Unkunknot 113 - - - - - - - - - - - - .- - LRLSCAASGFAFSHYGI FWVRQAPGKGLEWVTVISG--DGsT
cone003- 2 4 0 1 0 1/10A(HzH) 3/108 Abba 09- - - - - - - - -- - PGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAYIWY--DGSH
clone004- 2 3 0 3 01/10A(H2H8) 3/108 Abba 126 - - - - - - ------GPLRLSCATISGFTFSNYAMHWVYRQAPGKGL@WVAVISY--DGSH
cone023- 1 2 0 0 1 1/10A(H26,H34) 3/108 (H56,H58) Unkunknot 126 VHIL VES GG GMV QP GRS LRLSCAASRLTFINSYAFHWYRQAPGKGLEWYVAFI sY--DGalk
clone008- 2 2 0 2 0 1/10A(H34,Ho4) 3/108 Abba 131vaLVvas GGGV VHPGKSLRLSCWMGSGFTFSSYGTHWVRQAPGKGLDWVAEISR--DGGT
clone024- 3 2 0 1 0 1/10A(H2,H4,H103/108 (H50) Unk unknot 122 - - < - = < - - - - - - .. - LRLSCAASGFTFSNYWMHWVRQAPGKGQAQVWVEIRI sT--pGRlT
Ccone00S- 1 3 0 0 0 1/10A(HS2,H33) 3/108 (H33,HSO,H56,H59) Abba 127VaQLVESGGGWVQPGRSLRLSCAASGFSFGTSDVHWVYRQAPGEGLEWVALISE--DGRC
clone025- 1 4 0 0 0 1/10A(H2,He,H26 3/108 (HS1,H78) Unk unknot 116~ - - - - - - - - - - - - - - LRLS cNMVvSEYTLRNYGI HWVRQAPGKGLEWYVAVLSH--DGI N
clone015- 2 1 0 1 0 1/10A(H2,H4,H323/108 (H78) Unkunknot 108 - - - - - - - - - - - - .. - LRLSCVMGESGFSFTTSAMHWYRQAPDKGLEWYVA I SD-- 66NN
cone019- 2 2 0 1 0 1/10A(H2,H4,H102/10A (HS0,H56,HT1) Unkunknot 112 - - - - - - - - - - - - - - LTLSCAASGFTFGNHAMTWVYRQAPGKGLEWVSSI sG--fscl
cone033- 1 2 1 1 01/10A(H2He)  4/12A(H78) Unk unkno 128/€ 6 WW S Llc EARY S AcclplL RLACKYSGMTFSKYAI NWYRQAPGKGLEWI GFEI RSKRYGGT

A /B C D E F G H I J K L M N O P QR S T UV W X Y Z A\ AB AC AD AE AF AG AH Al Al AK AL AM AN AD AP AQ AR AS AT AU AV AW AX AY AZ BA BB BC 8
; =
2 [ID | Hyd PKC Asn Met NG MartMart Nan Org: Lenj Nur Cyst WarH2 H3 HA HS H6 H7 HE H9 HIO HI1 H12 HI3 H14 HLS HIG H17 H18 H19 H20 H21 H22 H23 H24 H2S H26 H27 H28 H29 H30 H31 H32 H33 H34 H35 H3G H37
3 don 2 4 0 1 01/1C3/10B Abbi109 Y Yes Y o L c A A ol F Y w v
aldon 2 3 0 3 01/C3/10B Abbi1Z6Y Yes - - - - - - - - - - . - - - L L c oA G F F A w v
Sden 2 3 0 1 01/1C3/10B(HAbB:120Y Yes - - - - - - - - - - - - p I& L L cc a v - L A w v
6 don 2 2 0 2 01/103/10B Abbi131Y Yes v .L v -G 6 G Vv v .P G L L c v e I F G w v
7 don 1 3 0 0 01/1C3/10B(HAbbi127Y Yes V. LoV 6 6 6 VvV v PG L L c A A G F F v w v
8 don 1 1 0 0 O01/1C3/10B(HUNK113Y Yes - - - - - - - - - - - - - - - - L L c A A G F A F oWy
9 ldon 2 1 0 1 01/1C3/10B(HUNK 108Y Yes - - - - - - - - - - - - - . . L c v e El - .r M w v
10|don 2 4 0 2 01/1C3/10B Unk119Y Yes - - - - - - - - - - - - » &% .L L c A A G F F ™ Wi
11ldon 2 3 0 1 01/1C3/10B(HUnk 123Y Yes - - - - - - - - - - - - P G G L L c Bl G F A F ™ w v
12]don 2 2 0 1 01/1C2/10A(HUnk 112Y Yes - - - - S .- L L c A A - 3 % w v
13 don 1 2 0 0 11/1C3/10B (HUnk 126 Yes v Bll. v BlEl: s ¢ v v @l ¢« HESH. L c A A L F F w v
14/don 3 2 0 1 01/1C3/10B (HUnk 122Y Yes - - - - - - - - - - . - . . . - | L c A A G F F M w v
15 don 2 3 0 0 01/1(3/10B Unk 125Y Yes v @i v BlElc ¢ ¢ . v @ ¢ HHSN. L c oA A el - L 1 w v
16 don 1 4 0 O 01/1C3/10B (HUnk 116Y Yes - - - - - - - - - - - - - - - - I L c v v v L i w v
17/don 2 2 0 1 01/1C3/10B Unk 120Y Yes - - - - - - - - Wiv PG L L c oA v G F F ™ Wi
18 don 2 3 0 2 01/1(3/10B Unk 126Y Yes v @li. v EBlElc ¢ ¢ L v PG L L c oA A [ - F ™ w v
19 don 1 2 0 1 01/1C3/10B (HUnk 115 Y Yes - - - - - - - - L L c A A El - 3 ™ w v
20/don 1 3 0 1 01/1(3/108(HUnk 130Y ves  [ENSEEwW w Bl 6 w SN, ¢ ¢ L L c v e 6 F F ™ w v
2ifdon 2 3 0 2 01/1C1/9A Uk 125Y Yes - - - - - - = oo o oo o - L L S G F v ™ w v
22|don 2 3 0 0 01/1C2/10A(HUnk 116Y Yes - - - - - - - - - - - - p @ L L [ el - 3 i w v
23

A B C D E F G H I J K L M N O P QR S5 T U V W X Y Z A\ AB AC AD AE AF AG AH Al Al AK AL AM AN AD AP AQ AR AS AT AU

1 I .IP G 6 S L R L S C A A S GG F T F R DY Y MT W R Q A P G K G L E WV § Y | s T S 6 s T 1 Y
2 DNA cct gga ggg tcc ctg aga ctc tcc tgt gea gec tct gga te acc ttc agg gac tac tac atg acc tgg atc cgc cag get cca geg aag gec ctg gag tgg git tca tac att agt act agt ggc agt acc ata tac
3 |Kabat H14 H15 H16 H17 H18 H19 H20 H21 H22 H23 H24 H25 H26 H27 H28 H29 H30 H31 H32 H33 H34 H35 H36 H37 H38 H39 HAQ H41 HA2 HA3 HA4 HAS HA6 HAT HAB HAS HSO H51 H52 HS2 H53 H54 HS5 HS6 HS7 H5¢
4 Frequencies '95%B4%"16%02925% %% "68%'B6%" 10071497 9%92%98% 3 1% 70%B1% <1%18%'B0%"19%59%2% "B9%/7% "3an6nex% BreT 0% 38%T5% 00879870 14% <13 139045119 3% T2 15% 1195 % B "ise
5 cons o gy e O A s e o
6 |alerts < ® @ A B ®E e
7 Canonical Classes
8 CDR-H1:1/10. ® ® (] [ ] [ ] ® 0000 [ ] [ ]
9 CDR-H2:3/10 [ ] [ ] ® e 0 e e
10 Betastrands s s s s s s s s| [ s s s s s 5 5| | s s s s 5 5 5 s |
11 Solvent Accessibility
12 Access L] ® [ ] [ ] ® 0000 [ @00 00
13 VH/VL Interactions ® [ ] [ ] ®
14 VH/VL Determinants ® [ ] [ ]
15  Core (Kur) [ ] L] [ ] [ ] L]
16 VHAVL (Kur) [ ] @ [ ] [ ]
17 | Germline Alignments
18 |VH3-11 t 8 8 & t
19 |VH3 locus3< .. .g e ot 38t ag e @ e B . B e B e at
20 VH3-48 - o T - e o - O P O AT - S K 4

3D Structure

For the first time we have introduced a way to interrogate your own sequences with 3D
structure annotation. At the current time, for this to work, you must have built a homology
model using an external 3 party program and loaded it using the new PDB Import option. In
the future we will introduce our own modelling capability - this is the first step towards that
goal.

ab¥fsis  Queacn #amone Wraired @ siost Eimport FTools~ @ manual

Fasta PDB  Loaded Q

Import 3D coordinates

PDB file(s): Choose file  No file chosen

Data Source: Select data source v

Upload

Accession taken from the HEADER line of PDB file when available. Otherwise Filename is used.

Files must be in PDB format.
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Once loaded you can explore sequence positions with characteristics of interest by selecting
them on the humanise tab and seeing their positions reflected in the 3D tab.

Summary Canonical Classes Germline View Humanize Structure Library @ X
Target Organism: Homo sapiens v Scaled Not scaled ©@ + Features v B
10 20 30 40 50 60 70 80 90 100 110
| | | | l..A | | |..aBC | |ABC |
Source EVQLVESGGGLVQPGGSLRLSCAASGFN I KDY 1 HwvrQAPGKGLEWVARIYPHNGYTRYADSVKGRFTISADTSKNTAYLQMNSLRAEDTAVYYCERWGGDGF YAMDYWGQGTLVTVSS
Target EVQLVESGGGLVQPGGSLRLSCAASGENI KDY I HWYRQAPGKGLEWVAR|IYPENGYTRYADSVKGRFTISADTSKNTAYLQMNSLRAEDTAVYYCERWeGDGEYAlBYWeacTLVTYSS
Structure [¢]

VH3 Locus 3-66
VH3 Locus 3-66

VH3-53
A
c
D
E
F
G
H
|
K
L
M
N
P
Q
R
s
T
v
w
Y
CDR-H1
CDR-H2
=
w6lyc
® PKCPhos
® Hvdrox
Summary Canonical Classes Germline View Humanize Structure Library e L
Chains Colours Atoms Style
1n8z_B n8z A
Main chain Wireframe
All Heavy All Light Tide 1] ;
EEEEEN All Ball and Stick
All HFR All LFR ] spacefil
| |
AllCDR-H All CDR-L u
| |
| | Cartoon
HFR1 LFR1
Backbone
CDR-H1 CDR-L1
HFR2 LFR2 Global Colour Scheme
CDR-H2 CDR-L2
Labels
HFR3 LFR3
on off Black
CDR-H3 CDR-L3
HFR4 LFR4 Reset
White
Other Heavy Other Light E

Paired Heavy/Light Analysis

Historically, abYsis was designed as a means to interrogate one chain (heavy or light)
individually. If you have paired Heavy/Light chains and want to view the information together
we have improved the system by providing a new Paired facility from the top menu.

abYSiS Q search ~ #° Annotate W paired @ Blast € Import # Tools ~ © Manual
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This will give you the humanise tab layout which contains most data, for both chains on a single
web page (but without the individual detailed tabs). If you also want the Tab detail simply open
separate browser Tabs and additionally load each chain individually (so you'd have three Tabs
in total; heavy, light and Paired).

Library Module

For those with Library module access. A new position-specific override so that you can select
the frequency threshold per position, not just per region.

In the first image we have selected H16 to over-ride (first you must select the residue and then
click override).

Summary Canonical Classes Germline View Humanize Structure Library d X
Scaled Notsca\edO
10 20 30 40 50 60 70 80
......... P e e YN - Yo S
CDR HFR1 CDR-H1 HFR2 CDR-H2 HFR3
Residue
Source [ GENWKD T¥ / / I¥PTNGNT
Override 00000000 00000000
VH3 Locus 3-66 [« |« |a|o|efa]ofu]elelalelualel s e]e] o e e ]a] ] o 4] TIVISISINLMS L L] s\vl. .| [s[6[.|s[[Y[.[-].[-][-]-]-]-]-]-]- RN T.T- I T T T T T T T T T - T 0T
VH3 Locus 3-66  [u | [a|u|efa]sfu]alufalefuafels]efs]s]alele]a]s]s]s]s TIVISISING MIS el lafalaaala el SV|u ol [S[G]a|S[alY]ufu]sfe]e|e]e] |e]e]] REuN{e o |e oLl fofe]o]e]s o fe]o s o] <]
VH3-53  |u|uefu]ofa]u]e]s] ] AAANRARAARAAAAE TIVISISINGLMS L |e el S\V|. .| [S[6].|S|-[Y]-|-]-[-]]-]-]-[-] ] ] HABAANCANABAAABAAAAAR

A d]] B [ 0 [ENRAL

)y mimio0
=
—

[
(.
=

In the following image you can see the extra slider for the selected H16

w DEF [0 =

Y [
G GENNKB RN i / I¥PTNGY¥T
H16 (Kabat) Mus musculus (Source)
100 AA | Sequences f AA | Sequences f
HFR1: 0.4
90 A 14425 60% M 3 <1%
80 c 0 1% || N 22 <1% CDR-H1: 0.4
70 D 81 <1% P 195 <1%
2 E 567 2% Q 2929 12% HFR2: 0.4
8 F 10 <1% R 225 <1%
S %01 [ 6 [ 3745 s 604 3% CDR-H2: 0.4
O 40| H 15 <1% T 733 3%
& 30 | 3 <1% v 153 <1% HFR3: 0.4
20 K 7 <1% W 9 <1%
o L 22 <1% Y 0 <1% CDR-H3: 0.4
7 I - 128 <1%
0 HFR4: 0.4
ACDEFGHI KLMNPQRSTVWY-
Residues Override:
H16: 0.08
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