ab¥sis

abYsis v5

abYsis is based on 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 Abysis Ltd

Recent Enhancements

Global settings

A new set of global settings for Numbering, CDRs, Organism preference and additional
colouring selections are maintained across all relevant pages.

PTMs v .. Kabat v Kabat v PTMs v % Homo sapiens v
%

Multiple sequence display colouring by frequencies (Remember to set frequencies for desired
organism in the Global Settings), PTMs, CDR determinants as well as a range of well-known
biophysical colouring schemes
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abYsis Q search & Annotate Blast € Datasets [ Manual &

Q SEARCH / Resuits @ Frequ.. v Kabat ~ [ Kabat v & PTMs v Homo sapiens v @
Refine  Heavy (3438)  Light (1584)  [Paired] (276)
Triage § & - - 5 - HL @ 100% v [MdetM - i - M- © Frequencies m
10 20 30 60 100
AB | | | ABCDEFGHI J ABCDEFGHI JK | 90 @
HFR1 CDR-H2 80
000006 ~2 - QVOLVQ--SGAEVKKPGASVKVSCKASGYTFTGY -NSGGTNYAQKFQGRVTI 7
U CAA79298.1 - QVQLVQ--SGAEVKKPGASVKVSCKASGYTFTGY SGGTNYAQKFQGRVTI § 60
000041 7 = QVOLVQ--SGAEVKKPGASVKVSCKASGYTFTSYGIS-----===-= W WHGWISA-——-——--== YNGNTNYAQKLQGRVTH g 50
L CAA79284.1 - n?uévo——SGAEVKKPGASVK\:/séKésé\rTETs?éfé —————————— VZIVROAPGQGLE‘SIIEIGV:J%%A —————————— ‘}b:lGr:lTlSl?AOKLOGRVTEI & ;g
000067 — 2 ~ QVQLQE--SGAEVKKPGSSVKVSCKASGGTFSSY GQGLEWMGGIIP FGTANYAQKFQGRVTI 20
L CAA79293.1 - QVQLQE--SGAEVKKPGSSVKVSCKASGGTFSSY (6lQGLEWMGGTTP FGTANYAQKFQGRVTI 10 -
000164 ~ 5 - QVQLQQ--SGAEMKKPGESLKISCKGEGYDFSTY l6lKGLEYMGLT Y DSDTKYSPSFQGQVTI O CDEFON I KLWMNPOQRSTUWY.
L CAA79300.1 . QVQLQQ--SGAEMKKPGESLKISCKGEGYDFSTYWIG--—--—-—- W T LIS 1 — GDSDTKYSPSFQGQVTI Position H42
000295 - QVQLQE--SGPGLVKPSETLSVTCTVSGGSVSSSYWS -~ (GKGREWTGYT Y- YSGSTNYNPSLRSRVTI
000303 - QURLQE--SGPGLVKPSETLSLTCSVSGGSVSSGGLYHG (6KGLEWIGSTF- ~YSGSTYYNPSLKSRVTI
000430 2 - QVQLQQ--SGGGVVQPGRSHRLS CAASGFNFRSYGHH- - (GKGLEWVSGTSG ~5GGSTYYADSVKGRFTI
L CAA79282.1 - QVQLQQ--SGGGVVQPGRSHRLSCAASGFNFRSYGHH-- (6KGLEWVSGISG ~5G6STYYADSVKGRFTI
000437 2 -  EVOLVE--SGGGLVQPGGSLRLSCAASGFTFSSYWNS—-—-—————-- W (6K GLEWVANTKQ---------~ DGSEKYYVWDSVKGRETT
L CcAA79274.1 - EVOLVE--SGGGLVQPGGSLRLSCAASGFTFSSYWMS -~ 6K 6 LEWVANTKG-—-------- DGSEKYYVWDSVKGRFTT
000458 5 - QVOL0Q--5GGSLVQPGGSLRLSCAASGFTFSNS W (GKGLEWVSYTSS SSSTIYYADSVKGRFTI
L CAA79276.1 - QVQLQQ--SGGSLVOPGGSLRLSCAASGFTFSNS GKGLEWVSYISS -§SSTIYYADSVKGRFTI
000460 - —:-I:_EE——SGGGLVDPGRSLR\:ISEEI:\S(:}FTESS?EW!-— W GKGLE\EJ\Zséiés -§é5|3T\:r\:rADSVKGRFTi
Consensus EVQLQESESGaELVKPGaSVKLSCKASGYTFtsYwMhvgiSaWSALSWVRQaPGkGLEWIGrIyPKsGDKNLAPASSGSTnYnqKFKGRATL
HFR1 CDR-H1 HFR2 CDR-H2
General
H1-CDR Martin Human Subgroup Humannes
IGHVI 2402 0 ) 0 3 1 1008 21421 Heavy chain subgr.. 0.34
- L caa79298.1 IGHV  2x02 ] ) ] 3 1 14308 21421 Heavy chain subgr.. 0.34
-2 - 000041 IGHV1  18x04 ) ) ) 4 1 1/10A  20/21 Heavy chain subgr.. -0.39
- L cAa79284.1 IGHV1  18+04 ) ) ) 4 1 1108 20/21 Heavy chain subgr.. -0.39
-2 - 000067 IGHV1  69%19 ) ) ) 3 2 1/10A Heavy chain subgr. -0.14
- L CAA79293.1 IGHV  69%19 ) ) ] 3 2 1/10A Heavy chain subgr.. -0.14
2 - 000164 IGHVS 5103 ) 2 ) 3 2 14198 Heavy chain subgr. .69
~ L cAA79300.1 IGHVS  51x03 ) 2 ) 3 2 Heavy chain subgr.. -0.69
* 000295 IGHVA  59x11 1 2 ) 3 1 Heavy chain subgr.. -0.49
~ 000303 IGHV4  39x08 2 1 ) 4 1 Heavy chain subgr. -0.74
2 - 000430 IGHV3  30x18 ) 3 ) 3 ) Heavy chain subgr.. 1.22
- L caa79282.1 IGHV3  30x18 ) 3 ) 3 ) Heavy chain subgr. 1.22
-2 -~ 000437 IGHV3  7x04 ) 2 ) 4 1 Heavy chain subgr. 1.18
- Lcaa79274.1 IGHV3 704 ) 2 ) 4 1 Heavy chain subgr.. 1.18
-2 - 000458 IGHV3  48x02 ) 3 [) 3 1 Heavy chain subgr.. 0.71
+ L caA79276.1 IGHV3  48+02 ) 3 ) 3 1 Heavy chain subgr.. 0.71
~ 000460 IGHV3  48x03 ) 2 ) 3 1 Heavy chain subgr. .55
~ 000559 IGHV3 30 ) 3 ) 4 ) Heavy chain subgr. 1.25

Triage tab

This allows you to prioritise sequences from large datasets based on CDR length & PTMs before
viewing in detail.

Close  Heavy: 1405/1405 (D Apply  Reset All

© CDRs

Wi, W

W

I/ §\\\\

HFR1 CDR-H1 HFR2 CDR-H2 HFR3 CDR-H3 HFR4

© PTMs

\!

Ext N-Glycosylation Lys Hydroxylation cAMP Phosphorylation PKC phosphorylation CK2 phosphorylation
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PTM Motifs

You can now add your own motifs very simply with our motif builder and search
across all sequences in the database

New PTM

Name Colour

TEST

Motif Custom Regex
e v e

lycine

H: Histidine

I: Isoleucine Cancel

K: Lysine

L: Leucine

M: Methionine

N: Asparagine

P: Proline

Q: Glutamine

R: Arginine

S: Serine

T: Threonine

Then PTMs can be displayed flexibly on the interface, just showing those you wish to
see:

abYsis Q_ search & Annotate Blast € Datasets [0 Manual & Quick Search

Q SEARCH / Results @ PiMs v

Chothia v [ Kabat v @& % Mus musculus v ()

Surface only

Refine  Heavy Light [ Paired ]
v HL & 100% v [WEPTM - A ‘,L I+ x

v € Ext N-Glycosylation
Triage 1 &~ 17~

v = Lys Hydroxylation
+ @ cAMP Phosphorylation

..... PP ISP (PPN I [ I [P R .~ % PKC phosphorylati [ ]
fei] CDR- & )

000006 2~ BGAEVKKPGASVKVSCKASGYTFTG NSGETNY A QK Fi i i el ]
L CAA79298.1 - lGAEVKKPGASVKVSCKASGYTFTG V' Tyr Kin Phosphorylation | |
000041 2~ voL IGAEVKKPGASVKVSCKASGYTFTS ********** W WISA---------- YNGNTNY ' ATPase E1E2 Phosphorylation |
L CAA79284.1 v vaL IGAEVKKPGASVKVSCKASGVTFTS W NTNY © Asn Deamidation -
L CAA79293.1 - lGAEVKKPGSSVKVSCKAS-TFSS

voL ’ sy ce o ey = Asp Hydrolysis -
000164 -2 - .GAEIKKPGESLKISCIGFGYDFST -------- WVRQMPGEGLEYMGLIYP-———————— E
L CAA79300.1 - IGAEIKKPGESLKISCIGFGYDFST WVROIPGIGLE © Ext Asn Succimide-formation/Deamidation ll
000295 - SGPGLVKPSETLSVTCTV WIROPPGIGPENIGV¥ G Y (-] Ext Asp Isomerization [ |
000303 - OLRLOE——SGPGLVKPSETLSLTCSVS.SVSSG LVWGWVROPPGIGLENIGSIF ———————— Y
000430 2~ OVOLDQ——SGGGVVOPGRS.RLSCAASGFNFRS wVROAPG.GLENVS SGGSTYY A N-Glycosylation ]
L CAA79282.1 - QVOLDO——SGGGVVQPGRSIRLSCAASGFNFRS WVRQAPGIGLENVS . .

+ W N-Myristoylation
Consensus EVQLQESESGAaELVKPGaSVKLSCKASGYTFtsggSNynvYSNYwMhWVRQaPGKGLEWIGrIyPKsGDKNLAPASSGSTnYngKH

HFR1 CDR-H1 HFR2 CDR-H2 & Glycation
@ Ext Asn Deamidation

PRI O Gin Deamidation Ext

H

000006 IGHVI  2x02 0 0 [} 3 | 0 | R 00 2121 2£30A 1213

~ L caA79298.1 IGHVI 202 [} [} ] 3 ] [} [ ] B 110A 21721 2/10A  12/13

-2 - 000041 IGHV1  18%04 o 0 0 4 [ | 0 | 0 1/10A  20/21 2/10A  11/13
~ L caa79284.1 IGHVI 18404 [} [} ) 4 || [} [ | ] IA0A  20/2) 2/30A  11/13

-2 - IGHV1  69%19 o 0 0 3 [ | 0 | || 1/10A  21/21 2/10A 13
v L can79203.1 IGHVI  69+19 0 ) 0 3 | ) - | R e 2121 2£30A 13

-2 - 000164 IGHV5  51x03 ) | | 0 3 [ | 0 [ | 0 1/10A  19/20 2/10A  13/13
v L caa7930m.1 TGHVS 51%03 [ - a 2 |} [ = a 171048 19/20  2/10A 13713
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Excel export from each Tab

1D Hydrc PKCPI AsnDe MetO: NGy Martin H1-CDR Martin H2-CDR Organism | Lengt H2 H3 H4 H5 HE H7 H8 H9 H1 H1 H1 H1 H1 H1 H1 H1 H1 H1 H2 H2 H2 H2 H2 H2 H2 H2 H2 H2 H3 H3 H3 H3 H3 H3 H3 H3 H3 H3 H4 H4 HA H4 HA HA HA H4 HA HA H5 H5 H5 H5 H5 H5 H5 H5 H5 F
clone017- 2 4 0 2 0 1/10A (H2,H4,H94 3/10B Unkunkno' 119 - - - - - - - - - - - - PGGSLRLSCAASGFTFRDYYMTWIRQAPGKGLEWVSYIST--5GST
clone007- 2 3 0 1 0 1/10A (H2,H4,H35 3/10B (H78) Abba 120 - |- |- - - |- |- |- PGDSLRLCECCAVSGFSLSSYAI KWVRQAPGKGLEWVSYI SK--55TT
clone027- 2 3 0 o 0 1/10A 3/108 Unkunknor 125V Q L V GGGLVAQPGRSLRLSCAASGFTLDDYAI HWVRLAPGKGLEWVSGI SW--5S5GS
clone031- 2 3 o 2 0 1/10A (H94) 3/108 Unkunkno' 126 VQ L VES GGGL VQP GRS LRLSCAASGFTFDDYAMHWVRQAPGKGLEWVSGI SW--NSGS
clone030- 2 2 0 1 0 1/10A (H2,H4) 3/108 Unk unknor 120 - - - - - -WVQPGRSLTLSCAVSGFKFDDYAMHW!| REVPGKGLEWVSGI SW- - NSANM
clone022- 2 1 1 1 0 1/10A (H2,H4,H80 3/10B (H52) Unk unkno' 113 - - - - - CR R R G LRLSCVWGSGFTFDEYGMS WYRQVPGKGLEWVSGVNW--NGGS
clone032- 2 2 1 2 0 1/10A (H2,H4,H33 2/10A (H33,H58,H69,H71) Unk unknot 118 - - - - - - - - - - - - - - - - LRLSCAASGFTFSSYSVYWVRQAPGKGLEWVSYLNG--AGSS
clone018- 2 3 0 1 0 1/10A (H2,H4,H33 3/10B (H33) Unk unknot 123 - - - - - - -----PGGSLRLSCSASGFAFSTYKMNWVRLPPGKGLEWVSYI SS--S5GSS
clone013- 1 1 0 0 0 1/10A (H2,H4,H35 3/10B (H58,H78) Unk unkno' 113 - - - - - Gl S S o G S LRLSCAASGFAFSHYGI FWVRQAPGKGLEWVTIVISGE--DGST
clone-003- 2 4 0 1 0 1/10A (H2,H4) 3/108 Abba 109 - - |- - |- - -----PGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVI WY--DGSNM
clone-004- 2 3 0 3 0 1/10A (H2,H4) 3/108 Abba 126 - - - - - - - - ------GPLRLSCATSGFTFSNYAMHWVRQAPGKGLAQWVAVI SY--DGSHM
clone023- 1 2 0 o 1 1/10A (H26,H34) 3/10B (H56,H58) Unkunknor 126 VH L VES GGGV¥VQPGRSLRLSCAASRLTFNSYAFHWVRQAPGKGLEWVAFI SY--DGGK
clone008- 2 2 0 2 0 1/10A(H34,H04) 3/108 Abba 131vaLvas GGGV VHPGKSLRLSCWMGSGFTFSSYGTHWVRQAPGKGLDWVAEISR--DGGT
clone024- 3 2 0 1 0 1/10A (H2,H4,H10 3/10B (H50) Unk unknot 122 - - - - - - - - - - o o o o - LRLSCAASGFTFSNYWMHWVRQAPGKGQVWVSRI ST--DGRT
clone009- 1 3 0 o 0 1/10A (H32,H33) 3/10B (H33,H50,H56,H59) Abba 127VQLVES GGGYVAQPGRSLRLSCAASGFSFGTSDPVHWVRQAPGEGLEWVALI SF--DGREC
clone029- 1 4 0 0 0 1/10A (H2,H4,H26 3/10B (H51,H78) Unk unknot 116 - - - - - - - - - - - - - - - LRLSCVWVSEYTLRNYGI HWVRQAPGKGLEWVAVILSH - DG N
clone015- 2 1 0 1 0 1/10A (H2,H4,H32 3/10B (H78) Unk unkno' 108 - - - - - - - --------LRLSCVGEGSGFSFTTSAMHWVRQAPDKGLEWVAILISD--GGNNM
clone019- 2 2 o 1 0 1/10A (H2,H4,H10 2/10A (H50,H56,H71) Unkunknot 112 - - - - - - - - - - - - - - - - LTLSCAASGFTFGNHAMTWVRQAPGKGLEWVSSI SG--TsGEF
clone033- 1 2 1 1 0 1/10A (H2,H4) 4/12A (H78) Unkunknor 128/ G WWS L GEARYSQGGPLRLACKVSGVTFSKYAI NWVRQAPGKGLEWIGFIRSKRYGGT
A B = D E E G H 1 1 K L M N O P Qa R 5 T(U|fVv | wW|X Y Z AA AB AC AD AE AF AG AH Al A] AK AL AM AN AO AP AQ AR AS AT AU AV AW AX AY AZ BA BB BC E
; =
2 ID  Hyd PKC Asn Met NGl Mart Mart Nan Org: Lenj Nur Cyst WarH2 H3 H4 HS H6 H7 H8 H9 HIO H11 H12 H13 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
3 cdon 2 4 0 1 0 1/1C3/108 Abbi109 Y Yes - L .C A A G F F G w v
4 |don 2 3 0 3 0 1/1C3/108 Abbi126 Y Yes - L c A G A w v
5 'cdon 2 3 0 1 0 1/1C3/10B (H Abbi 120 Y Yes = L C C A V G A w v
6 con 2 2 0 2 0 1/1C3/108 Abb:i131 ¥ Yes v L c VvV 6 G G w v
7 cdon 1 3 0 0 01/1C3/10B (HAbbi127 Y Yes v L C A A (9 w v
8 cdon 1 1 0 0 0 1/1C3/10B (H Unk 113 Y Yes - L C A A G w v
9 ‘eon 2 1 0 1 0 1/1C3/10B (H Unk 108 Y Yes - L c Vv 6 G w v
10 con 2 4 0 2 0 1/1C3/108 Unk 119 Y Yes - L cC A A G w I
11 don 2 3 0 1 0 1/1C3/10B (HUnk 123 Y Yes - L c ElA F w v
12 con 2 2 0 1 0 1/1C2/10A (H Unk 112 ¥ Yes - L cC A A G A W v
13 cdon 1 2 0 0 1 1/1C3/10B (H Unk 126 YV Yes A\ L cC A A A w v
14 con 3 2 0 1 0 1/1C3/10B (H Unk 122 Y Yes - L C A A G w w v
15 con 2 3 0 0 0 1/1C3/10B Unk 125 Y Yes v L C A A G A W v
16 con 1 4 0 0 0 1/1C3/10B (H!Unk 116 Y Yes - L c v v G w v
17 cdon 2 2 © 1 01/1C3/10B  Unk 120Y Yes - L c AV (9 A W
18 con 2 3 0 2 0 1/1C3/10B Unk 126 Y Yes v L C A A G A w v
19 con 1 2 0 1 0 1/1C3/10B (H! Unk 115 Y Yes = L C A A G A w v
20 (don 1 3 0 1 01/1C3/10B(HUnk 130Y Yes  [NNSEAW L c v e F A w v
21 cdon 2 3 0 2 0 1/1C1/9A Unk 125 Y Yes - L C A A G Y w v
22 con 2 3 0 0 0 1/1C2/10A (H Unk 116 Y Yes - L cC A A G W v
23
A B C D E F 6 H I J K L M N OUP QR S T UV W X Y Z A\ AB AC AD AE AF AG AH Al Al AK AL AM AN AO AP AQ AR AS AT AU
1 I IP G G 5 L R L s C A A S G 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 ttc acc ttc agg gac tac tac atg acc tgg atc cgc cag get cca gEg Aag BEC Ctg Bag tgg gt 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 H40 H41 H42 H43 H44 HA45 HA6 H47 H48 H49 H50 H51 H52 H52 H53 H54 H55 H56 H57 H5¢
4 Frequencies "95%B4%16%029%25%2% 58%'B6%100"14%79%"029%8 893197 0%'B1% <1%"18%'B0%"19%69%"2% 9379 "Ba%BeuEy B7%T9%38%75%B0%07%B 74" 4% <1%"13%04%" 1 1%3% 29" 5% 119 % B "is9
5 CDRs(IMGT) CDR-H1 CDR-H2
6 Alerts < @® (e " B8 (G * e
7 Canonical Classes
8 CDR-H1:1/10. [ ] [ ] [ ] [ ] [ ] 0 000 [ ] [ ]
9 CDR-H2:3/10 L] ® LR ) LN ] L] [ ]
10 Betastrands s s s s s s s 5| [ s s s s s s s | | s s s s s 5 s s | s s s
11 Solvent Accessibility
12 Access L] ® (] [ ] ® 0000 [ ® e 000
13 VH/VL Interactions ® [ ] ® ® ®
14 VH/VL Determinants [ ] [ ] [ ]
15 Core (Kur) [ ] [ ] [ ] [ ] [ ]
16 VH/VL (Kur) [ ] @ [ ] [ ]
17 Germline Alignments
18 VH3-11 wee [ ees | eve | eor | eue [ | ove | aee | eos | ere e | o | eee | ene | eon | eme | b [ e | eee | eon | ene | Be | e | o | ene | oo | eme | ore | e | oo | B | ene | eur | e | wn [ene | oo | oen [ ene | e e | ot | e | eee | e | e
19 VH3ILOCUS3< .. W€ v e e e e e e e e e e e e e ol 38 ot BB e @ e B e e e e e e oB e e e e e e e e e e B e ae
20 VH3-48 co B e e e e e e e e e e e e ot 3B Wb BB e 8 Bl e e e e e B e e e e e e e e B e B
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3D Structure

Uploading of PDB coordinates from external sources is not much simpler. Go to Datasets and
select New Project > Structure

€ Datasets @ Frequ.. v Kabat v [] Kabat v @& PTMs v % Homo sapiens v @
Proprietary Public Stats API £ New Project

Data Entries Processed Protein Entries (unique) 3D Coordinates
Project Description Imports  Protein  Protein+DNA  DNA  Heavy Chain Light Chain  Not Numbered Heavy  Light
Sequence
No Projects
Structure

No Projects
Germline

No Projects

Total 0 0 0 0 { 0 (© 0 0 0 0

Once loaded you can explore sequence positions related to 3D structure marking them for
investigation across all tabs.

A new viewer is in that latest version which enables two way selections of residues. For
antibodies with 3D coordinates, if you select a residue on the sequence display it will be
highlighted on the structure and vice versa

Q SEARCH / RESULTS / 1n8z_B (neavr) @ Frequ.. v Kabat v [ Kabat v @ PTMs v % Homo sapiens v @

Summary  Structure  Germline View  Humanize Library APl @ B @

HI: 110A v H2: 2/10A v +Features v I+ @ x (9 < n Na R © Frequencies ::2)
10 20 30 40 50 60 70 80 90 100 110 100
| . | | | |..A | - | ..ABC | | ABC. ps
EVQLVESGOGLVAPGGSLRLSCAASGFN | KDY | HBVROAPGKGLEWVARI YPIINGY TRYADSVKGRF T1SADTSKNTAYLQNSLRAEDTAVYYCSRWGGDGEY AMDYWGAGTLVTVS SASTKGRSVEF
HFR1 CDR-H1 HFR2 CDR-H2 HFR3. CDR-H3 HFR4 70
CORHI  110A @ ® co0e o cooce o o . oo cee . 50
CDR-H2 2/10A . o 000 00 0 00 L ) . E s0
—) - — — — S— —)- — — S— —- —- [

Access @ L] o000 o0 oo o oo . &

) = 4= + ) »

20
10

SRR RS 0 S .
O 2RO ACDEFGH I KLMNPQRSTVWY +
Position H35

O Style Reset All
Stick Ball and Stick
Line Cartoon
Spacefill Backbone
Q@ Colour Set to Global Colour
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Paired Heavy/Light Analysis

If you have paired Heavy/Light chains and want to view the information together we have
improved the system by providing two approaches

The first is to add the corresponding Chain to those which have them

Refine  Heavy Light (1594 paired] (276)
All Paired Chains

Triage X &~ 1F v 5~ HL @ 100% v [EPTM - Py VRl 1 < (O

Refine  Heavy (3638  Lignt (34)  [Pairea) (8

B @ - o @ @ - JEER 0B R e— ®

28 CoR-H1 2 CoR-H2 3 KLmorar
e e W . o :
afoi e casenn Pt AsLRSOOTAVYY VT [SSELTaRPA-USVALGOTVRITCUGS YOOKPGOAPYLHEYCRMNRRS GEFOR
VRaHpaKGL asst [HYELTORPS - RSVAPGORVTISCSESRSH- FGsRYSYYROEPGRAPKLLIVIBBRRSSGVPOR)  * rooeromy X MnPaRaTvmYS
i S P A TS G s
LVE--SGGGLVOPEGSLAL iamws OYWG0G.-------{o 5K TOPRS HSBSPGOSETESETBT: YOURPGKAPKLLLYEYSKRPSCUSNAI
oo S—or : o o —
Summary  Structure  Germline View  Humanize B-
+Features v I+ @ x (9 «|» u Ala  =[)
Chains 000006 - Heavy
10 20 30 40 50 60 70 80
......... P AN PSPPI [DREPERPEPEPN DU SPEREEPEPE [DRPRPEPERRPEPN DR
QVQLVQSGAEVKKPGASVKVSCKASGY TFTGYYMHWYRQAPGQGL EWMGWI NPNSGGTNYAQKF QGRYT | TRDTSASTAYMEL
Y SR IR e EUeEEE B0 LR Ee B Eas e R T EBEERE I IEE ONE OB SO NG R OS2 000 80 SRAaRe e NeYBEaSe
HFR1 CDR-H1 HFR2 CDR-H2 HFR3
Access @ o0 [T 111 o0 LI )

-] ¥ +0

Chains 000006 - Heavy 007515 - Light
90 100 110 20 30 40
ABC.......|......... [A. ... ... oo [ ABC. . |......... [

SSLRSEDTAVYYCARDFLSGYLDYWGQGTLVTVSSIQSVLTQPASVSGSPDQSITISCTEGTSSDVGGYKYVSWYQQHPDKAPKV

PO NP OROCPEPDIRBDONDO GREHHACSDOONROOO SN PWDONWRBANAPRAZOWAANEONNNN A~ WERBONODOARDA AT SOR W

% opcbhmwwu\pmpcwo N= mmmoxswmﬂommm\ANAhmbo (SEFNE N o OUNO©-20UIW =
HFR3 CDR-H3 HFR4 LFR1 CDR-11 LFR2
Access [ eonee [ [ o000

[ ]
o + o4 o = +

Chains 007515 - Light

MI YDVTNRPSGGSNRFSGSKSGNTASLT | SGLQAEDEADYYCSSYAGAQSLVFGGGTKLTVLG

AQROZOBRUWNOANACONOQ-"QONACRONODONWAVODNIONSTNREO A A—'?\)N(Q—'mwwww\lmgm

% =N N® NS S0O0ONN ou ROGO® SRR © No-=9 ©Z-ooOH
LFRZ CDR-L2 LFR3 CDR-L3 LFR4
Access @[ 0@ oo o o v 000 LN )

4 41 0 o M

The second approach is to restrict results to just paired chains during the search phase.
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Library Module

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

In the following image we have selected H16 to over-ride (first you must select the residue and
then click override). See the extra slider for the selected H16
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Replacement Strategy

Region Threshold Highest Frequency  Threshold
HFR1 0.4 ®
CDR-HI: 0.4 ®
HFR2 0.4 ®
CDR-H2: 0.4 O]
HFR3: 0.4 ®
CDR-H3: 0.4 ®
HFR4: 0.4 @®

Residue Override

H16 0.08 o) O
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