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CRITERIOS DE BUSQUEDA / UNIDAD DE INVENCION (Pantallazos)

CDR 1 Cadena liviana

Percent Identity Matrix - created by Clustalz.l

1: WO2813878191 28 160.86 62.31 24 .62
20 Wo2el3e73191_18 92.31 1e6.ee 92.31
3 Wo2e13evB8191 19 84.62 92.31 168.e@

CLUSTAL 0(1.2.1) multiple sequence alignment

Wo2e13878191_28 RGSSSNIGLNYWS
Wo2813078191_18 SG555NIGLNYWS
Wo2813078191_19 SG5LSNIGLNYWS

& Fohkekkdkckkk®

CDR 3 Cadena liviana

Percent Identity Matrix - created by Clustalz.l

Wo2813878191 23 190.88 98.91 81.82 81.82 72.73 72.73 81.82 72.73 72.73
Woze13e78191_24 96.91 1e6.e@ 98.91 98.91 63.64 81.52 72.73 72.73 72.73
Wo2813878191 29 81.82 98.91 166.ee 81.82 72.73 0@.91 81.82 81.82 81.82
Wo2813878191_28 81.82 98.91 81.82 1es.ea 72.73 0@.91 81.82 81.82 81.82
Wo2813878191_26 72.73 63.64 72.73 72.73 1es.ea 81.82 9@.91 81.82 81.82
Wo2813e878191 22 72.73 81.82 98.91 98.91 81.82 1ea.e88 98.91 9a.91 9a.91
Wo2813878191_25 81.82 72.73 81.82 81.82 08.91 08.91 1e9.88 9a.21 9a.21
Wozel13e78191_27 72.72 72.73 81.82 81.82 81.82 92.91 92.91 1e@.88 9a.91
Wo2813878191_38 72.73 72.73 81.82 81.82 81.82 0@.91 98.91 98.91 1e6.88

[ B R R o



CLUSTAL 0{1.2.1) multiple sequence alignment

Wi2813873191_23 AALDDSPPGEA
Wi2el3ayrslel_24 AALIDDSPSGEA
Wl2el38738191_29 AALIDDSPSGEY
Wi2el138738191_28 AALDDSLSGEA
WO2el3878191_26 AALDDGLPGEY
Wo2el3a78191_22 AALIDDSLSGEY
Wo2e13878191_25 AALIDDSLPGEY
Wo2el3a78191_27 AALDDSLIGEY
Wi2813878191_38 AALDDSLRGEY

EREEE ok

CDR 2 Cadena pesada

Percent Identity Matrix - created by Clustal2.1l

1: WO2813878191 32 1608.86 c4.12 04.12
2: WO2613878191 33 94.12 166.68 04.12
3: WO2613878191 34 g4.12 c4.12 166.8@

CLUSTAL 0(1.2.1) multiple sequence alignment

Wo2e13078191_32 YIGSSGGVTNYADSVEG
WoO2e13878191_33 IIGSSGEVTNYADSVEG
Wo2e13078191_34 VIGSSGEVTNYADSVEG
ExFEkkkkkkkEREEE
[EBiDownload ~ GenPept Graphics ¥ Next & Previous & Descriptions

immuneglobulin lambda chain, partial [Home sapiens]

Sequence ID: dbj|BALD4183.1| Length: 111 MNumber of Matches: 1

Related Information
Range 1: 1 to 110 GenPept Graphics

Score Expect Method Identities Positives Gaps.
202 bits(474) 1e-61 Compositional matrix adjust.  98/110(89%) 100/110(90%) 0/110{0%)

Map Viewer - ligned genomic contest

Query 1 QSVLTQPPSASGTPGQRVT ISCSGS LSNIGLHYVSWYQQLPGTAPKLLISRNNQRPSGVP 68
QSVLTQPPSASGTPGORVTISCSGS SNIG N V WYQQLPGTAPKLLI  NNQRPSGVP
Sbjct 1 QSVLTQPPSASGTPGQRVTISCSGSNSNIGSHTVHWYQQLPGTAPKLLIYTNNQRPSGVP 68

Query 61  DRFSGSKSGTSASLATSGLRSEDEADYYCAAWDDSPPGEAFGGGTKLTVL 118
DRFSGSKSGTSASLAISGL+SEDEADYYCA+WDDS G FGEGTKLTVL
Sbjct 61  DRFSGSKSGTSASLAISGLQSEDEADYYCASWDDSLNGVVFGGGTKLTVL 118
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Select All None Selected:0

it Alignments o
Description ST:; ;Egi ?;‘53 vafue Ident  Accession
[J Chain L, Crystal Structure Of Serbb3-fab3379 Complex 234 234 100% 1e-71 100% sScCUS L
@ lin light chain variable region [Homo sapiens] 208 208 100% 3e-64 92% AKU388791
O im variable region VL lambda domain [Homo sapiens] 208 208 100% 3e-64 02% AATOSS31.1
a lin variable region [Homo sapiens] 210 210 100% 5e-84 03% ADXE59851
O imm lin light chain variable region [Homo sapiens] 207 207 100% 2e-63 90% AAKS47851
O im light chain variable region [Homo sapiens] 205 205 100% 4e63 00% ABADE040.1
O imm lin light chain variable region [Homo sapiens] 205 205 100% 7e-63 90% ABA260SS.1
O imm lin light chain variable region [Homo sapiens] 204 204 100% B8e-63 O0% ABIT4143.1
U antiHPA-Sb imm light chain veriable region [Homo sapiens] 204 204 100% 2e62 B80% AAP31886.1
O imm lin light chain variable region [Homo sapiens] 204 204 100% 3e-62 O0% ABIT41651
O im light chain variable region [Homo sapiens] 203 203 100% Ge-62 B8O% CAD2
O imo G heavy chain variable region [Homo sapiens] 203 203 100% G5e-62 BO% AIT38767.1
O imm lin light chain variable region [Homo sapiens] 202 202 100% 6e-62 B9% ABG383581
O im lambda light chain variable region [Homo sapiens] 202 202 O7% Tef62 02% CAC28008.1
O imm lin light chain variable region [Homo sapiens] 202 202 100% 9e-62 B8% ABIT4144.1
O imo lin variable region [Homo sapiens] 204 204 100% 1e-61 91% ADX65958.1
O imo lambda chain [Homo sapiens] 202 202 100% 1e-61 B89% BALD4188.1
) variable i lin anti-Digoxigenin light chain [Homo sapiens] 202 202 97% 1e-61 91% CAAST3D3A1
& imm lambda light chain variable region [Homo sapiens] 201 201 00% 2e61 B89% CAlooesEd
L) imm light chain variable region YM2-PPS-14-L1-28 [Homo sapiens] 202 202 100% 2e-61 O0% ABCB70251
=] lin lambda chain [Homo sapiens] 201 201 100% 3e-61 B8% BALD41851
producing si i
Select: All None Selected 0
77 Alignments o
Description :::‘:E ::i S::g v:ue Ident| Accession
(0 sequence 57 from patent US 8926976 202 202 100% 3e-66 93% AKV99400.1
[0 seauence 44 from patent US 8926976 200 200 100% 2065 93% AKVO9387.1
[ Sequence 25 from patent US 8357367 198 198 100% Be65 89% AGDI7694.1
[ Sequence 12 from patent US 8492529 198 198 100% Be65 90% AGU25563.1
[ Sequence 68 from patent US 8987422 198 198 100% BeB5 90% AKX433391
([0 sequence 243 from patent US 7947809 198 198 100% 1e-84 92% AEH987081
(O sequence 45 rom patent US 7867493 197 197 100% 3e-64 91% AEC23431.1
(0 sequence 1240 irom patent US 7138501 201 240 100% 4eB4 BY% ABL5IT40.1
[0 seauence 60 from patent US 8987422 200 200 100% 4e-64 90% AKX433311
[ Sequence 8 from patent US 8492529 200 200 100% 6e64 90% AGU255611
[ Sequence 1255 irom patent US 7438501 201 240 100% 6e64 92% ABL5I7551
[ Sequence 346 from patent US 7612179 196 196 100% Be4 90% ADAI3GE11
[ sequence 5 from patent US 8216571 196 196 98% 1e-63 90% AFO031921
[ sequence 37 from patent US 8926976 196 196 100% 1e-63 91% AKV993801
[ sequence 4 from patent US 8492529 200 200 100% 1e-63 90% AGU25550.1
[ seauence 35 from patent US 8926976 195 195 100% 2063 91% AKV9378.1
[ Sequence 75 from patent US 8926976 194 194 100% 363 91% AKVO94181
[ Sequence 66 from patent US 8926976 194 194 100% 3e63 90% AKV994091
[ sequence 362 from patent US 7612179 194 194 100% de-63 89% ADA33G771
[ sequence 48 irom patent US 8926976 194 194 100% 4e-83 90% AKV993911
(O sequence 21 from patent US 8926976 194 194 100% 4e-63 90% AKV99364.1
[0 sequence 802 from patent US 7790862 194 194 100% 4e63 88% ADSI0465.1
[ Sequence 39 from patent US 7867433 194 194 100% 5e63 B89% AEC234251
[ Sequence 149 from patent US 8926976 193 193 100% 7e63 90% AKV994921
[ Sequence 46 from patentUS 7514534 194 194 100% Be63 83% ACO23221.1
[ sequence 29 irom patent US 7767207 193 193 100% B8e-63 89% ADS198081
(O sequence 43 from patent US 7867493 193 193 100% B8e-63 89% AEC234201
(O sequence 40 from patent US 8926976 193 193 100% 9e-63 89% AKV993831
[ seauence 1 from patent US 8131480 193 193 97% 9e63 91% AFD50128.
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Queryo
Nucleotide Sequences Protein Sequences

Paste or Choose your query.

>W02813878191 2
EVQLLESGGGLVQPGGSLRLSCAASGFTFSYYYMQWVRQAPGKGLEWVSYIGSSGGYTNYADSVKGRFTISRONSKNTLY LQMNS LRAEDTAVYYCARVGLGDAFDIWGQGTMVTVSS

TFGQRVTI5C5GSLSNIGLNYVS'L\IYQQLPGTAPKL LISRNNQRPSGYVPDRFSGSKSGTSASLAISGLRSEDEADYYCAANDDSPPGEAFGGGTKLTVL

Type of Search | Patents Databases Only
@ Patents and Public Reference Databases

Result Name 1P 2015-07-31 17:19:39 Dsend E-mail on completion

[] compare to both nucleotide and protein databases * Please note by selecting to search both nucleotide and protein databases your account will be billed for double the amount of sequences searched.

Search Strategyo
GenePAST Blast Fragment Search Motif
Percent identity 80

SfVET iz Iength query or subject =

Additional Strategy Parameters

Limit subject length from 100 to 1000 residues
Keep a maximum of 10000 results (per query)
Subject Databases 0

» Apply filters to subject databases
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(© GenomeQuest  Launch » Je

> Full aln results of workflow 14-121983

Nt Vew  Expet  Apslcatons
Y racron = | [y sreeries = || [ B sovtion = | [ shorimn = exportowtis |+ [ [ et Pl 8 Asgrments
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20.000 Results

WO2013078181_3 1-3 of 10.000 | View al 1 -
100 100 100 0 WO0130783913 T empty TBO (informaton ot in GQ: JP2015506912-  PENDING 05-Mar-2015  POF
0003
10 100 100 0 WO2013078191_3 MEDIMMUNE LLC BINDING MOLECULES SPECIFIC FOR HERI AND  claim: 3; 23; 26; 28; 42; 43 US20140363429-  PENDING 11-Dec-2014 POF
USES THEREOF 0003
100 100 0 WO2013078191_3 MEDIMMUNE, LLC ; CHOWDHURY, PARTHA S. ; TICE, DAVID ; XIAD, ZHAN ; STEINER, PHILIPP ; KINNEER, BINOING MOLECULES SPECIFIC FOR HER AND  TBD (information not in GQ-Pat] CA2856267-0003  PENDING 30-May-2013 POF
KRISTA ; REBELATTO, MARLON USES THEREOF
seq_1 1-3of 10.000 \
9833 100 100 0 seqt MEDIMMUNE, LLC ; CHOWDHURY, PARTHA S. ; TICE, DAVID ; XIAO, ZHAN ; STEINER, PHILIPP ; KINNEER, BINDING MOLECULES SPECIFIC FOR HERI AND  TBD (informaton not in GQ-Pat] CA2856267-0002  PENDING 30-May-2013 POF
KRISTA ; REBELATTO, MARLON USES THEREOF
s633 100 100 0 seql MEDIMMUNE LLE [US]; BINGING MOLECULES SPECIFIC FOR HERY AND  TBD (information not in GQ-Pst) ep27579: 2 PENDING 05-Nov-2014 POF
USES THEREOF
9833 100 100 0 e MEDIMMUNE LLC BINDING MOLECULES SPECIFIC FOR HERI AND  probable disclosure (not found by KRI0Z0140113912- UNKHOWN 25-5e0-2014 POF
USES THEREOF autamated parsing) 0002

Query 1-2 of



