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Query % | Subj. |Align % Query Identifier tent Title atent Sequence Location Identifier Extended | Publication | PDF
4 v | %I 1d | i Legal Status Date Link

WO02013068946CL 1-3 of 500 [ View all 500 Results ]

O 43.39 100 100 0 WO02013068946CL  QUEEN MARY & WESTFIELD COLLEGE Synthetic scFv Analogue To The 6313/G2 (Anti Angiotensin I1 Type  probable disclosure (not found US20140127205-  PENDING  08-May-2014  PCF
LONDON, UNITED KINGDOM 1 Receptor) Monoclonal Antibady Variable Regions by automated parsing) 005
I:l 48.39 100 100 0 W02013068946CL THE BRIGHAM AND WOMEN&APOS;S Targeting ABCBS for cancer therapy claim: 9; 10; 11 US8697072-0006 GRANTED 15-Apr-2014 PDF
HOSPITAL, INC. BOSTGN, MA
o 48.39 100 100 0 WO2013068946CL  &pi i=gtn &_°&]° £°8Tii=e®i = empty probable disclosure (not found KR20140033152-  UNKNOWN  17-Mar-2014  POF
by automated parsing 0074

WO02013068946CP 1-3 of 500 [ View all 500 Results ]

] 43.24 100 100 0 WO02013088946CP  RINAT NEUROSCIENCE CORP [US]; ANTIBODIES SPECIFIC FOR TROP-2 AND THEIR USES probable disclosure (not found W02013068946-  PENDING  16-May-2013  POF
by automated parsing 0038

I:l 43.24 100 100 0 WO02013068946CP RINAT NEUROSCIENCE CORP. ANTIBODIES SPECIFIC FOR TROP-2 AND THEIR USES claim: 3; 18 US20140357844- PENDING 04-Dec-2014 PDF
0038

o 43.24 100 100 0 WO02013068946CF  RINAT NEUROSCIENCE CORP. Antibodies specific for Trop-2 and their uses claim: 3 USB871908-0038  GRANTED  28-Oct-2014  FOF
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** See all subjects mapped to this query
©* Ses all queries mapped to this subject

Vour query comtains this sequence.

Align len= 15 23, Errors= ity= 209%, Sinilerity= 108%
Query (uozelzescssscL) ler= 31 33, pos= 1-15 33 , Identity query 45 5%, Mo gaps querys 3, alignemnt coverage querye £3.39%, SEP covsrage querys 43.39%
oLt (Usaso7072.000) 1ena 15 3o, pose 115 ab » TaSntity sUbjects 105%, Mo Gope sublecis Oy ALignnent coneraga Subjeren 00K

1 RASKSUSTSGYSYIH 15
THL
1 RASKSVSTEGYSYIK 15

# See all subjects mapped to this query
©* See all queries mapped to this subject

Vour query comtains this sequence.

i , Identity= 164%, Similarity= 106%
Quety (uasiseosbencs) tana 31 ot pbem 115 oo, Toenii b gopz auery= o sligment Folimc ok ek 45.39%, HSe coverage querys 48.39%
et CiRao1a0osa152 cra) Leva 15 2a, poee 1-i5 2o 5 Thertin) sll:]e:t ook, b Eaps subjects B, alignaent coversge subfecte 100K

1 RASKSVSTSGYSYMH 15
THL
RASKSVSTSEYSYH
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e —————
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Query (woasazsssssscs) Len 2028
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Cadenas Pesadas

CLUSTAL 2.1 multiple sequence aligmment

SEQ_ID_NO_S MOLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGEGLEWIGVINTSG-VTDY 59
SEQ_ID_NO_8% MOLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGEGLEWIGVINTSG-VTDY 59
SEQ_ID_NO_ 182 MOLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGKGLEWIGVIWTSG-VTDY 59
SEQ_ID_NO_6% MOLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGKGLEWIGVIWTSG-VTDY 59
SEQ_ID_NO_13 OLVOSGAEVKKPGASVEVSCKASGYTFTSYWINWYRQAPGOGL EWMENIFPSDSYSNY 68
SEQ_ID_NO_67 OLVOSGAEVKKPGASVEVSCKASGYTFTSYWINWYRQAPGOGL EWMENIFPSDSYSNY 68
FEEE (EE, ORE, DL EE ppoFE poREE EEERERLE Rp R, ¥
SEQ_ID_NO_S MNSALMGRVTISVDTSKNQFSLELSSVTAADTAVY Y CARDGDYDRY TMDYIWGQGTLVTVSS 119
SEQ_ID_NOD_3% NSALMGRVTISVDTSKNQFSLELSSVTAADTAVYY CARKKDYDRYTADYWGQETLVTVSS 119
SEQ_ID_NO 182 NSALMGRVT ISVDTSKNQFSLKELSSVTAADTAVYY CARKKDYDRYTXDYIWGRGTLVTVSS 119
SEQ _ID_NO 6% NSALMGRVTISVDTSKNQFSLELSSVTAADTAVYYCARDGDYDRYTMDYIWGRGTLVTVSS 119
SEQ_ID_NO_13 NEKFKDRVTMTROTSTSTWYMELSSLRSEDTAVYYCARGSGFD- - -- - YWGRETLVTVSS 115
SEQ_ID_NO_&7 MNEKFKDRVTMTROTSTSTVYMELSSLRSEDTAVYYCARGSGFD- - -- - YWGRETLVTVSS 115
¥, ¢+  FXkXaw kEkX srEkkEky 1 BREEXFREX LiE FEEEEFXXXERE
SEQ ID_NO_S  mmm e e o m e m e
SEQ ID_ND_B5 ===-m--=c---ccecccmcmeeemeeesmeeeeeseseeeesessssesseeses—mea
SEQ_ID_NO_ 182 ASTKGPSVFPLAPSSKSTSGATAALGCLVEDYFPERPVTVSWNSGALTSGWHTFPAVLYSS 179
SEQ_ID_NO_6% ASTKGPSVFPLAPSSKSTSGETAALGCLVEDYFPEPYTVSWNSGALTSGWHTFPAVLYSS 179
SEQ ID_NO_13  =mmmmmmmm e e m e e e e
SEQ_ID_NO_&7 ASTKGPSVFPLAPSSKSTSGETAALGCLVEDYFPEPYTVSWNSGALTSGWHTFPAVLYSS 175
SEQ_ID_ND S
SEQ_ID_NO_B5
SEQ _ID_NO 182 GLYSLSSWTVPSSSLGTOTYICHVNHKPSNT KVDEKVEPKSCDETHTCPPCPAPELLGG 239
SEQ_ID_NO_6% GLYSLSSWTVPSSSLGTOTYICHVNHKPSNT KVDEKVEPKSCDETHTCPPCPAPELLGG 239
SEQ ID_MO_13 oo m s oo mmm oo o e
SEQ_ID_NO_&7 GLYSLSSWTVPSSSLGTOTYICHVNHKPSNT KVDEKVEPKSCDKTHTCPPCPAPELLGG 235
SEQ ID_ND_5 = ===--ee-ece-cceccceceeeeeeemeeeeeseeeeeeseeeeseemeeses—mea
SEQ ID_ND_B5 ===-m--=c---ccecccmcmeeemeeesmeeeeeseseeeesessssesseeses—mea
SEQ_ID_NO_ 18z PSVFLFPPEPKEDTLMISRTPEVTCVVVDVSHEDPEVEFNIWYVDGVEVHMAKTKPREEQYN 299
SEQ_ID_NO_6% PSVFLFPPEPKEDTLMISRTPEVTCVVVDVSHEDPEVEFNIWYVDGVEVHMAKTKPREEQYN 299
SEQ ID_MO_13 === mmmmmm e e m e e e
SEQ_ID_NO_&7 PSVFLFPPEPEDTLMISRTPEVTCVVVDVSHEDPEVEFNIWYVDGVEVHNAKTKPREEQYN 295
= o 1 T
SEQ ID_MNO_BS o mmmm o mmmm e m o mm o m e
SEQ_ID_NO_ 122 STYRVVSVLTVLHODUWLMGKEYKCKVSNEALPAPTEKTISKAKGQPREPQWYTLPPSREE 359
SEQ_ID_NO_6% STYRVVSVLTVLHODUWLMGKEYKCKVSNEALPAPTEKTISKAKGQPREPQWYTLPPSREE 359
SEQ ID_MO_LZ mmm s e oo m e e
SEQ_ID_NO_&7 STYRVVSVLTVLHODUWLMNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQWYTLPPSREE 355
SEQ ID_NO_S =~ mmmmmmmmmm e e e e e e
SEQ ID_NO B5 ~ =mmm oo mm e e e e e e
SEQ_ID_NO 182 MTKNQVS LTCLVEGFYPSDIAVEWESMGOPENNYKTTPPVLDSDGSFFLYSKLTVDESREY 419
SEQ_ID_NO &5 MTKNQVS LTCLVEGFYPSDIAVEWESMGOPENNYKTTPPVLDSDGSFFLYSKLTVDESREY 419
SEQ_ID _NO_13 = mmm - s mm e e e e e e e
SEQ_ID_NO_&7 MTKNQVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW 415
SEQ ID_NO_S ~ =-mmmememmmmmmmmmmmmmmmemeemen
SEQ _ID_NO_B5 =-===-m-mmmmmmmmmmmmmmemeeen
SEQ_ID_NO_ 18z QOGNVFSCEVMHEALHNHY TQKSLSLSPGK. 449
SEQ_ID_MNO_65 QOGNVFSCEVMHEALHNHY TQKSLSLSPGK. 449
SEQ ID_NO_13 =-----mmmmmmmmmmmmmemeeee
SEQ_ID_NO_&7 QOGNVFSCSVMHEALHNHY TQKSLSLSPGK. 445
SEQ ID NO: 5 85 102 65 13 67
5 100.00
85 97.48  100.00
102 97.48 100.00 100.00
65 100.00 97.48 99.33 100.00
13 50.88 50.88 50.88 50.88 100.00
67 50.88 50.88 87.39 87.39 100.00 100.00

Los grupos que se encuentran sustentados son: SEQ ID NO: 5, 85,102 y 65 y SEQ ID NO: 67,102 y
13



Cadenas livianas

CLUSTAL 2.1 multiple sequence alignment

SEQ_ID_NO_3 DIVMTQSPOSLAVSLGERAT INCRASKSVSTSGEYSYMHIWYQQKPGOPPKLLIYLASNLES 68
SEQ_ID_NO 6 DIVMTQSPOSLAVSLGERAT INCRASKSVSTSLYSYMHWYQQKPGOPPKLLIYLASNLES 68
SEQ_ID_NO_G6 DIVMTQSPOSLAVSLGERAT INCRASKSVSTSGYSYMHWYOQKPGOPPKLLIYLASNLES 68
SEQ_ID_NO_68 EIVLTQSPATLSLSPGERATLSCRASQTIGTS- - - - IHWYQQKPGOAPRLLIYYASESIS 56
SEQ_ID_NO_12 EIULTQSP.—«TLSLSPGERHTLSCH_.-.SQTIGTS -—I-lI.x"r’QQhF‘GQHPQLLIWhSESIS 55
SEQ_ID_NO_3 GVPDRFSESGSGTDRTLTISSLOAEDVAVYYCOHSRELPY TFGOGTKLEIK - - == -— - 111
SEQ_ID_NO_G GVPDRFSGE5GSGTDFTLTISSLOAEDVAVYYCOHSRELPY TFGOGTKLETK - - - == - - 111
SEQ_ID_NO_G6 GVWPDRFSESGSGTDRTLTISSLOAEDVAVYYCOHSRELPYTFGOGTKLEIKRTVAAPSYE 120
SEQ_ID_NO 58 GIPARFSESGSGTDFTLTISSLEPEDFAVYYCSQSFSWPFTRGOGTKLEIKRTVAAPSVE 116
SEQ_ID_NO_12 GIPARFSGSGSGTDFTLTISSLEPEDFAVYYCSQSFSUPFTFGOSTKLETK - == ----- 187
SEQ ID_NO 3 = oo s o mmmmmmm e e
SEQ ID_NO_B = oo s s mmmmmmmmm o
SEQ_ID_NO_66 IFPPSDEQLKSGTASVVCLLNNFYPREAKVQIKVDNALQSGNSQESVTEQDSKDSTYSLS 180
SEQ_ID_NO_58 IFPPSDEQLK SETASVVCLLNNFYPREAKVQLK VDNALOSGNSQESVTEQDSKDSTYSLS 176
SEQ ID_NO 12— oo oo m e m e n .
SEQ ID_NO_3 = mmmmmmmmmmmmmmmmmmemmee_
SEQ ID NO 6 = mmmmmmmmmmmmmmmmmmmmememee
SEQ_ID_NO_G6 STLTLSKADYEKHKVYACEVTHOGLSSPYTKSFNRGEC 218
SEQ_ID_NO_68 STLTLSKADYEKHKVYACEVTHOGLSSPYTKSFNRGEC 214
SEQ ID_NO 12 mmm oo mmmmemmmmeme

SEQ ID NO: 3 6 66 68 12

31 100.00

699.10 100.00
66 | 100.00 99.10 100.00
68 | 71.03 71.03 85.51 100.00
12 171.03 71.03 71.03 100.00 100.00

Los grupos que se encuentran sustentados son: SEQ ID NO: 3, 6 y 66, SEQ ID NO: 66 y 68 y SEQ
IDNO: 12y 68

Cadenas pesadas

>SEQ_ID_NO_5
QVQLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGKGLEWIGMIWTSGVTDYNSALMGRVTISVDT
SKNQFSLKLSSVTAADTAVYYCARDGDYDRYTMDYWG QGTLVTVSS

>SEQ_ID_NO_85
QVQLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGKGLEWIGVIWTSGVTDYNSALMGRVTISVDT
SKNQFSLKLSSVTAADTAVYYCARXXDYDRYTXDYWGQGTLVTVSS

>SEQ_ID_NO_102
QVQLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGKGLEWIGVIWTSGVTDYNSALMGRVTISVDT
SKNQFSLKLSSVTAADTAVYYCARXXDYDRYTXDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALG
CLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVE



PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHN

HYTQKSLSLSPGK
>SEQ_ID_NO_65
QVQLQESGPGLVKPSETLSLTCTVSGGSISSYGVHWIRQPPGKGLEWIGVIWTSGVTDYNSALMGRVTISVDT
SKNQFSLKLSSVTAADTAVYYCARDG MDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALG

CLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVE

PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHN
HYTQKSLSLSPGK

Cadenas Livianas

>SEQ_ID_NO_6

DIVMTQSPDSLAVSLGERATINC L WYQQKPGQPPKLLIYLASNLESGVPDRFSGSGSGT
DFTLTISSLQAEDVAVYYCQHSRELPYTFGQGTKLEIK

>SEQ_ID_NO_66

DIVMTQSPDSLAVSLGERATINC G WYQQKPGQPPKLLIYLASNLESGVPDRFSGSGSGT

DFTLTISSLQAEDVAVYYCQHSRELPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREA
KVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

Cadenas Pesadas

>SEQ_ID_NO_13
QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWINWVRQAPGQGLEWMGNIFPSDSYSNYNKKFKDRVTMT
RDTSTSTVYMELSSLRSEDTAVYYCARGSGFDYWGQGTLVTVSS

>SEQ_ID_NO_67
QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWINWVRQAPGQGLEWMGNIFPSDSYSNYNKKFKDRVTMT
RDTSTSTVYMELSSLRSEDTAVYYCARGSGFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCL
VKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPK
SCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVS
LTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY
TQKSLSLSPGK

Cadenas livianas

>SEQ_ID_NO 12
EIVLTQSPATLSLSPGERATLSCRASQTIGTSIHWYQQKPGQAPRLLIYYASESISGIPARFSGSGSGTDFTLTIS
SLEPEDFAVYYCSQSFSWPFTFGQGTKLEIK

>SEQ_ID_NO_68
EIVLTQSPATLSLSPGERATLSCRASQTIGTSIHWYQQKPGQAPRLLIYYASESISGIPARFSGSGSGTDFTLTIS
SLEPEDFAVYYCSQSFSWPFTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWK
VDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC



