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Busqueda en PatBase

2) Family : 31
Title: FUNCTIONAL INFLUENZA VIRUS-LIKE PARTICLES (VLPS)

(US2005C A)

Abstract: Source: US2005009008A Recombinant influenza virus proteins, '\ncluding influenza capsomers, subviral particl&: virus-like particles
{VLP), VLP oomplexes, and/or any portions of thereof, are pm\nded as a vaccine for influenza viruses. The invention is based on the combmatlan
of two vaccine technologies: (1) intrinsically safe recombinant vaccine technology, and (2) highly immunogenic, self- assembled

macromolecules embedded in plasma membranes and comprised of multiple copies of influenza virus structural

exhibiting neutralizing

epitopes in native conformations. More specifically, this invention relates to the design and production of functional homotypic and heterotypic

recombinant influenza virus-like particles (VLPs) comprised of recombinant structural proteins of human influenza virus type A/Sydney/5/94

(H3N2) and/or avian influenza virus type A/Hong Kong/1073/99 (H9N2) in baculovirus-infected insect cells and their application as a vaccine in
the prevention of influenza infections and as a laboratory reagent for virus structural studies and clinical diagnostics.

Classifications:

International (IPC B-9): AG1K39/12 C12N15/33 A61K AB1K35/56 AG1K35/64
AB1K36/06 AB1K39/00 AB1K39/145 A61K39/155 AB1K39/245 A61K39/25 A61K39/295
ABG1K39/39 A61P31/12 A61P31/14 A61P31/16 A61P31/22 A61P37/04 CO7H21/04
C07K14/005 CO7K14/03 CO7K14/04 CO7K14/05 CO7K14/11 CO7K14/135 CO7K14/165
C07K19/00 C12N1/15 C12N1/19 C12N15/00 C12N15/09 C12N15/11 C12N15/44
C12N15/86 C12N5/10 C12N7/00 C12N7/01 C12N7/04 C12N9/24 C12P21/00 C12P21/02
C12P21/06 C12Q1/68 C12Q1/70 C12R1/92 GO1N33/569 (Advanced/Invention);
C12R1/92 A61K39/00 AB1K39/145 A61K39/245 AG1K39/25 CO7K14/04

CO7K14/11 (Advanced/Non-invention);

AB1K39/00 AB1K39/12 AGL1K39/145 A61K39/245 A61K39/39 A61P31/00 CO7H21/00
CO7K14/00 CO7K14/005 C12N1/15 C12N1/19 C12N15/09 C12N5/10 C12ZN7/00
C12N7/01 C12N7/04 C12P21/06 C12Q1/68 C12Q1/70 GO1N33/569 (Core/Invention);
CO7K14/005 (Core/Non-invention);

A61K CO7K C12N (Subclass/Invention)

International (IPC 1-7): A61K A61KO0/00 A61K39 A61K39/12 A61K39/145 A61K39/25
C07H21/04 CO7K1/00 CO7K14/00 CO7K17/00 C12N15/09 C12N15/63 C12N15/70
C12N15/74 C12N15/85 C12N15/87 C12N7/01 C12Q1/70

CPC: C12N2710/16723 C12N2760/16022 C12N2760/16023 C12N2760/16234
C12N2770/20034 C12N15/86 A61K39/155 CO7K2319/735 C12N2760/18534
AB1K2039/55561 A61K2039/58 A61K39/145 CO7H21/04 CO7K14/005 C12N7/00

5) Family number: 42164021 (US2010278834A)

Title: ANTIBODIES AGAINST H5N1 STRAINS OF INFLUENZA A VIRUS

Ften Aplication abiication Lew. 13,3065 Shect ) o011 LS St 41
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Abstract: Source: US2010278834A Provided are human antibodies that can neutralize a HSN1 strain of influenza A virus. Also provided are
antibodies that can neutralize a strain of influenza A virus in clade ? of the H5 subtype, that can neutralize a H5N1 strain of influenza A virus and
have a lambda light chain, and that are IgG antibedies (but not with a IgG1 heavy chain) that can neutralize a HSN1 strain of influenza A virus.

Classifications:

International (IPC 8-9): A61K39/395 A61K39/42 A61P31/16 CO7H21/00 CO7K16/00
CO7K16/10 CO7K16/46 C12ZN15/09 (Advanced/Invention);

C12P21/08 (Advanced/Non-invention);

AB61K39/395 AB1P31/00 CO7K16/00 CO7K16/08 CO7K16/46

C12N15/09 (Core/Invention);

C12P21/08 (Core/Non-invention)

International (IPC 1-7): CO7K16/00

CPC: CO7K16/1018 CO7K2317/21 CO7K2317/56 COTK2317/565

European: CO7K16/10D MO7K317/210 MO7K317/560 MO7K317/565

US: 424/133.1 424/135.1 424/142.1 424/142.100P 424/147.1 424/159.1 424/159.100P
530/387.1 530/387.1005 530/387.3 530/388.1 530/388.15 530/388.1505 530/388.3
530/389.4 530/389.4005 536/23.53 536/23.5305

6) Family number: 43358752 (US20031695054)

Title: NOVEL VACCINES AGAINST MULTIPLE SUBTYPES OF INFLUENZA VIRUS

Abstract: Source: US2009169505A An aspect of the present invention is directed towards DNA plasmid vaccines capable of generating in a
mammal an immune response against a plurality of influenza virus subtypes, comprising a DNA plasmid and a pharmaceutically acceptable
excipient. The DNA plasmid is capable of expressing a consensus influenza antigen in a cell of the mammal in a quantity effective to elicit an
immune response in the mammal, wherein the consensus influenza antigen comprises consensus hemagglutinin (HA), neuraminidase (NA),
matrix protein, nuclesprotein, M2 ectodomain-nucleo-protein (M2e-NF), or a combination thereof. Preferably the consensus influenza antigen
comprises HA, NA, M2e-NP, or a combination thereof. The DNA plasmid comprises a8 promoter operably linked te a ceding sequence that encodes
the consensus influenza antigen. Additionally, an aspect of the present invention includes metheods of eliciting an immune response against a
plurality of influenza virus subtypes in a mammal using the DNA plasmid vaccines provided.

Classifications:

International (IPC 8-9): ADIN43/04 AG1K31/70 AG1K31/7088 AG1K31/711
AG1K31/713 A61K35/76 AG1K38/20 A61K39/00 A61K39/12 A61K39/145 A61K39/39
AB1K39/395 A61KA47/30 AG1K47/34 A61KA47/44 AG1K4B/00 AG1P31/12 AG1P31/16
A61P37/04 CO7H21/02 C12N15/00 C12N15/09 C12N15/117 C12N15/44 C12N15/63
C12N15/85 C12P21/06 (Advanced/Invention);

AB1K39/12 AB1K39/145 C12N15/44 C12ZN15/85 (Advanced/Non-invention);
ADIN43/02 AG1K31/70 AG1K38/20 A61K39/145 C1ZN15/00 (Core/Invention);

C12ZN (Subclass/Invention)

International (IPC 1-7): AD1N43/04

CPC: A61K9/0019 AG1K38/2086 A61K39/145 A61K47/34 A61K2039/53 A61K2039/54
CO7K14/005 C12N2760/16122 C12N2760/16134 AG1K2039/70 C12N2760/16034
A61K39/12 AG1K38/208 A61K2039/58

European: A61K38/20 A61K38/20M AG1K38/20N AG1K39/145 AGLK39/295 AG1K47/34
AG1KS/00MS5 CO7K14/005 K61K39/53 K61K39/54 M12N760/16122 M12N760/16134
US: 424/178.1 424/178.1005 424/199.1 424/199.100S 424/206.1 424/209.1
424/209.1005 424/85.2 424/85.200P 435/320.1 435/320.1005 435/69.1 435/7.1
536/23.1
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7) Family number: 49578587 (US2011305748A)

Title: VACCINES FOR PANDEMIC INFLUENZA

Abstract: Source: US2011305748A Pharmaceutical and vaccine itions comprise r binant hemagglutinin from a pre-pandemic or
pandemic influenza virus and an adjuvant comprising GLA. A particularly relevant pre-pandemic influenza virus is H5N1. Kits and methods of
using the compositions are also provided.

Classifications:

International (IPC 8-9): AB1K AB1K39/145 ABLK39/39 AB1KI/127 ABLP31/16

AB1P37/04 (Advanced/Invention) et Apentivn Pubdien B 1, 1000 Shew 18] U8 SHLANSYEN 01
CPC: A61K39/12 AB1K2039/55511 A61K2039/55583 C12ZN2760/16134 C12ZN2760/16234
European: A61K39/12 A61K39/145 K61K39/555B K61K39/555615 M12N760/16134
M1ZN760/16234

US: 424/192.1 424/192.100S 424/210.1 424/210.100S 424/450 424/450P
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11) Family number: 53080580 (US2014199337A)
Title: INFLUENZA H5 VACCINES

Abstract: Source: US2014199337A The present invention is based on the surprising finding that HS protein of clade 1 H5N1 induces, in
particular by a single-shot vaccination, a cross-clade protective immune response to influenza viruses with HSN1 HA. In one aspect, the
invention is thus directed to HS protein of clade 1 HSN1 virus for use in a method of treating or preventing infections with H5N1 virus of a
different clade, namely of a clade different from clade 1 or from any clade with the exception of clade 1, respectively.
Classifications:

International (IPC 8-9): AG1K A61K35/76 A61K39/00 A61K39/145 AG1K39/17

AB1K39/295 AB1P31/12 A61P31/16 CO7K14/005 CO7K14/11 CO7K14/115 CO7K14/125 1
CO7K14/285 C12ZN7/00 C12ZN7/04 (Advanced/Invention)
CPC: A61K2039/5256 A61K2039/55566 C12N2760/16134 CO7K14/005 A61K39/17 e .
AB1K39/145 AB1K2039/55555 AG1K2039/70 C1ZN2710/14043 C1ZN2760/18134 S ki Sl W —— g
AG1K39/12 3 GEe POTSM M, e S R 0 NS
US: 424/186.1 530/350 e
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10) Family number: 50951268 (US2013288338A)
Title: RECOMBINANT VACCINIA VIRUS HAVING HEMAGGLUTININ PROTEIN GENES DERIVED FROM NOVEL INFLUENZA VIRUSES

Abstract: Source: US2013288338A Provided are a hlghly safe recombinant vaccinia virus that is effective in preventing the onset of symptoms
due to infection by novel influenza viruses, and a vaccine for the novel influenza viruses containing the recombinant vaccinia virus. This
recombinant vaccinia virus is capable of expressing the hemagglutinin protein genes of the novel influenza virus. This novel influenza vaccine
contains the recombinant vaccinia virus.

Classifications:

International (IPC 8-9): A61K31/711 A61K35/76 A61K39/145 A61K48/00 A61P31/16
C12N15/09 C12N15/44 C12ZN7/01 C12N7/04 (Advanced/Invention)

CPC: AG1K2039/5256 A61K2039/545 C12N2710/24143 C12N2760/16134 A61K39/145 P ade
A61K31/711 A61K39/12 CO7K14/005 C1ZN2760/16122 22g8g —
Furopean: AG1K31/711 coopag ‘B
US: 435/235.1 o o0aga g
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13) Family number: 57224005 (US20142343574)
Title: HS PROTEINS OF HSN1 INFLUENZA VIRUS FOR USE AS A MEDICAMENT

Abstract: Source: US2014234357A The present invention is based on the surprising finding that H5 protein of clade 1 H5N1 induces, in
particular by a single-shot vaccination, a cross-clade protective immune response to influenza viruses with HSN1 HA, In one aspect the
invention is thus directed to HS protein of clade 1 H5N1 virus for use in a methed of treating or preventing |nfec|mns with H5N1 virus of a
different clade, wherein the H5N1 virus of a different clade comprises a particular polynucleotide and/or H5

Classifications:

International (IPC 8-0): AG1K39/145 CO7K14/005 (Advanced/Invention)

CPC: A61K39/145 CO7K14/005 A61K2039/5256 A61K2039/55566 C12N2760/16134 A61K39/155 A61K2039/5252 A61K2039/55555 A61K2035/58
A61K2039/70 C12ZN2760/18134 A61K39/12

US: 424/186.1 530/350

Family:

Publication number Publication date Application number Application date

USZ014234357 AA 20140821 USZ0140184919 20140220
WO014127825 Al 20140828 ‘WO02013EP53505 20130221
Priority:

WOZ2013EP53505 20130221
Probable Assignee: BOEHRINGER INGELHEIM VETMEDICA GMEH
Assignee(s): (std): BOEHRINGER INGELHEIM VETMED ; MUNDT EGBERT SIEGFRIED

Assignee(s): BOEHRINGER INGELHEIM VETMEDICA GMBH
Inventor(s): (std): MUNDT EGBERT ; MUNDT EGBERT SIEGFRIED
Agent(s): SIMON ELKE ET AL

Designated states: AE AG AL AM AQ AT AU A7 BA BB BE BF BG BH B] BN BR BW BY BZ CA CF CG CH CI CL CM CN CO CR CU CY CZ DE DK
DM DO DZ EC EE EG ES FI FR GA GB GD GE GH GM GN GQ GR GT GW HN HR HU ID IE IL IN IS IT JP KE KG KM KN KP KR
KZ LA LC LK LR LS LT LU LV LY MA MC MD ME MG MK ML MN MR MT MW MX MY MZ NA NE NG NI NL NO NZ OM PA PE PG PH
PLFTQARORSRURW SCSD SESGSISKSLSMSNSTSVSYSZTDTGTHTITM TN TR TT TZ UA UG US UZ VC VN ZA
M ZW

14) Family ber: (wo1 A1)

Title: MONOVALENT HS VACCINE

Abstract: The present invention relates to a monovalent H5N1 vaccine. More specifically, the present invention relates to the development of a
monovalent HS vaccine strain using hemagglutinin (HA) engineering to elicit cross-clade protection. The present invention also relates to an
epitope-chimeric H5 and to a reverse genetics (RG) influenza virus expressing the epitope-chimeric H5.

Classifications:

International (IPC 8-9): A61K39/145 AG1P31/16 CO7H21/04 CO7K14/11 C12N15/44 Figure 5

C12ZN7/01 (Advanced/Invention)

CPC: A61K39/145 CO7K14/11
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Busqueda de secuencias

SEQID NO: 1

hemagglutinin [Influenza A virus (A/Hong Kong/213/2003(H5N1))]
1D: dbj|BAEOT201.1| Length: 568 Number of Matches: 1

> See 1 more title(s)

Range 1: 17 to 568 GenPept Graphics

Score Expect Identities Positives Gaps
1879 bits{4265) 0.0 552/552(100%) 552/552(100%) 0/552(0%)
Query 1 DOICIGYHANNSTEQVDTIMEKNVTIVTHAQDI LEKTENGKLCDLOGVEPLILRDCSVAGH 60
DOICIGYHANNSTEQVDTIMEKNVTVTHAQDI LEKTENGKLCDLOGVEPLILRDC SVAG
Sbjct 17  DOICIGYHANNSTEQVDTIMEKNVIVIHAODILEKTHNGKLCDLDGVKPLILRDCSVAGW 76
Query 61 LLGNPMCDEFINVEEWSYIVEKANPANDLCYPGDFNDYEELKHLLSRINHFEKIQIIPKN 120
LLGHPMCOEF INVEEWSY I VEKANPANDLC Y PGDFRDYEELKHLLER INHFEKIQL IPKN
Sbjct 77  LLGNPMCDEFINVPEWSYIVEKS YPCDFNDYEELXHLLSRINHFEKIQIIDEN 136
Query 121 SWSSHEASLGVSSACPYQGRSSFERNVVWLIKKNNAYPTIKRSYNNTRQEDLLVLWGIHH 180
SWSSHEASLGVESACPYQGKSEF FREVVWL LKKNNAYPT IKRS YNNTROEDLLVLWGIHH
Sbjot 137 SWSSHEASLGVSSACPYQCKSSFERNVVWLIKENNAYPTIKRSYMNTNQEDLLVLWGIHH 196
Query 181 PHDAAEQTRLYQNPTTYISVGTSTLNORLVPKIATRSKVNGONGRMEFEWTILKPNDAIN 240
PHOAAEQTRLYONETTY [SVETS TLNORLY PR LATREKVNGONGRMEFEWTILEPNDALN
Sbjct 197 PHOAREQTRLYONPTTYISVGTSTLRQRLVPKIATRSKVNGONGRMEFEWTILKPNDAIN 236
Query 241 FESNGNPIAPEYAYRIVEKKGDEAIMKSELEYGNCNTHCOTPMGAINSSMPEHNIHPLTIG 300
FESNGNE LAPEYAYKIVKKGDEAIMKSELEYGNCNTRCOTEMGAT NESMPEHRITHPLTIG
Sbjct 257 FESHGNPIAPEYAYKIVKKGDSAIMKSELEYGNCNTHCOTPMGAINSSMPEHNIHPLTIG 316
Query 301 ECPEYVESNRLVLATGLRNSPORERRRKERGLFGAIAGE IEGCWOGHVDGWYGYHESKEQ 360
ECPEYVESNRLVLATGLRNSPORERRRKERGLF GALAGE IEGGWOGHVDGHY GYHESKED
Sbjet 317 ECPEYVESKRLVLATGLRANSPORERRRKKRGLFGALAGE [EGGWOGMVDGWYGYHHSKEQ 376
Query 361 GEGYAADKESTOKAIDGVINKVNSIIDKMNTOFEAVGREFNNLERRIENLNKKMEDGFLD 420
GEGYAADKESTOKAIDGVINKVNSL IDKMNTQF EAVGREFNNLERRI ENLNKKMEDGFLD
Sbict 377 GEGYAADKESTUKAIDGVINKVNSIIDKMNTOFEAVGREFNNLERRIENLNKEMEDGFLD 436
Query 421 VWI¥YNAELLVLMENERTLDFHDSNVENLYDKVRLOLRDNAKELGNGCFEFYHKCDNECME 480
VWI¥NAELLVLMENERTLDFHDS NVENLYDEVRLOLRDNAKELGNGCFEF YHECDNECME
Sbjct 437 VWIYNAELLVLMENERTLDFHDSNVENLYDKVRLOLRDNAKELGNGCFEFYHKCDNECME 496
Query 481 SVRNGTYDYPOYSEEARLKREETSGVKLESIGTYQILSIYSTVASSLALATMVAGLSLWM 540
SVRNGTYDYPOYSEEARLKREEI SGVELES IGTYQILSI¥S TVAS SLALATMVAGLELWY
Sbict 497 SVRNGTYDYPOYSEEARLKREEISGVELESIGTYQILSIYSTVASSLALATIMVAGLSLWM G556
Ouery G541 CSNGSLOCRICI 552
CENGELQCRICT
Sbjet 557 CSNGSLOCRICI 568
hemagglutinin subtype HS5 [Influenza A virus (A/duck/China/E319-2/03(H5N 1))
Sequence ID: gb|AARS9628.1| Length: 567 Number of Matches: 1
Range 1: 17 to 567 GenPept Graphics
Score Expect Identities Positives Gaps
1874 bits{4253) 0.0 551/551(100%) 551/551(100%) 0/551(0%)
Query 1 DOICIGYHANNSTEQVDTIMEKNVIVTHAQDI LEKTENGKLCDLDGVEPLILRDCEVAGW 60
DOICIGYHANNSTEQVDTIMEKNVIVTHAQDI LEKTHNGKLC DLDGVKP LI LROCS VAGH
Sbjct 17  DOICIGYHANNSTEQVDTIMEKNVIVIHAQDILEKTHNGEKLCDLDGVEPLILRDCSVAGW 76
Query 61 LLGNPMCDEPINVPEWSYIVEKANP ¥YPGNFNDYEELKHLLSRINHFEKIQIIPKS 120
LLGKPMCDEFINVEEWSY IVEKANPANDLC Y PGNFRDYEELKHLLER INHFEKIQI IFKS
Sbjct 77  LLGNPMCDEPINVPEWSYIVEKANPANDLCYPGNFNDYEELKHLLSRINHFEKIQIIPKS 136
Query 121 SWSDHEASSCVSSACPYQGSSSFERNVVWLIKKNDAYPTIKRSYMNTNQEDLLVLWGIHH 120
SWEDHEASSGVESACP YOGS 55F FREVVWL I KENDAYPT IKRS YNNTROEDLLVLWGI HH
Sbjct 137 SWSDHEASSGVESACPYQGSSSFERNVVWLIKKNDAYPTIKRSYNNTROEDLLVLWGIHH 196
Query 181 PHDAREQTRLYONPTTYISVETSTLRORLVERIATRSKVNGOSGRMDFEWTILKPNDAIN 240
PHOAREQTRLY ONETTY ISVETSTLEORLYVEPR I ATREKVNGOSGRMDFEWT ILEPNDATN
Sbjct 197 PHDAAEQTRLYQNPTTYISVGTSTLNQRLVPKIATRSKVMGOSGRMDFEWTILKPNDAIN 256
Query 241 FESNGNFIAPEYAYKIVKKGDSAIMKSEVEYGNCNTRCOTEMGAINSSMPPHNIHPLTIG 300
FESNGNEIAPEYAYKIVEKGDSAIMKSEVEY GNCNTRCQTEMGAT NS SMPPERTHPLTIG
Sbjct 257 FESNGNFIAPEYAYKIVEKGDSAIMKSEVEYGNCNTKCOTEMGAINSSMPEHNIHPLTIG 316
Query 301 ECPEYVESNKLVLATGLRNSPQRERHRKRGLFGALAGF IECGWOGNVDGWYGYHHENEQG 360
ECPEYVESNKLVLATGLANS PORERRRKRGLEGALAGE I EGGWOGHVDEWY GYHHENEQG
Sbjot 317 ECPEYVESNKLVLATGL JRERRRKRCLFGALACE I ECOWOCHVDGWYCYE e0G 376
Query 361 SGYAADKESTOKALIDGVINEVNS IIDEMNTOFEAVGREFNNLERRIENL LOV 420
SGYAADKESTOKALDGVINKVNS 11 DEMNTOFEA HLERRIEN: LDV
Sbjct 377 SGYAADKESTOKAIDGVTNKVNSITDEMNTQFEAVGREFNNLERRIEND LOV 436
Query 421 WIYNAELLVLMENERTLDFHDSNVENLYDEVRLOLRDNAKELGNGCFEFYEKCONECMES 480
WIYNAELLVLMENERTLDFHDENVENLY DKVRLOLRDNAKELCNGCFEF Y EKCDNECHES
Sbjct 437 WIYNAELLVIMENERTLDFHDSNVENLYDEVRLOLRDNAKELGNGCFEFYHKCDNECMES 496
Query 481 VRNGTYDYPQYSEEARLKREEISGVKLESIGIYOILSIYSTVASSLATAIMVAGLELWMC 540
VRNGTYDYPOYSEEARLKREEISGVKLESIGTYQILS T YSTVASSLALATMVAGLELWMC
Sbict 497 VRNGTYDYPQYSEEARLKREEISGVELESIGIYOILSIYSTVASSLATAIMVAGLELWMC 556
Query 541 SHGSLOCRICI G551
SNGSLQCRICI
Sbjet 557 SHNGSLOCRICI 567



SEQIDNO: 5

$Sequences producing significant alignments:
Select: All None Selected:0
1 Alignments o
Description 5’::; ;—:;i ?::: i Ident  Accession
Seauence 4 from patent US 8202067 1929 1829 100% 0.0 100% AFN93795.1
Sequence 2 from patent US 8202067 1912 1812 100% 0.0 ©99% AFN93783.1
Sequence 3 from patent US 8202867 1863 1893 100% 0.0 98% AFN93794.1
unnamed protein product [synthstic construet] 1892 1892 100% 0.0 98% CDI301831
Sequence 7 from patent US 7981428 1887 1887 100% 0.0 98% AEL908TS.1
Sequence 34 from patent US 8815522 1883 1883 100% 0.0 98% AJMESTI2.1
Sequence 24 from patent US 7610112 1883 1B83 100% 0.0 98% AEDTOAS11
Sequence 112 from patent US 8192027 1882 1882 99% 0.0 98% AFL38733.1
Seauence 1 from patent US 8900585 1879 1879 100% 0.0 98% AJNGT426.1
Sequence 5 from patent US 7981428 1876 1876 100% 0.0 98% AELS0BTA.1

US_7981428 B2 7
Sequence |D: lcl|Query 163363 Length: 568 Number of Matches: 1

Range 1: 1 to 568 Graphics

Score Expect Method Identities Positives Gaps
1170 bits(3026) 0.0 Compositional matrix adjust. 557/568(%8%) 563/568(59%) 0/568(0%)
CQuery 1 MEETVLLLAIVSLVKSDOIC IGYHANNSTEQVDT IMEKNVIVTHAQD ILEKTHNGELCDL 60
MEK VLLLAIVELVKSDOICIG HANNSTEQVDTIMEKNVIVIHAQDILEKTHNGKLCODL
Sbict 1 MEKIVLLLAIVSLVKSDOIC IGSHANNSTEQVDT IMEKNVIVIHAQDILEKTHNGKLCDL 60
Query 61  DGVEPLILRDCSVAGWLLGNEPMCDEFINVPEWSY IVEKANPANDLCYPGMENDYEELKHL 120
DEVEPLILRDCEVAGWLLGNEMCDEF INVPEWS Y IVEKANPARDLCY PGNENDYEELKHL
Sbict 61  DEVEPLILRDCSVAGWLLEMPMCDEFIMVPEWSY IVEKAMPANDLCYPGMENDYEELKHL 120
Query 121 LSRINHFEKIQIIPKNSWEDHEASSGVSSACPYQGSSSFFRNVVWLIKKNNAYPTIKRSY 180
LSRINHFEKIQIIPK+SWSDHEASSGVSSACPYOG SSPFRNVVWLIKEN+ YPTIKRSY
Sbjet 121 LSRINHFEKIQIIPKSSWSDHEASSGVSSACPYQGEKSSFFRNVVWLIKKNSTYPTIKRSY 180
Query L8l MNTHQEDLLVLWGIHHPNDAAEQTRLYONPTTYISVGTSTLNORLVPEIATRSKVHGONG 240
MHTHOEDLLVLWGIHHPNDAAEQTRLYQNPTTY ISVGTSTLNORLVPKIATREKVHGHE
Sbjet 1Bl MNTWQEDLLVLWGIHHPNDAAEQTRLYONPTTY ISVGTSTLNORLVPEIATRSKVNGOSG 240
Query 24l RMDFEWTILKPNDAINFESNGNFIAPEYAYKIVEKKGDSAIMKSEVEYGNCNTKCOTPMGA 300
RM+EFEWTILEPNDAINFESNGNF IAPEYAYKIVEKGDS IMKSE+EYGNCNTECOTEMGA
Sbict 241 RMEFEWIILKPNDAINFESNGNFIAPEYAYKIVKKGDSTIMKSELEYGNCNTKCQTIPMGA 300
Query 301 INSSMPEHNIHPLTIGECEKYVESMELVLATGLENSPORERREEKRCLEGATAGFIEGGW 360
INSSMPFHNIHPLTIGECPKYVKSN+LVLATGLRNS PORERRAKKRGLEGATAGE TEGEW
Sbjet 301 INSSMPFHNIHPLTIGECPKYVKSNRLVLATGLRNSPORERRRKKRGLFGATAGFIEGGW 360
Query 361 QGMVDGWYGYHHSNEQGSGYAADKESTORAIDGVTNKVNSIIDEMNTOFEAVGREFNNLE 420
CEMVDGHY GYHESHEQGSGCY AADKESTORAI DGV INKVNS LIDKMNTOF EAVEREENNLE
Sbjct 361 OQGMVDGWYGYHHSNEQGSCYAADKESTOKAIDGVINKVHNSIIDEMNTQFEAVGREENNLE 420
CQuery 421 RRIENLNKKMEDGFLDVWIYNAELLVLMEMERTLDFHDSHMVENLYDEVRLOLROMAKELG 420
RRIENLNKKMEDGELDVWIYRAELLVLMENERTLDFHDSNVENLY DKVRELOLRDNAKELG
Sbjct 421 RRIENLNKKMEDGFLDVWIYNAELLVLMENERTLDFHDSMVKNLYDKVRLOLROMAKELG 480
Query 481 NGCFEFYHKCDNECMESVRNGTYDYPQYSEEARLKREEISGVKLESIGTYQILSIY¥STVA 540
NGCEEF YHKCDNECMESVRNGTY DY POYSEEARLKREEISGVELESIGTYQILSIYSTVA
Sbict 481 MNGCFEFYHKCDNECMESVENGTYDYPQYSEEARLKREEISGVELESIGTYQILSIYSTVA 540

Query 541 SELALAIMVAGLELWMCSKGELOQCRICLI G5EE
SELALAIMVAGLSLWMCSNGSLOCRICT
Sbjct 541 SELALAIMVAGLSLWMCSNGSLOCRICI 568




SEQIDNO: 6

Sequences p g signi g its:
Select: All None Selected:0
11 Alignments o
Description 5’::; ;—:ot (:::er:' v;ue ldent  Accession
Sequence 7 from patent US 8883123 B899 899 100% 0.0 100% AJN519921
Seguence 5 from patent US 8202067 809 899 100% 0.0 100% AFN2370E.1
Sequenca 668 from patent US 8287858 891 891 100% 0.0 99% AGB59029.1
Sequence 887 from patent US B287858 891 891 100% 0.0 99% AGB530281
Seguence 3 from patent US 8202967 891 891 100% 0.0 99% AFN93794.1
Sequence 35 from patent US 8080255 891 891 100% 0.0 99% AEX16632.1
Seguence 34 from patent US 8080255 891 891 100% 0.0 99% AEX16831.1
Seausnca 13 from patent US 7981428 891 891 100% 0.0 99% AELI08BO.1
Sequence 13 from patent US 7504109 891 891 100% 0.0 99% ACPB23s1.1
Sequenca 111 from patent US 8512711 867 867 100% 0.0 97% AGYS4261.1

BiDownload ~ GenPept Graphics

hemagglutinin, partial [Influenza A virus (A/Hong Kong/213/2003(H5N1))]
Sequence ID: gb|AAT32066.1] Length: 531 Number of Matches: 1

Range 1: 1 to 263 Genfept Graphics

Score Ex Identities Positives Gaps

899 bits{2037) 0.0 263/263(100%) 263/263(100%) 0/263(0%)

Query 1 HANNWTEOVDTIMERNVTVTHACD ILEKTHNGRLCDLDGVEPLILEDCSVAGWLLGNEME 60
HANNWTEQVDTIMERNVIVTHAQD ILEKTHNGKLCDLDGVEPLILRDCSVAGH LLGNENMC

Sbjct 1 HANNWTEQVDTIMEXNVTVTHAQD ILEKTENGKLCDLDGVEPLILEDCSVAGRLLGNEMC 60

Query 61 DEFINVPEWSYIVEKANPANDLCYPGDFNDYEELKHLLSRINHFEKIQIIPKNSWSSHEA 120
DEF INVPEWSY IVEKANPANDLCY PGDFNDYEELKHLLSRINHFEKIQI IPKNSWSSHER

Sbjct 61  DEFINVPEWSYIVEKANPANDLCYPGDFNDYEELKHLLSRINHFEEIQIIPKNSWSSHEA 120

CQuery 121 SLGVSSACPYOGKSSFERNVVWLIKENNAYPTIKRSYNNTNOEDLLVLWGIHHPNDAAED 120
SLGVSSACPYQGKS SFERNVVWLIKENNAYPTI KRS YNNTHOEDLLVLWG IHHPNDARED

Sbjct 121 SLGVSSACEYOGKSSFERNVVAWLIKENNAYPTIKRSYNNTHOQEDLLVLWGIHHPNDAAED 180

Query 1Bl TRLYQNPITYISVGTSTLNQRLVEPKIATRSKVNGONGRMEEFWIILEPNDALNFESNGNE 240
TRLYQNPTTY [SVETSTLRORLVEK IATRSKVNGORGRMEF FWT ILEPNDATRFESHGNF

Sbjct 181 TRLYQNPTTYISVETSTLNORLVPKIATRSKVNCGONGRMEFFWIILEPNDATNFESNGNF 240

CQuery 241 IAPEYAYKIVEEGDSAIMKSELE 263
IAPEYAYKIVEEGDSAIMKSELE

Sbjct 241 IAPEYAYKIVKEGDSAIMESELE 263

BlDownload ~ GenPept Graphics

hemagglutinin subtype HS [Influenza A virus (A/duck/China/E319-2/03(H5N1))]

Sequence |D: gb|AARI9628.1| Length: 567 Mumber of Matches: 1

Range 1: 1 to 286 GenPept Graphics

Score Expect Identities Positives Gaps

970 bits(2199) 0.0 286/2B6(100%) 2B6/2B6(100%) 0/286(0%:)

Query & MEXTVLLLAIVSLVKSDOICIGYHANNSTEQVDT IMEENVTVTHAQDILEKTHNGKLCDL 64
MERTVLLLAIVSLVKSDOI CIGYHANNSTEQVDT IMEKNVIVTHAQD I LEKTHNGKLC DL

Sbiet 1 MEXKTVLLLAIVSLVESDOI CIGYHANNSTEQVDT IMEENVTVTHAQDILEKTHNGKLCDL 60

CQuery 65 DGVEPLILRDCSVAGWLLGNEMCDEFIMVPEWSYIVEKANPANDLCYPGMENDYEELKHL 124
DEVEPLILROCSVAGWLLENPMCDEF INVPEWS Y IVERANEANDLC Y PGNENDYEELKEL

Shict 61  DGVEPLILRDCSVAGWLLGNEMCDEFIMVPEWSY IVEKANPANDLCYPGMENDYEELKHL 120

CQuery 125 LSRINHFEKIOIIPKSSWSDHEASSGVSSACPYQGSSSEFRNVVWLIKKMDAYPTIKRSY 184
LERINHFEKIQI IPKSEWSDHEASSGVSSACPYOGESSFFRNVVWLIKENDAY PTIKREY

Sbjct 121 LSRINHFEKIQIIPKSSWSDHEASSGVSSACPYQGSSSEFRNVVWLIKKNDAYPTIKRSY 180

Query 185 NNTRQEDLLVLWGIHHPNDAAEOTRLYONPTTYISVGTSTLNORLVPKIATRSKVNGOSG 244
NNTHOEDLLVLWGI HHENDAAEQTRLYONPTTY ISVGTSTLNQRLVPKIATRS KVNGOSG

sbict 181 NNTROEDLLVLWGIHHPNDAAEOTRLYONPTTYISVGTSTLNORLVPKIATRSKVNGOSG 240

Query 245 RMDFEWTILKPNDAINFESNGNFIAPEYAYKIVEKGDSAIMKSEVE 290
RMDEEWT ILKPNDAINEESNGNF IAPEYAYKIVEKGDSAIMKSEVE

Sbict 241 RMDEEWTILKPNDAINFESNGNFIAPEYAYKIVEKGDSAIMKSEVE 286




Sequences producing significant alignments:
Select: All None Selected:0

it Alignments

Description

Sequence 6 from patent US 8202967

Sequence 2 from patent US 8202967

Sequence 4 from patent US 8202967
unnamed protein product lsynthetic construct]
Sequence 114 from patent US 8192827

Sequence 112 from patent US 8192827

Sequence 18 from patent US 7981428

Seauence 44 from patent US 8658354

Seguence 24 from patent US 7810112

unnamed protein product [synthetic construct]

SEQIDNO: 8

hemagglutinin [Influenza A virus (A/chicken/Egypt/07202-NLQP/2007(H5N1))]
1D: gb|ACA29672.1| Length: 568 MNumber of Matches: 1

q

> See T more title(s)

Range 1: 1 to 562 GenPept Graphics

Score Expect Identities Positives Gaps
1904 bits(4322) 0.0 562/562(100%) 562/562(100%) 0/562(0%:)
Query 1 MERIVLLLAIVSLVKSDOICIGY HANNSTEQVDT IMEKNVTIVTHAOD ILEKTHNGKLCDL 60
MEKIVLLLAIVSLVKSDOICIGYHANNSTEQVDT IMEKNVTVIEAQD ILEKTHNGELCDL
Zbict 1 MEKIVLLLAIVELVKSDOICIGY HANNSTEQVDT IMEKNVTVIHAOD ILEKTHNGELCDL 60
Query 61  DGVEPLILEDCSVAGWLLGNEMCDEFLNVSEWSYIVEKINPANDLCYPGNFMNYEELKHL 120
DGVEPLILRDCSVAGKLLGNPMCDEFLNVSEWS Y [VEK INPANDLCY PGNENNYEELKEHL
Sbict 61  DGEVEPLILRDCSVAGWLLGNEMCDEFLNVSEWSY IVEKINPANDLCYPGNPNNYEELKHL 120
Query 121 LERINRFEKIQIIPESSWEDHEASSGVSSACPYQGEPSEYRNVVWLIKKDNAYPTIKESY 180
LERINRFERIQIIPKS SWEDHEASSGVS SACPYOGEPSFYRNVVWLIKKDHAY PTIKKSY
Sbict 121 LSRINRFEKIQIIPKSSWEDHEASSGVSSACFYOGGPSFYRNVVWLIKKDNAYPTIKKSY 180
Query 181 HNTHQEDLLVLWGIHHPNDEAEQTRLYQNPTTYISVGTSTLNORLVPKIATREEVNGOSG 240
HNTHOEDLLVLWG I HHPNDEAEQTRLY ONPTTY ISVGTETLNORLVPKIATREKVNGOSG
Sbjct 181 HNTROEDLLVLWGIHHPNDEAEQTRLYONPTTYISVGTSTLNORLVPKIATRSEVNGOSG 240
Query 241 RVEFFWIILKSHDAINFESHGHFIAPENAYKIVEKGDSTIMKSELEYGHCNTECOTPIGA 300
RVEFFWIILKSNDAINFESHGNF IRPENAYKIVEKGDSTIMKSELEYGNCNTKCOTPIGA
sbict 241 RVEFFWTILKSNDAINFESNGNFIAPENAYKIVEKGDSTIMKSELEYGNCNTECOTFIGA 300
Query 301 INSSMPEHNIHPLTIGECEKYVESNRLVLATGLANSPOGERRRKERGLEGAIAGFIEGGW 360
KIHPLTIGECPKYVKSNELVLATGLENS POGERREKKRGLEGATAGE IECGN
Shict 301 INSSMPEPHNIHPLTIGECPKYVESNRELVLATGLRNSPOGERRREKRGLEGAIAGFIEGGW 360
Query 361 QGMVDGWYGYHHSNEQGSGYAADKESTOKAIDGVTHEVNSIIDEMNTOPEAVGREENKLE 420
CGMVDGHY Y HHENEQGSCY AADKESTOKA L DEVTREVNS I IDEMNTQF EAVEREE NNLE
Sbhjoct 361 QGMVDGWYGYHHSNEQGSGYAADKESTOKAIDGVINKVNSIIDKMNTOPEAVGREEMKNLE 420
Query 421 RRIENLNKKMEDGFLDVWIYNAELLVLMEMERTLDFHDSMNVENLYDKVELOLEDNAKELG &80
RRIENLNKEMEDGFLDVWTYNAELLVLMENERTLDFHDSNVENL ¥ DEVRLOLRDNAKELG
Sbict 421 RRIENLNEKMEDGFLDVWIYNAELLVLMENERTLDFHDSNVENLYDEVELOLRDNAKELG 480
Query 481 NGCFEFYHRCDNECMESVENGTYDYPQYSEEARLKREEISCVELESIGTYQILSIYSTVA 540
NGCFEFYHRCDHECMESVRNGTY DY POY SEEARLKREEISCVELESIGTYQILSIYSTVA
Sbict 481 NGCFEFYHRCDNECMESVANGTYDYPQYSEEARLKREEISGVELESIGTYQILSIYSTVA 540
Query 541 SSLALAIMVAGLFLWMCSHGSL 562
S5LALATMVAGLFLWMCSHGSL
Sbjct 541 SSLALAIMVAGLFLWMCSHGSL 562

SEQIDNO: 9
SEQ ID NO: 53 de US2007184526

‘Sequences producing significant alignmens:

Select: All None Selected:0

T Algnments

Description

‘Sequenee 99 from patent US 812711

‘Sequence 8 from patent US 8364384

‘Sequence 116 from patent US 8512711

‘Sequence ¢ from patent US 8985987

‘Sequence 48 from patent US B58354

‘Sequenes 118 from patent US 8812711

‘Sequence 6 from patent US 8784819

‘Sequence 53 from patent US B080255

‘Sequence 17 from patent US 8871220

‘Sequence 40 from patent US 8815522

Max
scare

1875
1871
1865
1865
1864
1860
1850
1847
1846
1842

Total
score

1875
1871
1865
1865
1864
1860
1850
1847
1846
1842

Query
cover

100%
100%
100%
100%
100%
100%
100%
100%
100%
99%

E
value

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

Ident

8%
98%
7%
7%
7%
7%
%%
7%
7%
97%

o
Accession

AGVE4249.1

AGMB900.1
AGVE4266.1

ARX41327.1
AHLB5192.1

AGVE4288.1
ALY

AEX16638.1

AIN42010.1

AIMB5718.1

score
@81
ar0
962
950
947
@47
946
42
940
940

Total
score

@81
aro
962
950
947
@47
946
42
940
940

Query
cover

100%
98%
98%
98%
98%
98%
96%
98%
98%
98%

value
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

Ident

100%
100%
99%
98%
98%
98%
100%
9%
98%
98%

o

Accession

AFN93797.1
AFNS3783 1
AFN93795.1
CDI30188.1
AFL387351
AFL38733.1
AFLI0885 1
AHLB5190.1
AED70851.1
CBX55726.1



Query: SEQ ID NO: 9 de la solicitud
Sbjct: SEQ ID NO: 53 de US2007184526

US20070184526A1 53
Sequence ID: [cl|Query_164903 Length: 564 Number of Matches: 1

Range 1: 1 to 564 Graphics

Score Expect Method Identities Positives Gaps
1139 bits(2945) 0.0 Compasitional matrix adjust. 545/568(97%) 555/568(97%) 5/568(0%)

Query 1 MEKIMLLLAIVSLVKSDOICIGYHANNSTEQVDTIMEKNVIVTHAQDILEKTHNGKLCNL 60
MEKI+LLLAIVSLVKSDOIC IGY HANNS TEQVDT IMEKNVIVTHAQD ILEKTHNGKLC +L
Sbjct 1 MERIVLLLAIVSLVKSDOICIGY HANNSTEQVDT IMEKNVIVTHAQDILEKTHNGKLCDL 60

Ouery 61 DGVEPLILRDCSVAGWLLENFMCDEFLNVPEWS Y IVEK INPANDLCYPGEFNDYEELKHL 120
DGVEPLILRDCESVACGWLLENFMCDEFLNVPEWS Y IVEKINPANDLCYPG FNDYEELKHL
Sbijct 61 DGVEPLILRDCSVACGWLLENEMCDEFLNVPEWS Y IVEKINPANDLCYPGNENDYEELKHL 120

Query 121 LERINHFEKIQIIPRMSWSDHE-TSCVSSACOYQGRSSEFRENVVWLIKKDNAYSTIKRSY 179
LERINHFEKIQIIP++EWSDHE +SGVSSAC YOGRSSEFRNVVWL KK+MAY TIKRSY
Sbict 121 LERINHFEKIQIIPKSSWSDHEASSCVSSACPYQGRSSEFRNVVWLIKKNNAYPTIKRSY 130

Query 180 NNTHROEDLLVLWGIHHPNDAAEQTRLYONPTTYISVGTSTLNORLVPKIATRSKVNGOSG 239
NNTHOEDLLVLWGI HHENDAAEQTRLYONPTTY ISVGTSTLNQRLY PKIATRSKVNGOSG
Sbjet 1Bl NNTKROEDLLVLWGIHHPNDAAEQTRLYONPTTYISVGTSTLNORLVPKIATRSKVNGOSG 240

Query 240 RMEFEWTILKSNDAINFESHCNFIAPENAYKIVEKCDSTIMESELEYGHNCNTECQTPIGA 299
RMEFEWTILK NDAINFESHCGNF IAPENAYKIVEKGDSTIMESELEYGHCNTECQTPIGA
Sbject 241 RMEFEWTILKPHDAIMEESNCGHF IAPENAYKIVEKRGDSTIMKSELEYGHCHNTECQTPIGA 300

Query 300 INSSMPEHENIHPLTIGECEKYVESNRLVLATGLANSPOEERRRKKRGLEGATAGFIEGGW 359
INSSMPEENIHPLTIGECEKYVESNRLVLATGLRNSPQ E RELEGALAGE IEGGW
Sbict 301 INSSMPEHENIHPLTIGECEKYVESNRLVLATGLANSPQIE----TRGLEGATAGFIEGGW 356

Query 360 COGMVDGWYCYHHSHNEQGSCYAADKESTOKAIDGVINKVNSIIDEMNTQEEAVERES
CEMVDGHYCY HESNEQGSC Y AADKESTOKAL DOVINKVNS I I DEMNTQF EAVEREFMNLE
Sbict 357 QGMVDGWYCYHHSNEQGSCYAADKESTQHAIDGVINKVNSIIDEMNTQEEAVGREFMNLE 416

Query 420 RRIENLNKEMEDGELDVWIYRAELLVLMEMERTLDEHDENVENLYDEVRLOLRONMAKELG 479
REIEHLNKKMEDGE LIVWT Y RAELLVLMENERTLDE DS NVENLY DRVRLOLRONARELG
Sbict 417 RRIENLNKKMEDGELDVWIYRAELLVLMENERTLDEHDSNVENLYDEVRLOLRONAKELG 476

Query 480 NGCFEFYHRCDNECMESVRNGTYDYPOYSEERRLKREEISGVKLESIGTIYQILSIYSTVA 538

NGCFEFYHRCDNECMESVRNGTYDYPOY SEEARLEKREEISGVELESIGTYQILSIYSTVA
Ebjet 477 NGCFEFYHRCDNECMESVRNGTYDYPOYSEEARLKREEISCGVKLESIGTYQILSIYSTVA 536

Query 540 SELALAIMVACLFLWMCSKGELQCRICI G567

SELALAIMVAGL LWMCSKGSLQCRICI
Sbjet 537 SELALAIMVAGLSLWMCSHGSLOQCRICI G564

Query: SEQ ID NO: 15 de la solicitud
Sbjct: SEQ ID NO: 34 de US2007184526

US_2007_0184526_A1_34
Sequence |D: lcl|Query_111719 Length: 572 Number of Matches: 1

Range 1: 15 to 553 Graphics

Score Expect Mathod Identitias Paositives Gaps
1080 bits{2793) 0.0 Compesitional matrix adjust. 517/539(96%) 526/539(97%) 1/539(0%)

Query 3 VSIVESDOICIGYHANNSTEQVDTIMERNVIVIHAQDI LEKTHNGELCNLDGVKPLILRD 62
vs DOICIGYHANNSTEQVDTIMERRVIVIEAQDI LEKTHHGELC+LDGVRPLILAD
Sbict 15  VSNAIPDOICIGYHANNSTEQVDTIMEKNVIVIEAQDILEKTHNGHLCDLDGVEPLILRD 74

Query &3 CEVAGWLLENPMCDEFLNVPEWS Y IVEKINETHDLC YPGNFNDYEELKELLSRINEFERT 122
CEVAGWLLCNPMCDEF+MVPEWSYIVEK NP NDLCYPG+FNDYEELKELLSRIMEFEKIL
Sbjct 75 CEVAGWLLCNPMCDEF INVPEWS Y IVEKANEANDLC Y PGDFNDYEELKELLSRINEFEKT 134

Cuery 123 QIIPENSWSDHEAS-GVSSACPYOGRESEFRNVVWLTEENNAYPTIKKESYNNTNOEDLLY 181
QIIPKNSWS HEAS GVSSACPYQG+S5PFRNVVIWL KENNAYPTIK+SYNNTNQEDLLY
Sbjct 135 QIIEKMEWSSHEASLOVESSACEYQCKESSPPRNVVWLIKENEAYPTIKREYNNTHOEDLLY 194

Query 182 LWGIHHPNDAAEQTRLYONPTTYISVGTSTLMORLYPKIATRSKVNGQSCRMEFFWIILK 241
LWGIHHPNDAREQTRLYORPTTY ISVETSTLNORLY P ATRSKVNGO+GRMEFFWTILK
Sbict 195 LWGIHHPNDAAEQTRLYONPTTYISVGTSTLMORLVPKIATRSEVNGONGRMEFFWIILK 254

Query 242 SHOAINEESNGNFIAPENAYKIVERGDSTIMKSELEYGDCNTHCOTPIGAINSSMPFHNMI 301
HDAINFESHNGNFIAPE AYKIVEXGDS IMESELEYG+CHTKCOTP+CAINSSMPFHNI
Sbict 255 PHOAINFESHNGNFIAPEYAYKIVEKGDSAIMNSELEYGNCNTHCQTPMCAINSSMPFHMI 314

Query 302 HPLTIGECPRYVESNRLVLATGLRNSPOGERARKKRGLEGALAGE IEGGWOGMVDGWYGY 361
HPLTIGECPRYVKSNRLVLATGLENSPQ ERRRKKRGLEGALAGE IECGWOGMVIGREGY
Sbject 315 HPLTIGECPKYVKSMRLVLATGLRNSPORERRREKRGLEGAIAGFIEGGWQGMVDGWEGY 374

Ouery 362 HHSKEQGSCYAADKESTOHAIDGVINEVNSIIDEMNTOPEAVCREFNKLERRIENLNEEM 421
HHSHEQGSCYAADKESTORAIDGVTNEVNS LIDEME TOFEAVEREFNNLERR I ENLNEKM
Sbjct 375 HHSKEQGSCYAADKESTOHAIDGVINEVNSILIDEMETOFEAVCREFNKLERRIENLMEEM 434

Cuery 422 EDGFLDVWTYNAELLVLMENERTLOFHDSNVENLYDEVRLOLRDNAKELGNGCFEFYHRC 481
EDGELDVWTYNAELLVLMENERTLDFHEDENVENLYDEVRLOLRDNAKELGNGCFES YH+C
Sbjct 435 EDGFLDVWTYNAELLVLMENERTLOFHDENVENLYDEVELOLRDMAKELGNGCFEEYHRC 494

Cuery 482 DHECMESVENGTYDYPOYSEEARLKREEISGVELESIGTYQILSIYSTVASSLATATMYV 540
DHECMESVRNGTYDYPOYSEEARLKREEISGVELES IGTYOILSIYSTVASSLALATMY
Sbijct 4953 DHECHMESVENGTYDYPOYSEEARLKREEISGVELESIGTYQILSIYSTVASSLALATMV 553



Select: All None Selected:0

o

Description ::::; ::;1 ?::; va\Eue Ident | Accession
D Sequence 99 from patent US 8512711 1107 1107 99% 0.0 98% AGV94249.1
J Sequence 8 from patent US 8394384 1106 1106 99% 0.0 98% AGMBI0OS.1
2 Sequence 48 from patent US 8658354 1106 1106 99% 0.0 98% AHLES192.1
) Sequence 4 from patent US 8986987 1105 1105 99% 0.0 98% AKX41327.1
I Sequence 116 from patent US 8512711 1104 1104 99% 0.0 98% AGV24266.1
[0 Sequence 24 from patent US 8784819 1102 1102 99% 0.0 98% AJM3S7S91
[0 Sequence 118 from patent US 8512711 1102 1102 99% 0.0 98% AGVH42881
[0 Sequence 6 from patent US 6784819 1095 1095 99% 0.0 97% AJM3S7411
[0 Sequence 40 from patent US 8815522 1093 1083 99% 0.0 98% AJMESTIBA
() Sequence 17 from patent US 7861428 1091 1091 97% 0.0 98% AELS0BA41
[0 Sequence 3 from patent US 6202867 1091 1081 99% 0.0 96% AFNG37841
[0 Sequence 112 from patent US 8182927 1091 1091 99% 0.0 96% AFL387331
) Sequence 7 from patent US 7981428 1091 1081 99% 0.0 96% AELS0BT51




