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A_Swine_Iowa_15_1930_H1N1 ----------DTLCIGYHANNSTDTVDTVLEKNVTVTHSVNLLEDSHNGKLCRLGGIAPLQ-----LGKCNIAGXXLGNPECDLLLTVSSWSYIVETSNSDNGTCYPGDF--IDYEELREQLSSVSSFEKFEI--FPKTSSWP-----NHETTRGVTAACPY-AGASSFYRNLLWLVKKE----NSYPKLSKSYVN-NKG-KEVLVLWGVHHPPTSTDQQSLYQNAD-AYVSVGSSKYDRRFTPEIAARP   218
A_Puerto_Rico_8_34_H1N1 ----------DTICIGYHANNSTDTVDTVLEKNVTVTHSVNLLEDSHNGKLCRLKGIAPLQ-----LGKCNIAGWLLGNPECDPLLPVRSWSYIVETPNSENGICYPGDF--IDYEELREQLSSVSSFERFEI--FPKESSWP-----NHNTNRGVTAACSH-EGKSSFYRNLLWLTEKE----GSYPKLKNSYVN-KKG-KEVLVLWGIHHPPNSKEQQNLYQNEN-AYVSVVTSNYNRRFTPEIAERP   218
A_United_Kingdom_1_1933_H1N1 ----------DTICIGYHANNSTDTVDTLLEKNVTVTHSVNLLEDSHNGKLCKLKGIAPLQ-----LGKCNIAGWLLGNPECDSLLPARSWSYIVETPNSENGACYPGDF--IDYEELREQLSTVSSLERFEI--FPKESSWP-----NHNTLKGVTVSCSH-GGKSSFYRNLLWLTKTG----DSYPKLNNSYVN-NKG-KEVLVLWGVHHPSSSNEQQSLYHNVN-AYVSVVSSNYNRRFTPEIAARP   218
A_NewCaledonia_20_1999_H1N1 ----------DTICIGYHANNSTDTVDTVLEKNVTVTHSVNLLEDSHNGKLCLLKGIAPLQ-----LGNCSVAGWILGNPECELLISKESWSYIVETPNPENGTCYPGYF--ADYEELREQLSSVSSFERFEI--FPKESSWP-----NHTVT-GVSASCSH-NGKSSFYRNLLWLTGKN----GLYPNLSKSYVN-NKE-KEVLVLWGVHHPPNIGNQRALYHTEN-AYVSVVSSHYSRRFTPEIAKRP   217
A_California_04_2009_H1N1pdm ----------DTLCIGYHANNSTDTVDTVLEKNVTVTHSVNLLEDKHNGKLCKLRGVAPLH-----LGKCNIAGWILGNPECESLSTASSWSYIVETPSSDNGTCYPGDF--IDYEELREQLSSVSSFERFEI--FPKTSSWP-----NHDSNKGVTAACPH-AGAKSFYKNLIWLVKKG----NSYPKLSKSYIN-DKG-KEVLVLWGIHHPSTSADQQSLYQNAD-TYVFVGSSRYSKKFKPEIAIRP   218
A_Singapore_1_1957_H2N2 ----------DQICIGYHANNSTEKVDTILERNVTVTHAKDILEKTHNGKLCKLNGIPPLE-----LGDCSIAGWLLGNPECDRLLSVPEWSYIMEKENPRDGLCYPGSF--NDYEELKHLLSSVKHFEKVKI--LPKD-RWT-----QHTTT-GGSRACAV-SGNPSFFRNMVWLTKKE----SNYPVAKGSYNN-TSG-EQMLIIWGVHHPNDETEQRTLYQNVG-TYVSVGTSTLNKRSTPDIATRP   216
A_mallard_Italy_3401_2005_H5N1 ----------DQICIGYHANNSTEQVDTIMEKNVTVTHAQDILEKAHNGKLCSLNGVKPLI-----LRDCSVAGWLLGNPMCDEFLNVPEWSYIVEKDNPINGLCYPGDF--NDYEELKHLLSSTNHFEKIQI--IPRS-SWS-----NHEASSGVSSACPY-NGRSSFFRNVVWLIKKN----NAYPTIKRSYNN-TNQ-EDLLVLWGIHHPNDAAEQTKLYQNPT-TYVSVGTSTLNQRSVPEIATRP   217
A_Vietnam_1203_04_H5N1 ----------DQICIGYHANNSTEQVDTIMEKNVTVTHAQDILEKKHNGKLCDLDGVKPLI-----LRDCSVAGWLLGNPMCDEFINVPEWSYIVEKANPVNDLCYPGDF--NDYEELKHLLSRINHFEKIQI--IPKS-SWS-----SHEASLGVSSACPY-QGKSSFFRNVVWLIKKN----STYPTIKRSYNN-TNQ-EDLLVLWGIHHPNDAAEQTKLYQNPT-TYISVGTSTLNQRLVPRIATRS   217
A_chicken_Egypt_0915-NLQP_2009_H5N1 ----------DQICIGYHANNSTEQVDTIMEKNVTVTHAQDILEKTHNGKLCNLDGVKPLI-----LRDCSVAGWLLGNPMCDEFLNVPEWSYIVEKINPANDLCYPGNF--NDYEELKHLLSRINHFEKIQI--IPKN-SWS-----DHEAS-GVSSACPY-QGRSSFFRNVVWLTKKD----NAYPTIKRSYNN-TNQ-EDLLVLWGIHHPNDAAEQTRLYQNPT-TYISVGTSTLNQRLVPKIATRS   216
A_chicken_Taiwan_0705_99_H6N1 ----------DKICIGYHANNSTTQVDTILEKNVTVTHSVELLENQKEERFCKIMNKSPLD-----LRECTIEGWILGNPKCDLLLGDQSWSYIVERPTAQNGICYPGAL--NEVEELKALIGSGERVERFEM--FPKS-TWA-----GVDTSSGVTNACPSYTIGSSFYRNLVWIIKTNS---AAYPVIKGTYNN-TGN-QPILYFWGVHHPPNTGVQDTLYGSGE-RYVRMGTDSMNFAKSPEIAERP   219
A_turkey_Ontario_6118_1968_H8N4 ---------YDRICIGYQSNNSTDTVNTLIEQNVPVTQTMELVETEKHPAYCNTDLGAPLE-----LRDCKIEAVIYGNPKCDIHLKDQGWSYIVERPSAPEGMCYPGSV--ENLEELRFVFSSAASYKRIRL--FDYS-RWN------VTRS-GTSKACNASTGGQSFYRSINWLTKKKP---DTYDFNEGAYVN-NED-GDIIFLWGIHHPPDTKEQTTLYKNAN-TLSSVTTNTINRSFQPNIGPRP   218
A_Swine_HK_9_98_H9N2 ----------DKICIGYQSTNSTETVDTLTETNVPVTHAKELLHTEHNGMLCATNLGHPLI-----LDTCTIEGLIYGNPSCDLLLGGREWSYIVERPSAVNGMCYPGNV--ENLEELRSLFSSASSYQRIQI--FPDT-IWN------VSYS-GTSKACS-----DSFYRSMRWLTQKN----NAYPIQDAQYTN-NRG-KSILFMWGINHPPTDTVQTNLYTRTD-TTTSVTTEDINRTFKPVIGPRP   211
A_duck_England_1_1956_H11N6 ----------DEICIGYLSNNSTDKVDTIIENNVTVTSSVELVETEHTGSFCSINGKQPIS-----LGDCSFAGWILGNPMCDELIGKTSWSYIVEKPNPTNGICYPGTL--ESEEELRLKFSGVLEFNKFEV--FTSN-GWG-----AVNSGVGVTAACKF-GGSNSFFRNMVWLIHQS----GTYPVIKRTFNN-TKG-RDVLIVWGIHHPATLTEHQDLYKKDS-SYVAVGSETYNRRFTPEINTRP   217
A_Duck_Alberta_60_1976_H12N5 ---------YDKICIGYQTNNSTETVNTLSEQNVPVTQVEELVHGGIDPILCGTELGSPLV-----LDDCSLEGLILGNPKCDLYLNGREWSYIVERPKEMEGVCYPGSI--ENQEELRSLFSSIKKYERVKM--FDFT-KWN------VTYT-GTSKACNNTSNQGSFYRSMRWLTLKS----GQFPVQTDEYKN-TRD-SDIVFTWAIHHPPTSDEQVKLYKNPD-TLSSVTTDEINRSFKPNIGPRP   217
A_gull_Maryland_704_1977_H13N6 ----------DRICVGYLSTNSSERVDTLLENGVPVTSSIDLIETNHTGTYCSLNGVSPVH-----LGDCSFEGWIVGNPACTSNFGIREWSYLIEDPAAPHGLCYPGEL--NNNGELRHLFSGIRSFSRTEL--IPPT-SWG------EVLD-GTTSACRDNTGTNSFYRNLVWFIKKN----NRYPVISKTYNN-TTG-RDVLVLWGIHHPVSVDETKTLYVNSD-PYTLVSTKSWSEKYKLETGVRP   216
A_black-headedgull_Turkmenistan_13_76_H16N3 ----------DKICIGYLSNNSSDTVDTLTENGVPVTSSVDLVETNHTGTYCSLNGISPIH-----LGDCSFEGWIVGNPSCATNINIREWSYLIEDPNAPNKLCYPGEL--DNNGELRHLFSGVNSFSRTEL--INPS-KWG------NVLD-GVTASCLD-RGASSFYRNLVWLVKQKI---GEYPVVKGEYNN-TTG-RDVLVLWGIHHPDTETTATNLYVNKN-PYTLVSTKEWSKRYELEIGTRI   216
A_AICHI_2_68_H3N2 QDLPGNDNSTATLCLGHHAVPNGTLVKTITDDQIEVTNATELVQSSSTGKICNN-PHRILD-----GIDCTLIDALLGDPHCDVFQNE-TWDLFVERSK-AFSNCYPYDV--PDYASLRSLVASSGTLEFITE--GF---TWT-----GVTQN-GGSNACKR-GPGSGFFSRLNWLTKSG----STYPVLNVTMPN-NDN-FDKLYIWGIHHPSTNQEQTSLYVQAS-GRVTVSTRRSQQTIIPNIGSRP   221
A_mallard_Astrakhan_263_1982_H14N5 -QITNGTTGNPIICLGHHAVENGTSVKTLTDNHVEVVSAKELVETNHTDELCPS-PLKLVD-----GQDCDLINGALGSPGCDRLQDT-TWDVFIERPT-AVDTCYPFDV--PDYQSLRSILASSGSLEFIAE--QF---TWN-----GVKVD-GSSSACLR-GGRNSFFSRLNWLTKATN---GNYGPINVTKEN-TGS-YVRLYLWGVHHPSSDNEQTDLYKVAT-GRVTVSTRSDQISIVPNIGSRP   221
A_duck_Australia_341_1983_H15N8 ----------DKICLGHHAVANGTKVNTLTEKGVEVVNATETVEITGINKVCTK-GKKAVD-----LGSCGILGTIIGPPQCDSHLKF-KADLIIERRN-SSDICYPGKF--TNEEALRQIIRESGGIDKEPM--GF---RYS-----GIKTD-GATSACKR--TVSSFYSEMKWLLSSKAN--QVFPQLNQTYRN-NRK-EPALIVWGVHHSSSLDEQNKLYGAGN-KLITVGSSKYQQSFSPSPGDRP   212
A_mallard_bavaria_3_2006_H10N7 ---------LDKICLGHHAVANGTIVKTLTNEQEEVTNATETVESTSLNRLCMK-GRNHKD-----LGNCHPIGMLIGTPACDLHLTG-TWDTLIEREN-AIAYCYPGAT--VNEEALRQKIMESGGISKIST--GF---TYG-----SSINSAGTTKACMR-NGGNSFYAELKWLVSKSKG--QNFPQTTNTYRN-TDT-AEHIIMWGIHHPSSTQEKNDLYGTQS-LSISVGSSTYQNNFVPVVGARP   215
A_swine_Ontario_01911-1_99_H4N6 ----QNYTGNPVICLGHHAVSNGTMVKTLTDDQIEVVTAQELVESQHLPELCPS-PLRLVD-----GQTCDIVNGALGSPGCDHLNGA-EWDVFIERPT-AVDTCYPFDV--PDYQSLRSILANNGKFEFIAE--EF---QWN-----TVKQN-GKSGACKR-ANVNDFFNRLNWLTKSDG---NAYPLQNLTKVN-NGD-YARLYIWGVHHPSTDTEQTNLYKNNP-GRVTVSTQTSQTSVVPNIGSRP   218
A_Turkey_Italy_220158_02_H7N3 ----------DKICLGHHAVSNGTKVNTLTERGVEVVNATETVERTNVPRICSK-GKRTVD-----LGQCGLLGTITGPPQCDQFLEF-SADLIIERRE-GSDVCYPGKF--VNEEALRQILRESGGIDKETM--GF---TYS-----GIRTN-GATSACRR--SGSSFYAEMKWLLSNTDN--AAFPQMTKSYKN-TRK-DPALIIWGIHHSGSTTEQTKLYGSGN-KLITVGSSNYQQSFVPSPGARP   212
A_Netherlands_219_03_H7N7 ----------DKICLGHHAVSNGTKVNTLTERGVEVVNATETVERTNVPRICSK-GKRTVD-----LGQCGLLGTITGPPQCDQFLEF-SADLIIERRE-GSDVCYPGKF--VNEEALRQILRESGGIDKETM--GF---TYS-----GIRTN-GTTSACRR--SGSSFYAEMKWLLSNTDN--AAFPQMTKSYKN-TRK-DPALIIWGIHHSGSTTEQTKLYGSGN-KLITVGSSNYQQSFVPSPGARP   212
A_little-yellow-shoulderedbat_Guatemala_060_2010_H17 ----------DRICIGYQANQNNQTVNTLLEQNVPVTGAQEILETNHNGKLCSLNGVPPLD-----LQSCTLAGWLLGNPNCDNLLEAEEWSYIKINENAPDDLCFPGNF--ENLQDLLLEMSGVQNFTKVKL--FNPQ-SMT-----GVTTN-NVDQTCPF-EGKPSFYRNLNWIQGNSG------LPFNIEIKN-PTS-NPLLLLWGIHNTKDAAQQRNLYGNDY-SYTIFNFGEKSEEFRPDIGQRD   214
A_flat-faced_bat_Peru_033_2010_H18 ----------DQICIGYHSNNSTQTVNTLLESNVPVTSSHSILEKEHNGLLCKLKGKAPLD-----LIDCSLPAWLMGNPKCDELLTASEWAYIKEDPEPENGICFPGDF--DSLEDLILLVSNTDHFRKEKI--IDMT-RFS-----DVTTN-NVDSACPYDTNGASFYRNLNWVQQNKG------KQLIFHYQN-SEN-NPLLIIWGVHQTSNAAEQNTYYGSQT-GSTTITIGEETNTYPLVISESS   215
B_HONGKONG_8_73 ----------DRICTGITSSNSPHVVKTATQGEVNVTGVIPLTTTPTKSHFANLKGTQTRGKLCPNCLNCTDLDVALGRPKCMGTIPS-AKASILHEVKPVTSGCFPIMHDRTKIRQLPNLLRGYENIRLSARNVT----NAETAPGGPYIV--GTSGSCPNVTNGNGFFATMAWAVPK---NKTATNPLTVEVPYICTKGEDQITVWGFHSD-DETQMVKLYGDSKPQKFTSSANGVTTHYVSQIGGFP   229
B_FLORIDA_4_2006 ----------DRICTGITSSNSPHVVKTATQGEVNVTGVIPLTTTPTKSYFANLKGTRTRGKLCPDCLNCTDLDVALGRPMCVGTTPS-AKASILHEVKPVTSGCFPIMHDRTKIRQLPNLLRGYENIRLSTQNVI----DAEKAPGGPYRL--GTSGSCPNATSKSGFFATMAWAVPKDN-NKNATNPLTVEVPYICTEGEDQITVWGFHSD-DKTQMKNLYGDSNPQKFTSSANGVTTHYVSQIGSFP   231
B_HUMAN_BRISBANE_60_2008 ----------DRICTGITSSNSPHVVKTATQGEVNVTGVIPLTTTPTKSHFANLKGTETRGKLCPKCLNCTDLDVALGRPKCTGKIPS-ARVSILHEVRPVTSGCFPIMHDRTKIRQLPNLLRGYEHIRLSTHNVI----NAENAPGGPYKI--GTSGSCPNITNGNGFFATMAWAVPKNDKNKTATNPLTIEVPYICTEGEDQITVWGFHSD-NETQMAKLYGDSKPQKFTSSANGVTTHYVSQIGGFP   232
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A_Swine_Iowa_15_1930_H1N1 KV-----RGQAGRMNYYWTLLEPGDTITFEATGNLVAPRYAFALNR---------GSESGIITSDAPVHDCDTKCQTPHGAINSSLPFQN-IHPVTIGECPKYVKSTKLRMVTGLRNIPSIQS----RGLFGAIAGFIEGGWTGLIDGWYGYHHQNGQGSGYAADQKSTQNAIDGITNKVNSVIEKMNTQFTVVGKEFNNLERRIKNLNKKVDDGFLDVWTYNAEMLVLLENERTLDFHDSNVKNLYEKA   449
A_Puerto_Rico_8_34_H1N1 KV-----RDQAGRMNYYWTLLKPGDTIIFEANGNLIAPMYAFALRR---------GFGSGIITSNASMHECNTKCQTPLGAINSSLPYQN-IHPVTIGECPKYVRSAKLRMVTGLRNIPSIQS----RGLFGAIAGFIEGGWTGMIDGWYGYHHQNEQGSGYAADQKSTQNAINGITNKVNSVIEKMNIQFTAVGKEFNKLEKRMENLNNKVDDGFLDIWTYNAELLVLLENERTLDFHDSNVKNLYEKV   449
A_United_Kingdom_1_1933_H1N1 KV-----RDQPGRMNYYWTLLEPGDTILFEATGNLIAPWYAFALSR---------GFGSGIITSNASMHECNTKCQTPQGAINSSLPFQN-IHPVTIGECPKYVRSTKLRMVTGLRNIPSIQS----RGLFGAIAGFIEGGWTGMIDGWYGYHHQNEQGSGYAADQKSTQNAINGITNKVNSVIEKMNTQFTAVGKEFNNLEKRMENLNKKVDDGFLDIWTYNAELLVLLENERTLDFHDLNVKNLYEKV   449
A_NewCaledonia_20_1999_H1N1 KV-----RDQEGRINYYWTLLEPGDTIIFEANGNLIAPWYAFALSR---------GFGSGIITSNAPMDECDAKCQTPQGAINSSLPFQN-VHPVTIGECPKYVRSAKLRMVTGLRNIPSIQS----RGLFGAIAGFIEGGWTGMVDGWYGYHHQNEQGSGYAADQKSTQNAINGITNKVNSVIEKMNTQFTAVGKEFNKLERRMENLNKKVDDGFLDIWTYNAELLVLLENERTLDFHDSNVKNLYEKV   448
A_California_04_2009_H1N1pdm KV-----RDQEGRMNYYWTLVEPGDKITFEATGNLVVPRYAFAMER---------NAGSGIIISDTPVHDCNTTCQTPKGAINTSLPFQN-IHPITIGKCPKYVKSTKLRLATGLRNIPSIQS----RGLFGAIAGFIEGGWTGMVDGWYGYHHQNEQGSGYAADLKSTQNAIDEITNKVNSVIEKMNTQFTAVGKEFNHLEKRIENLNKKVDDGFLDIWTYNAELLVLLENERTLDYHDSNVKNLYEKV   449
A_Singapore_1_1957_H2N2 KV-----NGLGSRMEFSWTLLDMWDTINFESTGNLIAPEYGFKISK---------RGSSGIMKTEGTLENCETKCQTPLGAINTTLPFHN-VHPLTIGECPKYVKSEKLVLATGLRNVPQIES----RGLFGAIAGFIEGGWQGMVDGWYGYHHSNDQGSGYAADKESTQKAFDGITNKVNSVIEKMNTQFEAVGKEFSNLERRLENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKV   447
A_mallard_Italy_3401_2005_H5N1 KV-----NGQSGRMEFFWTILKPNDAINFESNGNFIAPEYAYKIVK---------KGDSAIMKSGLEYGNCNTKCQTPMGAINSSMPFHN-IHPLTIGECPKYVKSDRLVLATGLRNVPQRET----RGLFGAIAGFIEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGITNKVNSITDKMNTQFEAVGKEFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKV   448
A_Vietnam_1203_04_H5N1 KV-----NGQSGRMEFFWTILKPNDAINFESNGNFIAPEYAYKIVK---------KGDSTIMKSELEYGNCNTKCQTPMGAINSSMPFHN-IHPLTIGECPKYVKSNRLVLATGLRNSPQRERRRKKRGLFGAIAGFIEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKV   452
A_chicken_Egypt_0915-NLQP_2009_H5N1 KV-----NGQSGRMEFFWTILKSNDAINFESNGNFIAPENAYKIVK---------KGDSTIMKSELEYGNCNTKCQTPIGAINSSMPFHN-IHPLTIGECPKYVKSNRLVLATGLRNSPQRERRRKKRGLFGAIAGFIEGGWQGMVDGWYGYHHSNEQGSGYAADKESTQKAIDGVTNKVNSIIDKMNTQFEAVGREFNNLERRIENLNKKMEDGFLDVWTYNAELLVLMENERTLDFHDSNVKNLYDKV   451
A_chicken_Taiwan_0705_99_H6N1 VV-----NGQRGRIDYYWSVLKPGETLNVESNGNLIAPWYAYKFVS--------TNKKGAVFKSNLPIENCDATCQTIAGVLRTNKTFQN-VSPLWIGECPKYVKSESLRLATGLRNIPQIKT----RGIFGAIAGFIEGGWTGMIDGWYGYHHENSQGSGYAADRESTQKAIDGITNKVNSIIDKMNTQFEAVDHEFSNLERRIGNLNKRMEDGFLDVWTYNAELLVLLENERTLDLHDANVKNLYEKV   451
A_turkey_Ontario_6118_1968_H8N4 LV-----RGQQGRMDYYWGILKRGETLKIRTNGNLIAPEFGYLLKG--------ESYGRIIQNEDIPIGNCNTKCQTYAGAINSSKPFQN-ASRHYMGECPKYVKKASLRLAVGLRNTPSVEP----RGLFGAIAGFIEGGWSGMIDGWYGFHHSNSEGTGMAADQKSTQEAIDKITNKVNNIVDKMNREFEVVNHEFSEVEKRINMINDKIDDQIEDLWAYNAELLVLLENQKTLDEHDSNVKNLFDEV   450
A_Swine_HK_9_98_H9N2 LV-----NGLHGRIDYYWSVLKPGQTLRVRSNGNLIAPWYGHILSG---------ESHGRILKTDLNSGNCVVQCQTERGGLNTTLPFHN-VSKYAFGNCPKYVGVKSLKLAVGLRNVPARSS----RGLFGAIAGFIEGGWPGLVAGWYGFQHSNDQGVGMAADRDSTQKAIDKITSKVNNIVDKMNKQYGIIDHEFSEIETRLNMINNKIDDQIQDIWTYNAELLVLLENQKTLDEHDANVNNLYNKV   442
A_duck_England_1_1956_H11N6 RV-----NGQAGRMTFYWKIVKPGESITFESNGAFLAPRYAFEIVS---------VGNGKLFRSELNIESCSTKCQTEIGGINTNKSFHN-VHRNTIGDCPKYVNVKSLKLATGPRNVPAIAS----RGLFGAIAGFIEGGWPGLINGWYGFQHRNEEGTGIAADKESTQKAIDQITSKVNNIVDRMNTNFESVQHEFSEIEERINQLSKHVDDSVVDIWSYNAQLLVLLENEKTLDLHDSNVRNLHEKV   448
A_Duck_Alberta_60_1976_H12N5 LV-----RGQQGRMDYYWAVLKPGQTVKIQTNGNLIAPEYGHLITG---------KSHGRILKNNLPMGQCVTECQLNEGVMNTSKPFQN-TSKHYIGKCPKYIPSGSLKLAIGLRNVPQVQD----RGLFGAIAGFIEGGWPGLVAGWYGFQHQNAEGTGIAADRDSTQRAIDNMQNKLNNVIDKMNKQFEVVNHEFSEVESRINMINSKIDDQITDIWAYNAELLVLLENQKTLDEHDANVRNLHDRV   448
A_gull_Maryland_704_1977_H13N6 GY-----NGQRSWMKIYWSLIHPGEMITFESNGGFLAPRYGYIIEE---------YGKGRIFQSRIRMSRCNTKCQTSVGGINTNRTFQN-IDKNALGDCPKYIKSGQLKLATGLRNVPAISN----RGFFGAIAGFIEGGWPGLINGWYGFQHQNEQGTGIAADKESTQKAIDQITTKINNIIDKMNGNYDSIRGEFNQVEKRINMLADRIDDAVTDIWSYNAKLLVLLENDKTLDMHDANVKNLHEQV   447
A_black-headedgull_Turkmenistan_13_76_H16N3 GD------GQRSWMKLYWHLMHPGERIMFESNGGLIAPRYGYIIEK---------YGTGRIFQSGVRMAKCNTKCQTSLGGINTNKTFQN-IERNALGDCPKYIKSGQLKLATGLRNVPIPIGE---RGLFGAIAGFIEGGWPGLINGWYGFQHQNEQGTGIAADKASTQKAINEITTKINNIIEKMNGNYDSIRGEFNQVEKRINMLADRVDDAVTDIWSYNAKLLVLIENDRTLDLHDANVRNLHDQV   447
A_AICHI_2_68_H3N2 WV-----RGLSSRISIYWTIVKPGDVLVINSNGNLIAPRGYFKMRT----------GKSSIMRSDAPIDTCISECITPNGSIPNDKPFQN-VNKITYGACPKYVKQNTLKLATGMRNVPEKQT----RGLFGAIAGFIENGWEGMIDGWYGFRHQNSEGTGQAADLKSTQAAIDQINGKLNRVIEKTNEKFHQIEKEFSEVEGRIQDLEKYVEDTKIDLWSYNAELLVALENQHTIDLTDSEMNKLFEKT   451
A_mallard_Astrakhan_263_1982_H14N5 RV-----RNQSGRISIYWTLVNPGDSIIFNSIGNLIAPRGHYKISK---------STKSTVLKSDKRIGSCTSPCLTDKGSIQSDKPFQN-VSRIAIGNCPKYVKQGSLMLATGMRNIPGKQA----RGLFGAIAGFIENGWQGLIDGWYGFRHQNAEGTGTAADLKSTQAAIDQINGKLNRLIEKTNEKYHQIEKEFEQVEGRIQDLEKYVEDTKIDLWSYNAELLVALENQHTIDVTDSEMNKLFERV   452
A_duck_Australia_341_1983_H15N8 KV-----NGQAGRIDFHWMLLDPGDTVTFTFNGAFIAPDRATFLRSNAPSGVEYNGKSLGIQSDAQIDESCEGECFYSGGTINSPLPFQN-IDSWAVGRCPRYVKQSSLPLALGMKNVPEKIHT---RGLFGAIAGFIENGWEGLIDGWYGFRHQNAQGQGTAADYKSTQAAIDQITGKLNRLIEKTNTQFELIDNEFTEVEQQIGNVINWTRDSLTEIWSYNAELLVAMENQHTIDLADSEMNKLYERV   453
A_mallard_bavaria_3_2006_H10N7 QV-----NGQSGRIDFHWTLVQPGDNITFSHNGGLIAPSRVSKLI----------GRGLGIQSDAPIDNNCESKCFWRGGSINTRLPFQN-LSPRTVGQCPKYVNKKSLMLATGMRNVPEIMQG---RGLFGAIAGFIENGWEGMVDGWYGFRHQNAQGTGQAADYKSTQAAIDQITGKLNRLIEKTNTEFESIESEFSEIEHQIGNVINWTKDSITDIWTYQAELLVAMENQHTIDMADSEMLNLYERV   446
A_swine_Ontario_01911-1_99_H4N6 WV-----RGLSSRISFYWTIVEPGDLIVFNTIGNLIAPRGHYKLNS---------QKKSTILNTAVPIGSCVSKCHTDKGSISTTKPFQN-ISRISIGDCPKYVKQGSLKLATGMRNIPEKAT----RGLFGAIAGFIENGWQGLIDGWYGFRHQNAEGTGTAADLKSTQAAIDQINGKLNRLIEKPNEKYHQIEKEFEQVEGRIQDLEKYVEDTKIDLWSYNAELLVALENQHTIDVTDSEMNKLFERV   449
A_Turkey_Italy_220158_02_H7N3 QV-----NGQSGRIDFHWLMLNPNDTVTFSFNGAFIAPDRASFLR----------GKSMGIQSSVQVDANCEGDCYHSGGTIISNLPFQN-INSRAVGKCPRYVKQESLMLATGMKNVPEIPKG---RGLFGAIAGFIENGWEGLIDGWYGFRHQNAQGEGTAADYKSTQSAIDQITGKLNRLIEKTNQQFELIDNEFTEVEKQIGNVINWTRDSMTEVWSYNAELLVAMENQHTIDLADSEMNKLYERV   443
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