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gi|145611760|ref|XP_369103.2| MEPSEKRLGDAPEAVVASQTPSNRSRGGSESSSKQQKDD---------LTKADSKVLKPTADAVADPDDIYKHLPPHVAEILKRQV-DTPSVKVGLATLYRYASRNDLIILSISLICAVASGAALPLMTVIFGNLQGSFQDRFLGVT---   137
gi|164423939|ref|XP_959059.2| MAAGSLSEKEGEPSALPVSSHGGSTKG--DTIHKPDPLS---------LEKADTQVVSPKKSLDDDP---YKHLPEREAKILKEQV-FTPDVKVGIATLYRYATRNDLLIIAVSAICAIAAGAALPLMTVIFGNLQGTFQNYFAGVT---   132
gi|19075765|ref|NP_588265.1| MSLHSKKSTSTVKDNEHSLDLSIKSIPSNEKNFSTEKSE---------NEASESHVVDVVKDP-------FEQYTPEEQEILYKQINDTPAKLSGYPRILSYADKWDIMLQLAGTITGIGAGLGMPLMSLVSGQLAQAFTDLASGK----   130
gi|45382457|ref|NP_990225.1| -----------------------MHSEDEKQKHTVD------------GNTYEIANSNQDQDP-----------EDEKKGKKKKG---KKPQMVSPLALFRYSSCTDKLLMIFGSLLAIAHGTSLPIAMIIFGDMTDSFVTSGMTNITGN   101
gi|118085766|ref|XP_418636.2| ---------MTRQEGREDPGQIKMGSEEE-IKHYIN------------GRDDNIAVSYQNYGS-----------EGKCSEDKKKP---EKMNMVSPLAVFRYSDRQDKLLMVLGTTMAVLHGASLPLMMIVFGDMTDTFIASENTTYPAN   114
gi|42741659|ref|NP_000918.2| -----------------------MDLEGDRN-----------------GGAKKKNFFKLNNKS-----------EKDKKEKKPT---------VSVFSMFRYSNWLDKLYMVVGTLAAIIHGAGLPLMMLVFGEMTDIFANAGN-LEDLM    89
gi|114614338|ref|XP_001163342.1| -----------------------MDLEGDRN-----------------GGAKKKNFFKLNNKS-----------EKDKKEKKPT---------VSVFSMFRYSNWLDKLYMVVGTLAAIIHGAGLPLMMLVFGEMTDIFANAGN-LEDLM    89
gi|50978984|ref|NP_001003215.1| -----------------------MDPEGGRK-----------------GSAEK-NFWKMGKKS-----------KKEKKEKKPT---------VSTFAMFRYSNWLDRLYMLVGTMAAIIHGAALPLMMLVFGNMTDSFANAGISRNKTF    89
gi|6755048|ref|NP_035206.1| -----------------------MELEEDLK-----------------GRADK-NFSKMGKKS-----------KKEKKEKKPA---------VSVLTMFRYAGWLDRLYMLVGTLAAIIHGVALPLMMLIFGDMTDSFASVGN----VS    85
gi|25453402|ref|NP_596892.1| -----------------------MELEEDLN-----------------GRADK-NFSKMGKKS-----------KKEKKEKKPA---------VSVLTMFRYAGWLDRFYMLLGTLAAIIHGIALPLMMLVFGDMTDSFANVG-------    82
gi|194685301|ref|XP_590317.4| -----------------------MEWGTRRQNRGGGGQSPGRAAALPLGSRAEAGCLALSNVP-----------AATLGGHEPAGTSGRALRPSARRAVFRYSNWLDRLYMVLGTLAAIIHGAGLPLMMLVFGDMTDSFAAVGSSGNITF   116
gi|17541710|ref|NP_502413.1| -----MLRNGSLRQSLRTLDSFSLAPEDVLKTAIKT------------VEDYEGDNIDSNGEI-----------KITRDAKEEVV------NKVSIPQLYRYTTTLEKLLLFIGTLVAVITGAGLPLMSILQGKVSQAFINEQIVINNNG   116
gi|17558664|ref|NP_507487.1| ------------------------------------------------MGLFKKKKDDSSSEG-----------SSEKKEEAPPP------PKISIFQLYRYTSTVDRLMLAVGIIVSCATGVGLPLMSIIMGNVSQNFVTLGTIFLDPN    85
gi|85726357|ref|NP_523740.3| ---MTVKNGDVVKDDVNSRSQYKTNIVLGAKLEDSDRD----------RKSFEPNKSKKKSKHD----------ESDASDEEDGSQYHEDVKQVSYFQLFRYATKKDRALYVIGLLSAVATGLTTPANSLIFGNLANDMIDLGG-LLESG   126
gi|15232977|ref|NP_189479.1| ---------------------------------------------MGKEDEKESGRDKMKSFG-------------------------------SIRSIFMHADGVDWILMALGLIGAVGDGFITPVVVFIFNTLLNNLGTSSS------    68
gi|15232978|ref|NP_189480.1| ---------------------------------------------------------MMKSFG-------------------------------SIRSIFMHADGVDWMLMALGLIGAVGDGFITPIIFFICSKLLNNVGGSSF------    56
gi|240255457|ref|NP_189477.4| ----------------------------------------------------------MKTWG-------------------------------SMRSIFMHADGVDWMLMGLGLIGAVGDGFITPILFFITAMLLNDFGSFSF------    55
gi|22331385|ref|NP_683599.1| ----------------------------------------------------------MKSFG-------------------------------SVRSIFMHANSVDLVLMGLGLIGAVGDGFITPIIFFITGLLLNDIGDSSF------    55
gi|15229473|ref|NP_189475.1| ---------------------------------------------MGKEEEKESGRNKMNCFG-------------------------------SVRSIFMHADGVDWLLMGLGLIGAVGDGFTTPLVLLITSKLMNNIGGSSF------    68
gi|115444737|ref|NP_001046148.1| ---------------------------------------------MGGGDGGAGKAKARPVFS-------------------------------SFMTVFMHADAADVALMVLGLLGAMGDGISTPVMLLITSRIFNDLGSGAD------    68
gi|115444735|ref|NP_001046147.1| ---------------------------------------------MGGDDRSAG--KAKPVLG-------------------------------SFMTVFMHADAVDVVLMVLGLLGAVGDGLSMPVLLLITGSVYNNFGGGAD------    66
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gi|145611760|ref|XP_369103.2| -------------------SYDEFMQTMTNLVLYFVYLAIGEFITSYIATVGTIYTGERISAKIRAHYLESCMRQNIGFFDKL--GAGEVTTRITADTNLVQEGISEKVGLTIAAVATFVSAFVIGFVMYWKLTLILTSTFFALIFVMGG   266
gi|164423939|ref|XP_959059.2| -------------------TYDDFTDELARLVLYFVYLAIGEFVTMYITTVGFIYSGEHISGKIREHYLESCMRQNIGFFDKL--GAGEVTTRITADTNLIQEGISEKVGLTLQALATFIAAFVIGFVSFWKLTLILLSTVVALTLVMGG   261
gi|19075765|ref|NP_588265.1| -------------------GASSFQHTVDHFCLYFIYIAIGVFGCSYIYTVTFIIAGERIARRIRQDYLHAILSQNIGYFDRL--GAGEITTRITTDTNFIQDGLGEKVGLVFFAIATFVSGFVIAFIRHWKFTLILSSMFPAICGGIGL   259
gi|45382457|ref|NP_990225.1| SSGLNSSAD----------VFNKLEEEMTRYAYYYSAIAAAVLVAAYIQTSFWTLAAGRQVKKIREKFFHAIMRQEIGWFDVN--DAGELNTRLIDDVSKINEGIGDKIGFLIQSETTFLTGFIVGFIRGWKLTLVILAVSPVLGLSAAL   239
gi|118085766|ref|XP_418636.2| FSLLNSTSVNFSMEFFSYLILGELEEEMTRYAYYYSGIGAGVLFAAYIQVSFWTLAAGRQIKRIRQEFFHAVMRQEIGWFDVN--DVCELNTRIVDDISKINEGIGEKIAMFFQAVATFFTGFIVGFTKGWKLTLVILALSPVLGFSSAL   262
gi|42741659|ref|NP_000918.2| SNITNRSDIN-----DTGFFMN-LEEDMTRYAYYYSGIGAGVLVAAYIQVSFWCLAAGRQIHKIRKQFFHAIMRQEIGWFDVH--DVGELNTRLTDDVSKINEGIGDKIGMFFQSMATFFTGFIVGFTRGWKLTLVILAISPVLGLSAAV   231
gi|114614338|ref|XP_001163342.1| SNITNRSDIN-----DTGFFMN-LEEDMTRYAYYYSGIGAGVLVAAYIQVSFWCLAAGRQIHKIRKQFFHAIMRQEIGWFDVH--DVGELNTRLTDDVSKINEGIGDKIGMFFQSMATFFTGFIVGFTRGWKLTLVILAISPVLGLSAAV   231
gi|50978984|ref|NP_001003215.1| PVIINESITN-----NTQHFINHLEEEMTTYAYYYSGIGAGVLVAAYIQVSFWCLAAGRQILKIRKQFFHAIMRQEIGWFDVH--DVGELNTRLTDDVSKINEGIGDKVGMFFQSIATFFTGFIVGFTPGWKLTLVILAISPVLGLSAAI   232
gi|6755048|ref|NP_035206.1| KNSTNMSEAD-----KRAMFAK-LEEEMTTYAYYYTGIGAGVLIVAYIQVSFWCLAAGRQIHKIRQKFFHAIMNQEIGWFDVH--DVGELNTRLTDDVSKINEGIGDKIGMFFQAMATFFGGFIIGFTRGWKLTLVILAISPVLGLSAGI   227
gi|25453402|ref|NP_596892.1| -NNRSMSFYN-----ATDIYAK-LEDEMTTYAYYYTGIGAGVLIVAYIQVSLWCLAAGRQIHKIRQKFFHAIMNQEIGWFDVH--DVGELNTRLTDDVSKINEGIGDKIGMFFQAMATFFGGFIIGFTRGWKLTLVILAISPVLGLSAGI   223
gi|194685301|ref|XP_590317.4| PNTINGSELGT---IVRTEYGKKLEKEMTTYAYYYSGIGAGVLIAAYIQVSFWCLAAGRQVHRIRKQFFHAIMKQEIGWFDVH--DVGELNTRLTDDVSKINEGIGDKIGMFFQAMATFFTGFIIGFTEGWKLTLVILAISPVLGLSAAI   261
gi|17541710|ref|NP_502413.1| STFLPTGQNY---------TKTDFEHDVMNVVWSYAAMTVGMWAAGQITVTCYLYVAEQMNNRLRREFVKSILRQEISWFDTN--HSGTLATKLFDNLERVKEGTGDKIGMAFQYLSQFITGFIVAFTHSWQLTLVMLAVTPIQALCGFA   255
gi|17558664|ref|NP_507487.1| ST--ASEKAA---------ARAEFSHEVIQNCLKYVYLGCGIFAAGFLQASCFMVICEKLSNRFRRQFFHSVMRQEIAWYDKN--TSGTLSNKLFDNLERVREGTGDKVGLAFQMMAQFIGGFAVAFTYDWLLTLIMMSLSPFMMICGLF   222
gi|85726357|ref|NP_523740.3| KSYRADDAIS-----------TLLLDKVRQFSLQNTYIGIIMLVCSYLSITCFNYAAHSQILTIRSKFFRSILHQDMKWYDFN--QSGEVASRMNEDLSKMEDGLAEKVVMFVHYLVAFVGSLVLAFVKGWQLSLVCLTSLPLTFIAMGL   263
gi|15232977|ref|NP_189479.1| -------------------NNKTFMQTISKNVVALLYVACGSWVICFLEGYCWTRTGERQAARMREKYLRAVLRQDVGYFDLHVTSTSDVITSISSDSLVIQDFLSEKLPNFLMNASAFVASYIVSFILMWRLTIVGFPFIILLLVPGLM   199
gi|15232978|ref|NP_189480.1| -------------------DDETFMQTVAKNAVALVYVACASWVICFIEGYCWTRTGERQAAKMREKYLKAVLRQDVGYFDLHVTSTSDVITSVSSDSLVIQDFLSEKLPNFLMNTSAFVASYIVGFLLLWRLTIVGFPFIILLLIPGLM   187
gi|240255457|ref|NP_189477.4| -------------------NDETFMQPISKNALAMLYVACASWVICFLEGYCWTRTGERQAAKMRERYLRAVLRQDVGYFDLHVTSTSDIITSVSSDSLVIQDFLSEKLPNILMNASAFVGSYIVGFMLLWRLTIVGFPFIILLLIPGLM   186
gi|22331385|ref|NP_683599.1| -------------------GDKTFMHAIMKNAVALLYVAGASLVICFVG--------ERQASRMREKYLRAVLRQDVGYFDLHVTSTSDVITSVSSDTLVIQDVLSEKLPNFLMSASAFVASYIVGFIMLWRLTIVGFPFFILLLIPGLM   178
gi|15229473|ref|NP_189475.1| -------------------NTDTFMQSISKNSVALLYVACGSWVVCFLEGYCWTRTGERQTARMREKYLRAVLRQDVGYFDLHVTSTSDVITSVSSDSFVIQDVLSEKLPNFLMSASTFVGSYIVGFILLWRLAIVGLPFIVLLVIPGLM   199
gi|115444737|ref|NP_001046148.1| -------------------IVKEFSSKVNVNARNLVFLAAASWVMAFLEGYCWARTAERQASRMRARYLRAVLRQDVEYFDLKKGSTAEVITSVSNDSLVVQDVLSEKVPNFVMNAAMFAGSYAVGFALLWRLTLVALPSVVLLIIPGFM   199
gi|115444735|ref|NP_001046147.1| -------------------NVQEFSSKVNMNARNLLFLAA--------EGYCWTRTAERQASRMRARYLQAVLRQDVEYFDLKKGSTAEVITSVANDSLVVQDVLSEKVPNFVMNAAMFVGNYAFGFALMRQLMLVALPSVVLLIIPTFM   189
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gi|145611760|ref|XP_369103.2| GSAFIVKFSKQTIDSYAEGGSVAEEVISSVRNAVAFGTQDRLARQYDSHLVKAEGTGFKVKASIGIMVAGMMSVLYLNYGLAFWMGSRYLVD-------GVIPLSKVLTVMMSVMIGAFNIGNVAPNVQAFTTALGAAAKIYTTIDRQSV   409
gi|164423939|ref|XP_959059.2| GSQFIIKFSKQNIAAYAEGGSVADEVISSVRNAIAFGTQDRLARRYDAHLTRAEHFGFRLKGSIGVMVAGMMTVLYLNYGLAFWQGSRFLLS-------GDTELRKILTVMMSVMIGAFNLGNIAPNLQAFVTALGAAAKIYNTIDRESP   404
gi|19075765|ref|NP_588265.1| GVPFITKNTKGQIAVVAESSTFVEEVFSNIRNAFAFGTQDILAKLYNKYLITAQRFGINKAIAMGLMVGWMFFVAYGVYGLAFWEGGRLLHA-------GDLDVSKLIGCFFAVLIASYSLANISPKMQSFVSCASAAKKIFDTIDRVSP   402
gi|45382457|ref|NP_990225.1| WAKILTAFTDKEQAAYAKAGAVAEEVLSAVRTVIAFGGQEKEIKRYHKNLEDAKRIGIRKAITSNISMGAAFLLIYASYALAFWYGTTLILA-------NEYSIGNVLTVFFSVLIGAFSIGQTAPSIEAFANARGAAYAIFNIIDNEPE   382
gi|118085766|ref|XP_418636.2| WAKIISTFTNKELTAYAKAGAVAEEVLAAVRTVVAFGGQRKETERYQKNLEDAKRMGIQKAISANISMGVSFFLIYGSYALAFWYGTILVLS-------EDYTIGKVFTVFFSILVGAFSVGQAAPSMEAFANARGAAYAIFNIIDNEPQ   405
gi|42741659|ref|NP_000918.2| WAKILSSFTDKELLAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNKNLEEAKRIGIKKAITANISIGAAFLLIYASYALAFWYGTTLVLS-------GEYSIGQVLTVFFSVLIGAFSVGQASPSIEAFANARGAAYEIFKIIDNKPS   374
gi|114614338|ref|XP_001163342.1| WAKILSSFTDKELLAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNKNLEEAKRIGIKKAITANISIGAAFLLIYASYALAFWYGTTLVLS-------GEYSIGQVLTVFFSVLIGAFSVGQASPSIEAFANARGAAYEIFKIIDNKPS   374
gi|50978984|ref|NP_001003215.1| WAKILSSFTDKELLAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNKNLEEAKRIGIKKAITANISIGAAFLLIYASYALAFWYGTSLVLS-------SEYTIGQVLTVFFSVLIGAFSIGQASPSIEAFANARGAAYEIFKIIDNKPS   375
gi|6755048|ref|NP_035206.1| WAKILSSFTDKELHAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNNNLEEAKRLGIKKAITANISMGAAFLLIYASYALAFWYGTSLVIS-------KEYSIGQVLTVFFSVLIGAFSVGQASPNIEAFANARGAAYEVFKIIDNKPS   370
gi|25453402|ref|NP_596892.1| WAKILSSFTDKELQAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNNNLEEAKRLGIKKAITANISMGAAFLLIYASYALAFWYGTSLVIS-------KEYTIGQVLTVFFSVLIGAFSVGQASPNIEAFANARGAAYEVFSIIDNKPS   366
gi|194685301|ref|XP_590317.4| WAKILSSFTDKELLAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNKNLEEAKRIGIKKAITANISMGAAFLLIYASYALAFWYGTSLVLS-------KEYSIGQVLTVFFSVLIGAFSIGQASPNIEAFANARGAAYEVFKIIDHKPS   404
gi|17541710|ref|NP_502413.1| IAKSMSTFAIRETLRYAKAGKVVEETISSIRTVVSLNGLRYELERYSTAVEEAKKAGVLKGLFLGISFGAMQASNFISFALAFYIGVGWVHD-------GSLNFGDMLTTFSSVMMGSMALGLAGPQLAVLGTAQGAASGIYEVLDRKPV   398
gi|17558664|ref|NP_507487.1| LAKLLATAATKEAKQYAVAGGIAEEVLTSIRTVIAFNGQEYECKRYEDALEHGKKTGIKKSFLIGAGLASFFVIIYASYCLAFWVGTNFVYS-------GRLESGTVLTVFFSVMMGSMALGQAGQQFATIGTALGAAASLYEVIDRIPE   365
gi|85726357|ref|NP_523740.3| VAVATSRLAKKEVTMYAGAAVVAEGALSGIRTVKAFEGEAKEVAAYKERVVAAKILNIKRNMFSGIGFGLLWFFIYASYALAFWYGVGLVIKGYHEPAYENYDAGTMITVFFSVMMGSMNIGMAAPYIEAFGIAKGACAKVFHIIEQIPE   413
gi|15232977|ref|NP_189479.1| YGRALVSISRKIHEQYNEAGSIAEQAISSVRTVYAFGSENKMIGKFSTALRGSVKLGLRQGLAKGITIG-SNGVTHAIWAFLTWYGSRLVMN-------HGSKGGTVFVVISCITYGGVSLGQSLSNLKYFSEAFVAWERILEVIKRVPD   341
gi|15232978|ref|NP_189480.1| YGRALIRISMKIREEYNEAGSIAEQVISSVRTVYAFGSEKKMIEKFSTALQGSVKLGLRQGLAKGIAIG-SNGITYAIWGFLTWYGSRMVMN-------HGSKGGTVSSVIVCVTFGGTSLGQSLSNLKYFSEAFVVGERIMKVINRVPG   329
gi|240255457|ref|NP_189477.4| YGRALIGISRKIREEYNEAGSIAEQAISSVRTVYAFVSEKKMIEKFSDALQGSVKLGLRQGLAKGIAIG-SNGIVYAIWGFLTWYGSRMVMN-------YGYKGGTVSTVTVCVTFGGTALGQALSNLKYFSEAFVAGERIQKMIKRVPD   328
gi|22331385|ref|NP_683599.1| CGRALINISRKIREEYNEAGSIAEQAISLVRTVYAFGSERKMISKFSAALEGSVKLGLRQGIAKGIAIG-SNGVTYAIWGFMTWYGSRMVMY-------HGAKGGTIFAVIICITYGGTSLGRGLSNLKYFSEAVVAGERIIEVIKRVPD   320
gi|15229473|ref|NP_189475.1| YGRALISISRKIREEYNEAGFVAEQAISSVRTVYAFSGERKTISKFSTALQGSVKLGIKQGLAKGITIG-SNGITFAMWGFMSWYGSRMVMY-------HGAQGGTVFAVAAAIAIGGVSLGGGLSNLKYFFEAASVGERIMEVINRVPK   341
gi|115444737|ref|NP_001046148.1| YGRILVGLARRIREQYTRPGAIAEQAVSSARTVYSFVAERTTMAQFSAALEESARLGLKQGLAKGIAVG-SNGITFAIWAFNVWYGSRLVMY-------HGYQGGTVFAVSAAIVVGGLALGSGLSNVKYFSEASSAAERILEVIRRVPK   341
gi|115444735|ref|NP_001046147.1| YGRVVVDLARRIREQYTRPGAIAEQAMSSVRTVYSFVAERTTMAQFSAALEESVRLGLKQGLAKGVAIG-SNGITFAILAFNVWYGSRLVMS-------HGYKGGTVFVVSYAVIQGGLALGSVLSNVKYLSEASSAAERILEVIRRVPK   331
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                  ::.    *         : ...:   * :* :  ::  . *    *: .**** **.**** : *: * *.   * : .:.  :  : :  **   .:* *** **  :: :**  *                 :  *   :**  **  
gi|145611760|ref|XP_369103.2| LDPTSDEGEKIENLKGTIFLENVKHIYPSRPEVVVMEDVTLEIPAGKTTALVGASGSGKSTIIGLVERFYQPVGGKVYLDGKDISTLNLRWLRQNISLVSQEPILFSVSIYENIKHGLIGTKHENAEPEVQKELIIEAAKKANAHEFIST   559
gi|164423939|ref|XP_959059.2| IDSSSEEGGKLENVVGTIRLENIKHIYPSRPDVVVMEDVSLVIPAGKTTALVGASGSGKSTIVGLVERFYKPIEGKVYLDDVDISTLNVRWLRQQIALVSQEPTLFACTIYDNIRHGLIGTKWESESEEQQRERIYEAARKANAHDFITS   554
gi|19075765|ref|NP_588265.1| INAFTPTGDVVKDIKGEIELKNIRFVYPTRPEVLVLDNFSLVCPSGKITALVGASGSGKSTIIGLVERFYDPIGGQVFLDGKDLRTLNVASLRNQISLVQQEPVLFATTVFENITYGLPDTIKGTLSKEELERRVYDAAKLANAYDFIMT   552
gi|45382457|ref|NP_990225.1| IDSYSDAGHKPDHIKGNLEFQNVFFNYPSRPDVEILKGLNLKVNCGQTVALVGGSGCGKSTTVQLIQRFYDPKEGTITIDGQDLKSLNVRYLREIIGVVNQEPVLFATTIAENIRYGREDVTMEE---------IERATKEANAYDFIMK   523
gi|118085766|ref|XP_418636.2| IDSSSNAGYKLDHVKGNLEFQNVYFSYPARPDIKILKGLNLKVNCGQTVALVGGSGCGKSTTVQLIQRFYDPKEGTITIDGQDLKSLNVRYLREIIGVVNQEPVLFATTIAENIRYGREDVTMEE---------IERATKEANAYDFIMK   546
gi|42741659|ref|NP_000918.2| IDSYSKSGHKPDNIKGNLEFRNVHFSYPSRKEVKILKGLNLKVQSGQTVALVGNSGCGKSTTVQLMQRLYDPTEGMVSVDGQDIRTINVRFLREIIGVVSQEPVLFATTIAENIRYGRENVTMDE---------IEKAVKEANAYDFIMK   515
gi|114614338|ref|XP_001163342.1| IDSYSKSGHKPDNIKGNLEFRNVHFSYPSRKQVKILKGLNLKVQSGQTVALVGNSGCGKSTTVQLMQRLYDPTEGMVSVDGQDIRTINVRFLREIIGVVSQEPVLFATTIAENIRYGRENVTMDE---------IEKAVKEANAYDFIMK   515
gi|50978984|ref|NP_001003215.1| IDSYSKSGHKPDNIKGNLEFKNVHFSYPSRKEVKILKGLNLKVQSGQTVALVGNSGCGKSTTVQLMQRLYDPTDGMVCIDGQDIRTINVRHLREITGVVSQEPVLFATTIAENIRYGRENVTMDE---------IEKAVKEANAYDFIMK   516
gi|6755048|ref|NP_035206.1| IDSFSKSGHKPDNIQGNLEFKNIHFSYPSRKEVQILKGLNLKVKSGQTVALVGNSGCGKSTTVQLMQRLYDPLDGMVSIDGQDIRTINVRYLREIIGVVSQEPVLFATTIAENIRYGREDVTMDE---------IEKAVKEANAYDFIMK   511
gi|25453402|ref|NP_596892.1| IDSFSKSGHKPDNIQGNLEFKNIHFSYPSRKDVQILKGLNLKVKSGQTVALVGNSGCGKSTTVQLLQRLYDPIEGEVSIDGQDIRTINVRYLREIIGVVSQEPVLFATTIAENIRYGRENVTMDE---------IEKAVKEANAYDFIMK   507
gi|194685301|ref|XP_590317.4| IDSYSNTGHKPDNIKGNLEFRNVHFHYPSRNEVKILKGLNLKVGSGQTVALVGNSGCGKSTTVQLMQRLYDPTEGMVSIDGQDIRTINVRYLREIIGVVSQEPVLFATTIAENIRYGREDVTMDE---------IQKAVKEANAYDFIMK   545
gi|17541710|ref|NP_502413.1| IDSSSKAGRKDMKIKGDITVENVHFTYPSRPDVPILRGMNLRVNAGQTVALVGSSGCGKSTIISLLLRYYDVLKGKITIDGVDVRDINLEFLRKNVAVVSQEPALFNCTIEENISLGKEGITREE---------MVAACKMANAEKFIKT   539
gi|17558664|ref|NP_507487.1| IDAYSTEGQTPSKISGRISVNKVEFTYPTRADVKILKGVSLDAQPGQTVALVGSSGCGKSTIIQLLQRFYNPDAGQILIDDIPIEDFNIKYLRQLVGVVSQEPNLFNTSIEQNIRYGRSDVSDED---------IARALKEANAADFIKT   506
gi|85726357|ref|NP_523740.3| INPIDGEGKKLNEPLTTIEFKEVEFQYPTRPEVSILNKLNLKIHRGQTVALVGPSGCGKSTCIQLVQRFYDPQAGNLLFNGTNLKDLDINWLRSRIGVVGQEPILFATSIYENIRYGREDATREE---------IEAAAAAANAAIFIKK   554
gi|15232977|ref|NP_189479.1| IDSNKKEGQILERMKGEVEFNHVKFTYLSRPETTIFDDLCLKIPAGKTVALVGGSGSGKSTVISLLQRFYDPIAGEILIDGVSIDKLQVNWLRSQMGLVSQEPVLFATSITENILFGKEDASLDE---------VVEAAKASNAHTFISQ   482
gi|15232978|ref|NP_189480.1| IDSDNLEGQILEKTRGEVEFNHVKFTYPSRPETPIFDDLCLRVPSGKTVALVGGSGSGKSTVISLLQRFYDPIAGEILIDGLPINKLQVKWLRSQMGLVSQEPVLFATSIKENILFGKEDASMDE---------VVEAAKASNAHSFISQ   470
gi|240255457|ref|NP_189477.4| IDSDNLNGHILETIRGEVEFNNVKCKYPSRPETLIFDDLCLKIPSGKTVALVGGSGSGKSTVISLLQRFYDPNEGDILIDSVSINNMQVKWLRSQMGMVSQEPSLFATSIKENILFGKEDASFDE---------VVEAAKASNAHNFISQ   469
gi|22331385|ref|NP_683599.1| IDSDNPRGQVLENIKGEVQFKHVKFMYSSRPETPIFDDLCLRIPSGKSVALVGGSGSGKSTVISLLQRFYDPIVGEILIDGVSIKKLQVKWLRSQMGLVSQEPALFATSIEENILFGKEDASFDE---------VVEAAKSSNAHDFISQ   461
gi|15229473|ref|NP_189475.1| IDSDNPDGHKLEKIRGEVEFKNVKFVYPSRLETSIFDDFCLRVPSGKTVALVGGSGSGKSTVISLLQRFYDPLAGEILIDGVSIDKLQVKWLRSQMGLVSQEPALFATTIKENILFGKEDASMDD---------VVEAAKASNAHNFISQ   482
gi|115444737|ref|NP_001046148.1| IDSESDTGEELANVTGEVEFRNVEFCYPSRPESPIFVSFNLRVPAGRTVALVGGSGSGKSTVIALLERFYDPSAGEVMVDGVDIRRLRLKWLRAQMGLVSQEPALFATSIRENILFGKEEATAEE---------VVAAAKAANAHNFISQ   482
gi|115444735|ref|NP_001046147.1| IDSESDTGEELGNVAGEVEFRNVKFCYPSRPESPIFVSFNLRVPAGRTVALVGGSGSGKSTVIALLERFYDPSAGEVMVDGVDIRRLRLKWLRAQMGLVSQEPALFATSIRENILFGKEDATAEE---------VIAAAKAANAHSFISQ   472
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gi|145611760|ref|XP_369103.2| LPEGYDTNVGERGFLMSGGQKQRIAIARAIVSDPKILLLDEATSALDTRSEGVVQAALEVAAEGRTTITIAHRLSTIKDAHNIVVMSEGRIVEQGNHNDLLE-KRGAYYNLVTAQEIAKVT---ELSPEEEEAINEKEE-VLIRKATSNK   704
gi|164423939|ref|XP_959059.2| LPEGYETNVGERGFLLSGGQKQRIAIARAIVSDPKILLLDEATSALDTKSEGVVQAALEVAAEGRTTITIAHRLSTIKDAHNIVVMAQGRIVEQGTHAELLA-KRGAYYKLVTAQAIAAVN---EMTAEEEAALDQQEEAALIRKATRNS   700
gi|19075765|ref|NP_588265.1| LPEQFSTNVGQRGFLMSGGQKQRIAIARAVISDPKILLLDEATSALDSKSEVLVQKALDNASRSRTTIVIAHRLSTIRNADNIVVVNAGKIVEQGSHNELLD-LNGAYARLVEAQKLSGGEKDQEMVEEELEDAPREIPITSFGDDDEDN   701
gi|45382457|ref|NP_990225.1| LPKKFETVVGERGAQMSGGQKQRIAIARALVHNPKILLLDEATSALDTESESVVQAALDKAREGRTTVVVAHRLSTVRNADLIAVFESGVITEQGNHSQLIE-KKGIYYKLVNMQTIETED-----PSSEKSENAVSVKRSGSQSNLDES   667
gi|118085766|ref|XP_418636.2| LPKKFETVVGERGAQMSGGQKQRIAIARALVRNPKILLLDEATSALDTESESVVQAALDKIRKGRTILVIAHRLSTVRNADLIAAFENGVITEQGTHDELME-QKGVYYKLVNMQASETED-----QLQEEG-NASSV----SEEALNGS   685
gi|42741659|ref|NP_000918.2| LPHKFDTLVGERGAQLSGGQKQRIAIARALVRNPKILLLDEATSALDTESEAVVQVALDKARKGRTTIVIAHRLSTVRNADVIAGFDDGVIVEKGNHDELMK-EKGIYFKLVTMQTAGNEV-----ELENAADESKSEI-DALEMSSNDS   658
gi|114614338|ref|XP_001163342.1| LPHKFDTLVGERGAQLSGGQKQRIAIARALVRNPKILLLDEATSALDTESEAVVQVALDKARKGRTTIVIAHRLSTVRNADVIAGFDDGVIVEKGNHDELMK-EKGIYFKLVTMQTAGNEV-----ELENAADESKSEI-DALEMSSNDS   658
gi|50978984|ref|NP_001003215.1| LPNKFDTLVGERGARLSGGQKQRIAIARALVRNPKILLLDEATSALDTESEAVVQVALDKARKGRTTIVIAHRLSTVRNADVIAGFDDGVIVEKGNHDELMK-EKGIYFKLVTMQTRGNEI-----ELENATGESKSES-DALEMSPKDS   659
gi|6755048|ref|NP_035206.1| LPHQFDTLVGERGAHVSGGQKQRIAIARALVRNPKILLLDEATSALDTESEAVVQAALDKAREGRTTIVIAHRLSTVRNADVIAGFDGGVIVEQGNHDELMR-EKGIYFKLVMTQTAGNEI-----ELGNEACKSKDEI-DNLDMSSKDS   654
gi|25453402|ref|NP_596892.1| LPHKFDTLVGERGAQLSGGQKQRIAIARALVRNPKILLLDEATSALDTESEAVVQAALDKAREGRTTIVIAHRLSTVRNADVIAGFDGGVIVEQGNHDELMR-EKGIYFKLVMTQTAGNEI-----ELGNEACESKDGI-DNVDMSSKDS   650
gi|194685301|ref|XP_590317.4| LPNKFDTLVGERGAQLSGGQKQRIAIARALVRNPKILLLDEATSALDTESEAVVQAALDKAREGRTTIVIAHRLSTVRNADVIAGLDDGVIVEEGNHNELMG-KRGIYFKLVTMQTKGNEL-----ELENTPGESLSKI-EDLYTSSQDS   688
gi|17541710|ref|NP_502413.1| LPNGYNTLVGDRGTQLSGGQKQRIAIARALVRNPKILLLDEATSALDAESEGIVQQALDKAAKGRTTIIIAHRLSTIRNADLIISCKNGQVVEVGDHRALMA-QQGLYYDLVTAQTFTDAV-----DSAAEGKFSRENSVARQTSEHEGL   683
gi|17558664|ref|NP_507487.1| FPEGLNTLVGDRGVQMSGGQKQRIAIARALVRNPKILLLDEATSALDAESESIVQSALENASRGRTTIVIAHRLSTVRNADKIIVMKAGQVMEVGTHETLIE-QKGLYHELVHAQVFADVD-----DKPKKKEAERR--MSRQTSQRKGS   648
gi|85726357|ref|NP_523740.3| LPKGYDTLVGERGAQLSGGQKQRIAIARALIRDPEILLLDEATSALDTASEAKVQAALEKVSAGRTTIIVAHRLSTVRRADRIVVINKGEVVESGTHQELME-LKDHYFNLVTTQLGEDDG-----SVLSPTGDIYKN----FDIKDEDE   694
gi|15232977|ref|NP_189479.1| FPLGYKTQVGERGVQMSGGQKQRIAIARAIIKSPKILLLDEATSALDSESERVVQESLDNASIGRTTIVIAHRLSTIRNADVICVIHNGQIVETGSHEELLKRIDGQYTSLVSLQQMENEE-----SNVNINVSVTKDQVMSLSKDFKYS   627
gi|15232978|ref|NP_189480.1| FPNSYQTQVGERGVQLSGGQKQRIAIARAIIKSPIILLLDEATSALDSESERVVQEALDNASIGRTTIVIAHRLSTIRNADVICVVHNGRIIETGSHEELLEKLDGQYTSLVRLQQVDNKE-----SD---HISVEEGQASSLSKDLKYS   612
gi|240255457|ref|NP_189477.4| FPHGYQTQVGERGVHMSGGQKQRIAIARALIKSPIILLLDEATSALDLESERVVQEALDNASVGRTTIVIAHRLSTIRNADIICVLHNGCIVETGSHDKLME-IDGKYTSLVRLQQMKNEE-----SCDNTSVGVKEGRVSSLRNDLDYN   613
gi|22331385|ref|NP_683599.1| FPLGYKTQVGERGVQMSGGQKQRISIARAIIKSPTLLLLDEATSALDSESERVVQEALDNATIGRTTIVIAHRLSTIRNVDVICVFKNGQIVETGSHEELMENVDGQYTSLVRLQIMENEE-----SNDNVSVSMREGQFSNFNKDVKYS   606
gi|15229473|ref|NP_189475.1| LPNGYETQVGERGVQMSGGQKQRIAIARAIIKSPTILLLDEATSALDSESERVVQEALENASIGRTTILIAHRLSTIRNADVISVVKNGHIVETGSHDELMENIDGQYSTLVHLQQIEKQD-----IN----VSVKIGPISDPSKDIRNS   623
gi|115444737|ref|NP_001046148.1| LPQGYDTQVGERGVQMSGGQKQRIAIARAILKSPKILLLDEATSALDTESERVVQEALDLASMGRTTIVIAHRLSTIRNADIIAVMQSGEVKELGPHDELIANDNGLYSSLVRLQQTRDSN-----EIDEIGVTGSTSAVGQ-SSSHSMS   626
gi|115444735|ref|NP_001046147.1| LPQGYDTQVGERGVQMSGGQKQRIAIARAILKSPKILLLDEATSALDTESESVVQEALDLASMGRTTIVIAHRLSTIRNADIIAVMQSGEVKELGSHDELIANENGLYSSLVRLQQTRDSN-----EIDEIGVIGSTSALGQ-SSSHSMS   616
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gi|145611760|ref|XP_369103.2| E----SGSFIPD--PNDKLATKMER-------TKS---ASSVALQ-------GRSKDAPK----------KYTLWTKIKLIASFN--APEWKLMVIGLLFSIICGGGNPTQAVFFAKLITSMSVP-VNEQTIPGIQRDVSFWCLMYLMLA   818
gi|164423939|ref|XP_959059.2| QKEGGAAGYVED--PEDNIAEKLDR-------SKSQQSVSSVAIA-------ARKKEEPK----------EYGLWTLIKLIASFN--KKEWHMMLVGIFFSAICGAGNPTQAVFFAKLISSLSRPIVNEEIRASIKSDASFWCLMYLMLA   822
gi|19075765|ref|NP_588265.1| DMASLEAPMMSHNTDTDTLNNKLNEKDNVVFEDKTLQHVASEIVPNLPPADVGELNEEPKKSKKSKKNNHEINSLTALWFIHSFVRTMIEIICLLIGILASMICGAAYPVQAAVFARFLN-----IFTDLSSTDFLHKVNVFAVYWLILA   846
gi|45382457|ref|NP_990225.1| L--------KKELRRGSTRRSMKKP--------GEPND-TDEKG---------SSPDEEL---------------PPVSFLKLMKLNKNEWPYFVAGTFCAIVNGALQPAFSVIFSEIIG----IFSET-DQKVLREKSNLYSLLFLALG   771
gi|118085766|ref|XP_418636.2| V--------LTGQKRQSTRKSIKRV--------RIQNDELDVKA---------DQLDKNM---------------PPSSFFKIMKLNKTEWPYFVVGTLCAIINGALQPIFSVMISDVIG----MFVEK-GKAAIRETNSTYALLFLGFG   790
gi|42741659|ref|NP_000918.2| R--------SSLIRKRSTRRSVRGS--------QAQDRKLSTK----------EALDESI---------------PPVSFWRIMKLNLTEWPYFVVGVFCAIINGGLQPAFAIIFSKIIG----VFTRIDDPETKRQNSNLFSLLFLALG   763
gi|114614338|ref|XP_001163342.1| R--------SSLIRKRSTRRSVRGS--------QAQDRKLSTK----------EALDESI---------------PPVSFWRIMKLNLTEWPYFVVGVFCAIINGGLQPAFAIIFSKIIG----VFTRIDDPETKRQNSNLFSLLFLVLG   763
gi|50978984|ref|NP_001003215.1| G--------SSLIKRRSTRRSIHAP--------QGQDRKLGTK----------EDLNENV---------------PSVSFWRILKLNSTEWPYFVVGIFCAIINGGLQPAFSIIFSRIIG----IFTRDEDPETKRQNSNMFSVLFLVLG   764
gi|6755048|ref|NP_035206.1| G--------SSLIRRRSTRKSICGP--------HDQDRKLSTK----------EALDEDV---------------PPASFWRILKLNSTEWPYFVVGIFCAIINGGLQPAFSVIFSKVVG----VFTNGGPPETQRQNSNLFSLLFLILG   759
gi|25453402|ref|NP_596892.1| G--------SSLIRRRSTRKSIRGP--------HDQDGELSTK----------EALDDDV---------------PPASFWRILKLNSTEWPYFVVGVFCAIINGGLQPAFSIIFSKVVG----VFTKNDTPEIQRQNSNLFSLLFLILG   755
gi|194685301|ref|XP_590317.4| R--------SSLIRRKSTRRSIRGS--------QSRDRKLSSE----------ETLDESV---------------PPVSFWRILKLNITEWPYFVVGVFCAIINGALQPAFSVIFSRIIG----IFTRNVDDETKRQNSNLFSLLFLILG   793
gi|17541710|ref|NP_502413.1| SRQASEMDDIMNRVRSSTIGSITNG--------PVIDEKEERIGKDALSRLKQELEENNA---------------QKTNLFEILYHARPHALSLFIGMSTATIGGFIYPTYSVFFTSFMN----VFAGN-PADFLS-QGHFWALMFLVLA   804
gi|17558664|ref|NP_507487.1| ---------VNFKTQESQVDEKPGA--------PPAPEAAEKE----IKRLKKELEEEGA---------------VKANLFKILRYARPEWIYIFFAIIAALIQGAVMPAFSLFFSQIIN----VFSNP-DRDQMKKDGHFWALMFLVLA   757
gi|85726357|ref|NP_523740.3| E--------EIKVLSEDEDEDVMVT--------DEKNKKKKKK----------KVKDPNE---------------VKP-MLEVMKMNKPEWLQIAVGCISSVIMGCAMPIFAVLFGSILQ----ILSVKDNDQYVRENSNQYSLYFLIAG   798
gi|15232977|ref|NP_189479.1| Q-----------HNSIGSTS-------------SSIVTNVSDL----------IPNDNQP---------------LVPSFTRLMVMNRPEWKHALYGCLSAALVGVLQPVSAYSAGSVIS-----VFFLTSHDQIKEKTRIYVLLFVGLA   723
gi|15232978|ref|NP_189480.1| P-----------KEFIHSTS-------------SNIVRDFPNL----------SPKDGKS---------------LVPSFKRLMSMNRPEWKHALYGCLGAALFGAVQPIYSYSSGSMVS-----VYFLASHDQIKEKTRIYVLLFVGLA   708
gi|240255457|ref|NP_189477.4| P-----------RDLAHSMS-------------SSIVTNLSDS----------IPQDKKP---------------LVPSFKRLMAMNRPEWKHALCGCLSASLGGAVQPIYAYSSGLMIS-----VFFLTNHEQIKENTRIYVLLFFGLA   709
gi|22331385|ref|NP_683599.1| S-----------RLSIQSRSSLFAT--------SSIDTNLAGS----------IPKDKK------------------PSFKRLMAMNKPEWKHALYGCLSAVLYGALHPIYAYASGSMVS-----VYFLTSHDEMKEKTRIYVLLFVGLA   704
gi|15229473|ref|NP_189475.1| S-----------RVSTLSRSSSAN---------SVTGPSTIKN----------LSEDNKP---------------QLPSFKRLLAMNLPEWKQALYGCISATLFGAIQPAYAYSLGSMVS-----VYFLTSHDEIKEKTRIYALSFVGLA   723
gi|115444737|ref|NP_001046148.1| R-----------RFSAASRSS--SA--------RSLGDARDDD----------NTEKPKL---------------PVPSFRRLLMLNAPEWKQALMGSFSAVVFGGIQPAYAYAMGSMIS-----VYFLTDHAEIKDKTRTYALIFVGLA   725
gi|115444735|ref|NP_001046147.1| R-----------RFSAASRSS--SV--------RSLGDARDAD----------NTEKPKL---------------PVPSFRRLLMLNAPEWKQALIGSFGAVVFGGIQPAFAYAMGSMIS-----VYFLTDHAEIKDKTRTYALIFVGLA   715
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gi|145611760|ref|XP_369103.2| IVQFIAFSIQGILFAKCSERLIHRVRDRAFRTMLRMDIGEFDKEENTAGALTSFLSTEATHVAGISGVTLGTILMVITTLVSAFTLSLAIGWKLALVCISTVPVLLACGFLRFWMLAHYQRRAKRAYDNSASYASEAITAIRTVASLTRE   968
gi|164423939|ref|XP_959059.2| LVQCLAFSVQGWLFAKCSERLIHRVRDMAFRSFLRQDVEFFDRDENSAGALTSFLSTETTHVAGLSGVTLGTIIMVLTTLIAACTVALALGWKLALVCIATIPILLGCGFYRFWMIAHYQRRAKSAYAGSASYASEAITAMRTVASLTRE   972
gi|19075765|ref|NP_588265.1| IVQFFAYAISNFAMTYAMEAVLQRIRYHLFRTLLRQDVEFFDRSENTVGAITTSLSTKIQSLEGLSGPTLGTFFQILTNIISVTILSLATGWKLGLVTLSTSPVIITAGYYRVRALDQVQEKLSAAYKESAAFACESTSAIRTVASLNRE   996
gi|45382457|ref|NP_990225.1| IISFFTFFVQGFAFGKAGEILTMKLRFMAFKAMLRQDMAWFDDPKNSTGALTTRLANDASQVKGATGVRLALIAQNIANLGTGIIISLVYGWQLTLLLLAVVPIIAVAGMIEMKMLAGHAKKDKIELEAAGKIATEAIENIRTVASLTRE   921
gi|118085766|ref|XP_418636.2| LISFVTFFLQGFTFGKAGEILTMRLRSMAFRAILRQEISWFDEPKNSTGELITRLANDASQVKGATGSRLALVAQNIANLGTGIVLSLIYGWQLTLLLLAIVPIIAITGMIQMKMLAGHAKKDKKELETLGKVASEAIENIRTVVALTQE   940
gi|42741659|ref|NP_000918.2| IISFITFFLQGFTFGKAGEILTKRLRYMVFRSMLRQDVSWFDDPKNTTGALTTRLANDAAQVKGAIGSRLAVITQNIANLGTGIIISFIYGWQLTLLLLAIVPIIAIAGVVEMKMLSGQALKDKKELEGSGKIATEAIENFRTVVSLTQE   913
gi|114614338|ref|XP_001163342.1| IISFITFFLQGFTFGKAGEILTKRLRYMVFRSMLRQDVSWFDDPKNTTGALTTRLANDAAQVKGAIGSRLAVITQNIANLGTGIIISFIYGWQLTLLLLAIVPIIAIAGVVEMKMLSGQALKDKKELEGAGKIASEAIENFRTVVSLTQE   913
gi|50978984|ref|NP_001003215.1| IISFITFFLQGFTFGKAGEILTKRLRYMVFRSMLRQDVSWFDDPKNTTGALTTRLANDAAQVKGAIGSRLAVITQNIANLGTGIIISLIYGWQLTLLLLAIVPIIAIAGVVEMKMLSGQALKDKKELEGAGKIATEAIENFRTVVSLTRE   914
gi|6755048|ref|NP_035206.1| IISFITFFLQGFTFGKAGEILTKRLRYMVFKSMLRQDVSWFDDPKNTTGALTTRLANDAAQVKGATGSRLAVIFQNIANLGTGIIISLIYGWQLTLLLLAIVPIIAIAGVVEMKMLSGQALKDKKELEGSGKIATEAIENFRTVVSLTRE   909
gi|25453402|ref|NP_596892.1| IISFITFFLQGFTFGKAGEILTKRLRYMVFKSMLRQDISWFDDPKNTTGALTTRLANDAAQVKGATGSRLAVITQNIANLGTGIIISLIYGWQLTLLLLAIVPIIAIAGVVEMKMLSGQALKDKKELEGSGKIATEAIENFRTVVSLTRE   905
gi|194685301|ref|XP_590317.4| IISFITFFLQGFTFGKAGEILTRRLRYLVFRSMLRQDVSWFDDPKNTTGALTTRLANDAAQVKGAIGSRLAIITQNIANLGTGIIISLIYGWQLTLLLLAIVPIIAVAGVIEMKMLSGQALKDKKELEGAGKIATEAIENFRTVVSLTRE   943
gi|17541710|ref|NP_502413.1| AAQGICSFLMTFFMGIASESLTRDLRNKLFRNVLSQHIGFFDSPQNASGKISTRLATDVPNLRTAIDFRFSTVITTLVSMVAGIGLAFFYGWQMALLIIAILPIVAFGQYLRGRRFTGKNVKSASEFADSGKIAIEAIENVRTVQALARE   954
gi|17558664|ref|NP_507487.1| AVQGTSMLFQCSLFGVAAERLTMRIRSKVYRNVLRQDATYFDMPKHSPGRITTRLATDAPNIKSAIDYRLGSIFNAIASVGGGLGIAFYYGWQMAFLVMAIFPFMAVGQALMMKYHGGSATSDAKEMENAGKTAMEAIENIRTVQALTLQ   907
gi|85726357|ref|NP_523740.3| IVVGIATFLQIYFFGIAGERLTERLRGLMFEAMLRQEVAWFDDKANGTGSLCARLSGDAAAVQGATGQRIGTIVQSISTLALGIALSMYYEWSLGLVALAFTPFILIAFYMQRTLMAKENMGSAKTMENCTKLAVEVVSNIRTVASLGRE   948
gi|15232977|ref|NP_189479.1| IFSFLVNISQHYGFAYMGEYLTKRIREQMLSKILTFEVNWFDIDDNSSGAICSRLAKDANVVRSMVGDRMSLLVQTISAVIIACIIGLVIAWRLAIVMISVQPLIVVCFYTQRVLLKSLSEKASKAQDESSKLAAEAVSNIRTITAFSSQ   873
gi|15232978|ref|NP_189480.1| LFTFLSNISQHYGFAYMGEYLTKRIRERMLGKILTFEVNWFDKDENSSGAICSRLAKDANMVRSLVGDRMSLLVQTISAVSITCAIGLVISWRFSIVMMSVQPVIVVCFYTQRVLLKSMSRNAIKGQDESSKLAAEAVSNIRTITAFSSQ   858
gi|240255457|ref|NP_189477.4| LFTFFTSISQQYSFSYMGEYLTKRIREQMLSKILTFEVNWFDEEENSSGAICSRLAKDANVVRSLVGERMSLLVQTISTVMVACTIGLVIAWRFTIVMISVQPVIIVCYYIQRVLLKNMSKKAIIAQDESSKLAAEAVSNIRTITTFSSQ   859
gi|22331385|ref|NP_683599.1| VLCFLISIIQQYSFAYMGEYLTKRIRENILSKLLTFEVSWFDEDENSSGSICSRLAKDANVVRSLVGERVSLLVQTISAVSVACTLGLAISWKLSIVMIAIQPVVVGCFYTQRIVLKSISKKAIKAQDESSKLAAEAVSNIRTITAFSSQ   854
gi|15229473|ref|NP_189475.1| VLSFLINISQHYNFAYMGEYLTKRIRERMLSKVLTFEVGWFDRDENSSGAICSRLAKDANVVRSLVGDRMALVVQTVSAVTIAFTMGLVIAWRLALVMIAVQPVIIVCFYTRRVLLKSMSKKAIKAQDESSKLAAEAVSNVRTITAFSSQ   873
gi|115444737|ref|NP_001046148.1| VLSFLINIGQHYNFGAMGEYLTKRIREQMLAKILTFEIGWFDRDENSSGAICSQLAKDANVVRSLVGDRMALVIQTISAVLIACTMGLVIAWRLALVMIAVQPLIIVCFYARRVLLKSMSKKSIHAQAESSKLAAEAVSNLRTITAFSSQ   875
gi|115444735|ref|NP_001046147.1| VLSFLINIGQHYNFGAMGEYLTKRIREQMLAKILTFEIGWFDRDENSSGAICSQLAKDANVVRSLVGDRMALVIQTISAVLIACTMGLVIAWRLALVMIAVQPLIIVCFYARRVLLKSMSKKSIHAQAESSKLAAEAVSNLRTITAFSSQ   865
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gi|145611760|ref|XP_369103.2| NDVLKRYQNSLDEQGRASLQSVLKSSTLYAASQSLTFLVIALAFWYGGSLLGRG--EYGMFQFFLVFSAIIFGAQSAGTMFAFAPDMGKAAHAAELLKTLFDRKPTIDTWSTDGERIGEVN-GTIEFRDVHFRYPTRPEQPVLRGLDLTV  1115
gi|164423939|ref|XP_959059.2| QDVLQHYKDSLAKQQHASLISVLKSSLLFAASNSLMFLAFALGFWYGGTLIAKH--EYDMFTFFIVFSSVIFGAQSAGSVFSFAPDMGKATEAARDLKELFDRKPTVDTWSNEGDLIKQVD-GTIEFRDVHFRYPTRPEQPVLRGLNLSI  1119
gi|19075765|ref|NP_588265.1| ENVFAEYCDSLIKPGRESAIASLKSGLFFSAAQGVTFLINALTFWYGSTLMRKG--EYNIVQFYTCFIAIVFGIQQAGQFFGYSADVTKAKAAAGEIKYLSESKPKIDTWSTEGKKVESLQSAAIEFRQVEFSYPTRRHIKVLRGLNLTV  1144
gi|45382457|ref|NP_990225.1| KRFELMYGEHLLVPYRNSVKKAHIFGFCFSLSQAMMFFTYAGCFRFGAYLVVNG--HIEYKTVFLVFSAVVFGAMALGQTSSFAPDYAKAKISAAHLFVLFNRVPPIDSYREDGE-KPEKFGGNTRIKDVKFNYPNRPEVKILQGLNLAV  1068
gi|118085766|ref|XP_418636.2| RKFEYMYGQNLQVSYRNSIKKAHIFGFTFAFTQAIMYFTYAGCFRFGAYLVKNG--HMRFKDVLLVFSAIVFGAMALGQSTSFTPDYAKAKMSAAHLFLLFERVPLIDSYSEEGE-KPKMFGGNITFKDVAFKYPTRPEVKVLQGLNIEV  1087
gi|42741659|ref|NP_000918.2| QKFEHMYAQSLQVPYRNSLRKAHIFGITFSFTQAMMYFSYAGCFRFGAYLVAHK--LMSFEDVLLVFSAVVFGAMAVGQVSSFAPDYAKAKISAAHIIMIIEKTPLIDSYSTEGL-MPNTLEGNVTFGEVVFNYPTRPDIPVLQGLSLEV  1060
gi|114614338|ref|XP_001163342.1| QKFEHMYAQSLQVPYRNSLRKAHIFGITFSFTQAMMYFSYAGCFRFGAYLVAHK--LMSFEDVLLVFSAVVFGAMAVGQVSSFAPDYAKAKISAAHIIMIIEKTPLIDSYSTEGL-TPNTLEGNVTFGEVVFNYPTRPDIPVLQGLSLEV  1060
gi|50978984|ref|NP_001003215.1| QKFEYMYAQSLQVPYRNSLRKAHIFGVSFSITQAMMYFSYAGCFRFGAYLVANE--FMNFQDVLLVFSAIVFGAMAVGQVSSFAPDYAKAKVSAAHVIMIIEKSPLIDSYSPHGL-KPNTLEGNVTFNEVVFNYPTRPDIPVLQGLSLEV  1061
gi|6755048|ref|NP_035206.1| QKFETMYAQSLQIPYRNAMKKAHVFGITFSFTQAMMYFSYAACFRFGAYLVTQQ--LMTFENVLLVFSAIVFGAMAVGQVSSFAPDYAKATVSASHIIRIIEKTPEIDSYSTQGL-KPNMLEGNVQFSGVVFNYPTRPSIPVLQGLSLEV  1056
gi|25453402|ref|NP_596892.1| QKFETMYAQSLQIPYRNALKKAHVFGITFSFTQAMMYFSYAACFRFGAYLVARE--LMTFENVLLVFSAIVFGAMAVGQVSSFAPDYAKAKVSASHIIRIIEKIPEIDSYSTEGL-KPNMLEGNVKFNGVMFNYPTRPNIPVLQGLSLEV  1052
gi|194685301|ref|XP_590317.4| ERFEYMYAQSLQVPYRNSLRKAHVFGITFAFTQAMMYFSYAGCFRFGAYLVAQG--IMEFQDVLLVFSAIVFGAMAVGQVSSFAPDYAKAKVSAAHVINIIEKIPLIDSYSTEGL-KPSTVEGNVAFNDVVFNYPTRPDIPVLRGLSLEV  1090
gi|17541710|ref|NP_502413.1| DTFYENFCEKLDIPHKEAIKEAFIQGLSYGCASSVLYLLNTCAYRMGLALIITDPPTMQPMRVLRVMYAITISTSTLGFATSYFPEYAKATFAGGIIFGMLRKISKIDSLSLAGE-KKK-LYGKVIFKNVRFAYPERPEIEILKGLSFSV  1102
gi|17558664|ref|NP_507487.1| TKLYNIFCSHLDAPHGGNISKAIIRGLTYGFANSIQFFTYAAAFRFGLFLIFDKNVLMEPENVLRVLFAISFSFGTIGFAASYFPEYIKATFAAGLIFNMLEEEPRIDGMTSSGT-YPQ-LSGEVKLNKVFFRYPERPAVPILQGLNVHV  1055
gi|85726357|ref|NP_523740.3| EMFHQNYIGMLIPAVEISKRNTHFRGLVYGLARSLMFFAYAACMYYGTWCVIHR--GILFGDVFKVSQALIMGTASIANALAFAPNMQKGVSAAKTIFTFLRRQPSIVDRPGVSR-DPWHSEGYVRFDKVKFSYPTRSEIQVLKGLELAV  1095
gi|15232977|ref|NP_189479.1| ERIIKLLKKVQEGPRRESVHRSWLAGIVLGTSRSLITCTSALNFWYGGRLIADG--KIVSKAFFEIFLIFVTTGRVIADAGTMTTDLARGLDAVGSVFAVLDRCTTIEPKNPDGY-VAEKIKGQITFLNVDFAYPTRPDVVIFENFSIEI  1020
gi|15232978|ref|NP_189480.1| ERIINLLKMVQEGPRKDSARQSWLAGIMLGTSQSLITCVSALNFWYGGKLIADG--KMMSKEFLEIFLIFASTGRVIAEAGTMTKDLVKGSDAVASVFAVLDRNTTIEPENPDGY-VPKKVKGQISFSNVDFAYPTRPDVIIFQNFSIDI  1005
gi|240255457|ref|NP_189477.4| ERIMKLLERVQEGPRRESARQSWLAGIMLGTTQSLITCTSALNFWYGGKLIADG--KMVSKAFFELFLIFKTTGRAIAEAGTMTTDLAKGSNSVDSVFTVLDRRTTIEPENPDGY-ILEKIKGQITFLNVDFAYPTRPNMVIFNNFSIEI  1006
gi|22331385|ref|NP_683599.1| ERILKLLKMVQEGPQRENIRQSWLAGIVLATSRSLMTCTSALNYWYGARLIIDG--KITSKAFFELFILFVSTGRVIADAGAMTMDLAKGSDAVGSVFAVLDRYTNIEPEKPDGF-VPQNIKGQIKFVNVDFAYPTRPDVIIFKNFSIDI  1001
gi|15229473|ref|NP_189475.1| ERIMKMLEKAQESPRRESIRQSWFAGFGLAMSQSLTSCTWALDFWYGGRLIQDG--YITAKALFETFMILVSTGRVIADAGSMTTDLAKGSDAVGSVFAVLDRYTSIDPEDPDGY-ETERITGQVEFLDVDFSYPTRPDVIIFKNFSIKI  1020
gi|115444737|ref|NP_001046148.1| ERILRLFEQSQDGPRKESIRQSWFAGLGLGTSMSLMTCTWALDFWYGGRLMAEH--HISAKELFQTFMILVSTGRVIADAGSMTTDLAKGADAVASVFAVLDRETEIDPDNPQGY-KPEKLKGEVDIRGVDFAYPSRPDVIIFKGFTLSI  1022
gi|115444735|ref|NP_001046147.1| ERILRLFDQSQDGPRKESIRQSWFAGLGLGTAMSLMACSWTIGFWYSGRLMAEH--QITAKEIFQTFIILASTGRVIAEAGSMTTDLAKGADAVASVFAVLDRETEIDPDNPQGY-KPEKLKGEVDIRRVDFAYPSRPDVIIFKGFTLSI  1012
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gi|145611760|ref|XP_369103.2| LPGQYVALVGASGCGKSTTIALLERFYDPLVGGIY-------VDGREISSLNVNDYRARIALVSQEPTLYSGTIKDNILLG-TSGQVTDEAVEYACREANIYDFILSLPEGFNTVVGSKGALLSGGQKQRIAIARALIRDPKILLLDEAT  1257
gi|164423939|ref|XP_959059.2| QPGQYVALVGASGCGKSTTIALLERFYDPLSGGIF-------IDGREISSLNVNEYRSFIALVSQEPTLYQGTVRENIILG-ANNDVTDEQIKFACQEANIYDFIMSLPDGMNTLVGSKGALLSGGQKQRIAIARALIRDPKILLLDEAT  1261
gi|19075765|ref|NP_588265.1| KPGQFVAFVGSSGCGKSTTIGLIERFYDCDNGAVL-------VDGVNVRDYNINDYRKQIALVSQEPTLYQGTVRENIVLG-ASKDVSEEEMIEACKKANIHEFILGLPNGYNTLCGQKGSSLSGGQKQRIAIARALIRNPKILLLDEAT  1286
gi|45382457|ref|NP_990225.1| EKGETLALVGSSGCGKSTVVQLLERFYDPLSGEIV-------FDDIDAKTLNIQWLRSHIGIVSQEPILFDFTIAENIAYGDNSREVSHEEIISAAKAASIHSFIDSLPEKYNTRVGDKGTQLSGGQKQRIAIARALIRKPQILLLDEAT  1211
gi|118085766|ref|XP_418636.2| EKGQTLALVGSSGCGKSTVVQLLERFYDPLSGEVL-------LDGRNTKTLNIQWLRAQIGIVSQEPILFDCTIAENIAYGDNSREVSHEEIVSAAKAANIHSFIESLPKKYNTRVGDKGAQLSGGQKQRIAIARALIRQPRILLLDEAT  1230
gi|42741659|ref|NP_000918.2| KKGQTLALVGSSGCGKSTVVQLLERFYDPLAGKVL-------LDGKEIKRLNVQWLRAHLGIVSQEPILFDCSIAENIAYGDNSRVVSQEEIVRAAKEANIHAFIESLPNKYSTKVGDKGTQLSGGQKQRIAIARALVRQPHILLLDEAT  1203
gi|114614338|ref|XP_001163342.1| KKGQTLALVGSSGCGKSTVVQLLERFYDPLAGKVLKDFGFQLLDGKEIKRLNVQWLRAHLGIVSQEPILFDCSIAENIAYGDNSRVVSQEEIVRAAKEANIHAFIESLPNKYSTRVGDKGTQLSGGQKQRIAIARALVRQPHILLLDEAT  1210
gi|50978984|ref|NP_001003215.1| KKGQTLALVGSSGCGKSTVVQLLERFYDPLAGSVL-------IDGKEIKHLNVQWLRAHLGIVSQEPILFDCSIAENIAYGDNSRVVSHEEIMQAAKEANIHHFIETLPEKYNTRVGDKGTQLSGGQKQRIAIARALVRQPHILLLDEAT  1204
gi|6755048|ref|NP_035206.1| KKGQTLALVGSSGCGKSTVVQLLERFYDPMAGSVF-------LDGKEIKQLNVQWLRAQLGIVSQEPILFDCSIAENIAYGDNSRVVSYEEIVRAAKEANIHQFIDSLPDKYNTRVGDKGTQLSGGQKQRIAIARALVRQPHILLLDEAT  1199
gi|25453402|ref|NP_596892.1| KKGQTLALVGSSGCGKSTVVQLLERFYDPMAGTVF-------LDGKEIKQLNVQWLRAHLGIVSQEPILFDCSIAENIAYGDNSRVVSHEEIVKAAKEANIHQFIDSLPEKYNTRVGDKGTQLSGGQKQRIAIARALVRQPHILLLDEAT  1195
gi|194685301|ref|XP_590317.4| KKGQTLALVGSSGCGKSTVVQLLERFYDPLAGTVL-------IDGKEIKQLNVQWLRAHMGIVSQEPILFDCSIGENIAYGDNSRVVSQEEIERAAKEANIHPFIEMLPDKYNTRVGDKGTQLSGGQKQRIAIARALVRQPRILLLDEAT  1233
gi|17541710|ref|NP_502413.1| EPGQTLALVGPSGCGKSTVVALLERFYDTLGGEIF-------IDGSEIKTLNPEHTRSQIAIVSQEPTLFDCSIAENIIYGLDPSSVTMAQVEEAARLANIHNFIAELPEGFETRVGDRGTQLSGGQKQRIAIARALVRNPKILLLDEAT  1245
gi|17558664|ref|NP_507487.1| KPGQTLALVGPSGCGKSTVISLLERLYDPLEGAVT-------VDNNDLRQMNPKHLRKHIALVSQEPILFDTSIRENIVYGLQPGEYTHEQIETACSKANIHKFIDELPDGYETRVGEKGTQLSGGQKQRIAIARALIRNPKILLLDEAT  1198
gi|85726357|ref|NP_523740.3| SKGQKIALVGPSGCGKSTCIQLIQRFYDVDEGATL-------IDECDVRNVSMTNLRNQLGIVSQEPILFDRTIRENISYGDNARNVTDQEIISACKKSNIHEFIANLPLGYDTRMGEKGAQLSGGQKQRIAIARALIRNPKIMLLDEAT  1238
gi|15232977|ref|NP_189479.1| DEGKSTAIVGTSGSGKSTIIGLIERFYDPLKGTVK-------IDGRDIRSYHLRSLRKYISLVSQEPMLFAGTIRENIMYGGTSDKIDESEIIEAAKAANAHDFITSLSNGYDTNCGDKGVQLSGGQKQRIAIARAVLKNPSVLLLDEAT  1163
gi|15232978|ref|NP_189480.1| EDGKSTAIVGPSGSGKSTIISLIERFYDPLKGIVK-------IDGRDIRSCHLRSLRQHIALVSQEPTLFAGTIRENIMYGGASNKIDESEIIEAAKAANAHDFITSLSNGYDTCCGDRGVQLSGGQKQRIAIARAVLKNPSVLLLDEAT  1148
gi|240255457|ref|NP_189477.4| HEGKSTAIVGPSRSGKSTVIGLIERFYDPLQGIVK-------IDGRDIRSYHLRSLRQHMSLVSQEPTLFAGTIRENIMYGRASNKIDESEIIEAGKTANAHEFITSLSDGYDTYCGDRGVQLSGGQKQRIAIARTILKNPSILLLDEAT  1149
gi|22331385|ref|NP_683599.1| DEGKSTAIVGPSGSGKSTIIGLIERFYDPLKGIVK-------IDGRDIRSYHLRSLRQHIGLVSQEPILFAGTIRENIMYGGASDKIDESEIIEAAKAANAHDFIVTLSDGYDTYCGDRGVQLSGGQKQRIAIARAVLKNPSVLLLDEAT  1144
gi|15229473|ref|NP_189475.1| EEGKSTAIVGPSGSGKSTIIGLIERFYDPLKGIVK-------IDGRDIRSYHLRSLRRHIALVSQEPTLFAGTIRENIIYGGVSDKIDEAEIIEAAKAANAHDFITSLTEGYDTYCGDRGVQLSGGQKQRIAIARAVLKNPSVLLLDEAT  1163
gi|115444737|ref|NP_001046148.1| QPGKSTALVGQSGSGKSTIIGLIERFYDPIRGSVK-------IDGRDIKAYNLRALRRHIGLVSQEPTLFAGTIRENIVYG--TETASEAEIEDAARSANAHDFISNLKDGYDTWCGERGVQLSGGQKQRIAIARAILKNPAILLLDEAT  1163
gi|115444735|ref|NP_001046147.1| QPGKSTALVGQSGSGKSTIIGLIERFYDPIRGSVK-------IDGRDIKAYNPRALRRHIGLVSQEPTLFAGTIRENIVYG--TETASEAEIEDAARSANAHDFISNLKDGYGTWCGERGVQLSGGQKQRIAIARAILKNPAILLLDEAT  1153
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gi|145611760|ref|XP_369103.2| SALDSESEKVVQAALDKAAKGRTTIAVAHRLSTIQKADVIYVFDQGRIVERGTHSELMKK--NGRYAELVNLQSLEKR--------------------  1333
gi|164423939|ref|XP_959059.2| SALDSESEHVVQAALDKAAKGRTTIAVAHRLSTIQKADIIYVFDQGRIVEQGTHSELMKK--NGRYAELVNLQSLEKH--------------------  1337
gi|19075765|ref|NP_588265.1| SALDSHSEKVVQEALNAASQGRTTVAIAHRLSSIQDADCIFVFDGGVIAEAGTHAELVKQ--RGRYYELVVEQGLNKA--------------------  1362
gi|45382457|ref|NP_990225.1| SALDTESEKIVQEALDKAREGRTCIVIAHRLSTIQNADKIAVIQNGKVIEQGTHQQLLAE--KGFYYSLVNVQSGSCNM-------------------  1288
gi|118085766|ref|XP_418636.2| SALDTESEKIVQEALDKAREGRTCIVIAHRLSTIQNADKIAVIQNGKVIEQGTHQQLLAE--KGFYYSLVNVQSGPRTV-------------------  1307
gi|42741659|ref|NP_000918.2| SALDTESEKVVQEALDKAREGRTCIVIAHRLSTIQNADLIVVFQNGRVKEHGTHQQLLAQ--KGIYFSMVSVQAGTKRQ-------------------  1280
gi|114614338|ref|XP_001163342.1| SALDTESEKVVQEALDKAREGRTCIVIAHRLSTIQNADLIVVFQNGRVKEHGTHQQLLAQ--KGIYFSMVSVQAGTKRQ-------------------  1287
gi|50978984|ref|NP_001003215.1| SALDTESEKVVQEALDKAREGRTCIVIAHRLSTIQNADLIVVFQNGKVKEHGTHQQLLAQ--KGIYFSMISVQAGAKR--------------------  1280
gi|6755048|ref|NP_035206.1| SALDTESEKVVQEALDKAREGRTCIVIAHRLSTIQNADLIVVIQNGKVKEHGTHQQLLAQ--KGIYFSMVSVQAGAKRS-------------------  1276
gi|25453402|ref|NP_596892.1| SALDTESEKVVQEALDKAREGRTCIVIAHRLSTIQNADLIVVIQNGQVKEHGTHQQLLAQ--KGIYFSMVSVQAGAKRS-------------------  1272
gi|194685301|ref|XP_590317.4| SALDTESEKVVQEALDKAREGRTCIVIAHRLSTIQNADLIVVFQNGRIKEHGTHQQLLAQ--KGIYFTMVSVQAGTKRQSTVTI--------------  1315
gi|17541710|ref|NP_502413.1| SALDTESEKVVQEALDRAREGRTCIVIAHRLNTVMNADCIAVVSNGTIIEKGTHTQLMSE--KGAYYKLTQKQMTEKK--------------------  1321
gi|17558664|ref|NP_507487.1| SALDTESEKQVQVALDAAAKDRTCIVVAHRLSTIVNAGCIMVVKNGQVVEQGTHNELIAK--RGAYFALTQKQSSNQSGGAFDTSEALDDDDDDHVKF  1294
gi|85726357|ref|NP_523740.3| SALDAESEKVVQDALDAASEGRTTISIAHRLSTVVHSDVIFVFENGLVCEAGDHKQLLAN--RGLYYTLYKLQSGAM---------------------  1313
gi|15232977|ref|NP_189479.1| SALDSKSERVVQDALERVMVGRTSIMIAHRLSTIQNCDMIVVLGKGKIVESGTHSSLLEKGPTGTYFSLAGIQRTLC---------------------  1240
gi|15232978|ref|NP_189480.1| SALDSQSESVVQDALERLMVGRTSVVIAHRLSTIQKCDTIAVLENGAVVECGNHSSLLAKGPKGAYFSLVSLQRTLF---------------------  1225
gi|240255457|ref|NP_189477.4| SALDSQSERVVQDALEHVMVGKTSVVIAHRLSTIQNCDTIAVLDKGKVVESGTHASLLAKGPTGSYFSLVSLQRKVRYV-------------------  1228
gi|22331385|ref|NP_683599.1| SALDNQSERMVQDALGRLMVGRTSVVIAHRLSTIQNCDTITVLDKGKVVECGTHSSLLAKGPTGVYFSLVSLQRTRY---------------------  1221
gi|15229473|ref|NP_189475.1| SALDSQSERVVQDALERVMVGRTSVVIAHRLSTIQNCDAIAVLDKGKLVERGTHSSLLSKGPTGIYFSLVSLQTTSG---------------------  1240
gi|115444737|ref|NP_001046148.1| SALDSQSEKVVQEALDRVMIGRTSVVVAHRLSTIQNCDLITVLEKGTVVEKGTHASLMAKGLSGTYFSLVNLQQGGNQQVQH----------------  1245
gi|115444735|ref|NP_001046147.1| SALDSQSEKVVQEALDRVMIDRTSVVVAHRLSTIQNCDLITVLEKGIVVEKGTHASLMAKGPSGTYFSLVSMKQRGNQQVQQ----------------  1235
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