
>P-glycoprotein_Hsa
MDLEGDRNGGAKKKNFFKLNNKSEKDKKEKKPTVSVFSMFRYSNWLDKLYMVVGTLAAIIHGAGLPLMMLVFGEMTDIFANAGNLEDLMSNITNRSDINDTGFFMNLEEDMTRYAYYYSGIGAG

>gi|985415355
MFGKNNEETVGLLKVSANKLDGNTKYGTVEEKLKKKPTVGGLFRYATKGDVILMSIGVICSVIHGSSFPVLALVFGQMTNVFIKQASLQITSSENKSLVNIPLTVVGNTLDFIHTNPYNNTNIR

>gi|985398444
MPSATYTVDQNVCNRKIKNNKIHQKHEFAEEIELPSIIVSSSIHSGLSNSTLNLNNRSTVKPECKSVSDVKFGLLRIFRYSDIWDVLLMIAGLTMSLATGASLPILAMFFGDMTNTFIRQSTAL

>gi|976929120
MMFGWTPPHGVGPLTPVSENSEVPDSPLPYLDTTTSRRNFPEKNDDIEEEDEVIPPSAVPFTALFACADGFDWILIAVGSLAAVVHGASLAVYLHLFGKIIHLLSFHSNADELFNHFSQLIVSF

>gi|976926494
MESILARALEYTLKYWLKSFTRDQFKLQGRTVQLSNLDINGDALHASLGLPPALNVTTAKVGKLEIILPYLSNVQVEPIVVQIDKLDLVLEENDDLDAYKATDSAQTPSSPAKSSGYGFADKIA

>gi|976920941
MAKKKGMFHFADGIDKLLLLFGTLGCIGDGLMSPLTMIILSDIINDFGGNGLSFSNDVVNKYALKLLVLAVGVGVAGFIEGICWTRTAERQISRLRMEYLKSVLRQEVGFFDRQVGSSTNFEVI

>gi|976899659
MPTPKVDLQSDSSSAEKNASLSGLFYAADKWDFFLMFFGSVGACVHGAALPVFFVLFGRMIDSLGHLSSHPHRLSSQVSKVNMCILLSSLPHFPTEVKYLPFHFLLQNSLYLVYLGLIVFVSSW

>gi|970654312
MAPPPVKTDDVEVSTTDYNQVVTPTSTAKNSNGYDNHVNDHSSETKDDELIETVALSQLYRYATPMDKALLALGIVMSGIGGALFPCMALVFGDAINSFAQADGGVDRDAVNSAALDFFLISIA

>gi|970631645
MATSDYVEANTPKKGELRDNSDVAVLEHTPSVISKDTAAHAKSNGKLVSLSDLLSFADDKDHLLMAAGTIGALAAGMAQPLQIVLIGDVLNGLNPTDSSSSIVGKVDDAVLNYVYVAVVAMLAG

>gi|674592105
MVIIGSICSVCVGISFPLNLIILNNVIDGFTVPGKSPLDTMTEMVIWYCVLGALTFLVAFVQIFCFTLSAKRQSTRIRLLLFKQMLRQDASWFDNQSIGDLITKMTSLVDQIEIGIGDRLGRFM

>gi|195441061
MPIEANGNDDDEGHQQEPQSISSAEKHKTKSKEKAPKSPMTNYHQLFRYARASDYCLLILGIISAILQSLVYPIAIVVYSELVAMFIDRTLGTGTSSSTVALPLFGGGKILTNASYEENMQELR

>gi|966668882
MGKKDKLNISNGKKEENGDVSGEKNGKEEEKEKVEMVGPFEVFRYADGVDIFLMLVGTVMSIANGAVLPLMVIVFGGMTNSFVDDTIAENLKNITLSPNFTFPQSSNETLGEQMTRHAIYYSIM

>gi|961114868
MFSDMNEAEDKSGETENKTKMPAKIAFYQLFRFATRFDIFLMIIATILSAIHGMVIVVYVIVFSDVAKKLAESHLTVERICNFNDTVPDEVVLDEISDDIYQFLALAGAVFVGSFGNALWRIST

>gi|939397839
MADPGPEVEREERRKNRSRPREHSVTSRHQSRRGVSARRSSNASRPSSSGRADGDGPSSVGHASTAYHSVRPYPARSIGTSGSDDRPSTGSSAAASTPSSSSAQPPRGARADRATKSSVRPDNS

>gi|954194202
MLSNSPLKPEKEFKQTPNSEENQNNQNGTAQAQNSNEIEKKYVQKQTQQEREKEEDKQRQQEYEQKLKSASKKVEQTTFFQLFRFANSGDKFLMVFGGIASFLNGLAFPLFCLVFGKMIDSFGR

>gi|685824507
MAKNENNSKLSETLGKQYSDDIMNNVEESLKETIKIGDLQKILKNNDKEFFYEDNENEKKNDNVLNESSSDSAEIEYEKNCLEKFFDFIFCRSNQQPLKFKEKPVPTLKLFKFGSYSDIVLVII

>gi|953450957
MEQQASDYLQTAGYVSVPSSPALSNSPASLHTPIGEEQETLSCMGRRASQLVDTLGDEHPLAALPRRVAPIRSLSRGSSLAGTPLASPCYPVETPLLVNARSSSTDRLRRHRSTWSASAVDSVI

>gi|953444319
MTNKLARKPSAKYNDPFRAQDRSSSPHSTRGSPPRSRRNGLLVEQTNPIRADVRQTDVDTPIEIRLENRSATSSDADHGKAHSLEDEKVHILNASPASSVTADATPAKGSYLRIFRFASRTNVI

>gi|928117688
MEPNVPNAEKPREPFGQGLVEASAENRHSGHSVGDNDLENSSSAFHAYVDESDVSLNPGKRPASVEREDATSSLGSESPVFSAEEVVKPKQNRQSVSALAIFRYADTADRILMIVGTLMAIASG

>gi|944444625
MVFFAILIGAFSVGQTAPSIEAFANARGAAYAIFNIIDNEPQINVFSEAGYRPDNIKGNLEFHNVYFNYPSRPDVKMVRSDVELEVENTLGLKKSISEVALRRQSTRKSVQRPKTQNDVHDVKI

>gi|943971029
MSPKAESVDVSSPIDIARPDYMNGSIKDANDAKEKDKNVQNVSFFTLFRFASTLDKIYMFLSILFSTLCGITVPLSVILFADVLQAMVNYGQSVVAGAPENEVFLKAITDFVIYNCALGLVAFI

>gi|443899016
GAASGLVGSAGALPRCDRPAPRRGGEAGGQAGVGQPGHRVVRRDDGARGRDQEHRRPRQRPRGLKWWNPLFSVPTSSRSPSSHSIVVVTQVTRALWLAERISTMPTVYVASFFSHRNRQSLSPS

>gi|443893783
MTSSHQPTSSVRASTDGDGHHSSSVGQQLASARASSHSSSHNDPASDAAAPGVPSGPCMNEPAPSALSSRPGGIHASPQKHSDDSDSDQDDAADNNDPESLSASFLSQLRSDPRTPTARYSFDD

>gi|939668680
MQNNHRGNDQLGDYTRVPAKPPEDDSIEPPSSQTLDATDLSPLSETKVNNDSFSANFCSGTTESPSASQFSEDKMKTKNLFKVWNRSRTIYEIDQKNKKREPGKLRTILKSLRYANKKDTFLII

>gi|938076797
KCSPRFTDMKKSDLNSVEDDTGQASQLSEGKDILMMVVGGVCALIHGAATPLMLLVYGLMTNTFVAYEMEVQQLTDPNKTCINQTISWINGSVFQQADNSTLACGVDIGAEMTMFAYYYLGIGL



>gi|849274542
MVSQQDDARLDERQRAILDRQLNGLGGEAEQRKNVFAYATVSDRIILSVSSICAVLAGALNPLVPVIYGLLVSVYDGFAAGTVPASELRSKTATFSLYYVYLSIGLFVLTYVATVGFYYTGERI

>gi|358336140
RLYLSVHASFRKKDSNSRYILFFHCFVIRSRRLFPSSVRNSHQTETRQPFSKAILRQDVPWFEKQTSGGLVHKLSENVDIIQNGIGTKFGDFVQNISGFLTGLIIAFAVGWKLSLVAFAMLPLV

>gi|930677302
MNILYWMNLVSPTGGFPALAPALDFPRWRYATWGERCATLCGAVLGWLCAGGLVLAVLAYGEITALFVQRHKAEESSATSYLMYLFGGGRHLPNGDRPSHMDALVEDSIAFAWASVAIMVAQVV

>gi|930563469
MRRNAHMEPVGDLDEEYNAITSTPLLRASCLDEVSNEPVERVHLATIVSTETKLKASLKTAEQPSFSAHSDSDSDSDDGSRRLVSALEIFKFADSKDLILMVIGLVAAMIGGAGMPAFSFALGR

>gi|669029583
MRDRGEEEETGATKRKDAGATKKVAFFGMFRYATRADLALMGVGTVAAMVNGMSEPLMTVVFAAVIESFGGSDNSAVLHRVSKNENIIRKKDEKNKEHLCRMSTVLDNEVSCWTMAGERQSARL

>gi|929767735
MSVDNAVDLVEVRLDNDDIGDDRIDAVIDSKADSKGDENKTDKYDVPGGGDADSNVNIIDATDKNEEKEETAPTVSFLQLFRFADKWDILMILVAAICSSIHGILMSVIAIFFGDAFDAYDPTD

>gi|929766109
MLKGIKHKGKKRPQVRYHALFKYHTTKDKVWFTASILLTVGVGALLPIFCIFIGDLLQSLTDIVQNILNAGLGNSVVDILSVQWRNTTLYDVVFDDEVQEGIKGIVNIVQTRNQSQELLAQLQA

>gi|929763489
MYTYDAIDDLGGRKPKRKWGKKKDKKTKEDDKNKVPDDEEAVDIGFKDMFIMATKKDWYLMLLGAITSGVAGVAFPFFGLLLGDTMDGFYPTYQPDVVKDASLNFFYFAIVLFLTSFLGYACFA

>gi|929758703
MFQVARLAIILTLMGVVGMVCGFASKLAFGTVSTRLGHRIRRLYVESVLRQDMAFLSMHTAGELSNRLALDIKLIEDALGDTLQLLSMLVGLCVSGIAVGFAFSWQLAIATVTMTPMIAISGAY

>gi|929746827
MALIAIYIKHCERTGFKKTSKHRSRTIFSGMGSEIKGKQSLPGADIYSVNANHARKSSFRWTELIKFPTRPAIFRYTNKADGFLIVFGAIGSVSHGAIIPIWTILFGEMIDLFIDNPDQRSNVQ

>gi|929355731
MVSSSYNVSIQGPSDLAEDFKKLEGLPGPKDFEATQNESSTTEKKYPYLELFRYATIWDCLTMVIGILAASIASISVPYSVILYAEFTTLLIDRNMGIGISTPAPILSVFGGGKTLTNATHAEN

>gi|927111311
MKEHSRSYTVNDVSIPEISSNGCDNPAFQLDETSTQEGGLKNKKIKNNETSKKEKQMVGFFELFSFADALDTILIIVGSIAAVAAGTGQPIIIIIFGQVTNSFVNTSLNVSTGNAEMNNSACPQ

>gi|926637636
MATKSNAVDEEKQPLLGKKSQTRSGQSYDTTNKRDNHQTLDEPKPKVSLRALFRYASLLDKFLITLGSLFAFVHGAGWPMLALIFGEMTNTFVQQAQSGFLVSENQSLESIISSTLLPQTFQTM

>gi|925673327
MIQRGNLYYVHKYGVQLILEDRPKEEKEYTPAVLVIVFFGVLAGAQNMGLTSPHLEAFAVARGSAAAIFQVLDRIPAIDSLSKEGQKLPSVTGEIEFKNVHFQYPARKDVKVLQGLNLKINRGE

>gi|922341881
MMINRGLFGWSPPHVQPLTPVSEVSEPPESPSPYVDPNGEISATQTVEEEEMEEEDEMEPPPAAVPFSKLFTCADRFDWFLMAVGSVAAAAHGTALVVYLHYFAKIIHVLAMDDRQVNSQERFD

>gi|920718983
MDGKGSSAEREEQRKQKGKAETVPFRKLFAFADCADIMLMAVGSIGAIGNGLGFPLMTLLFGEIIHSFGSNQNSSGIVEKVSQFLCNWNSDPDMDGKGSSAEREEQRKQKGKAETVPFRKLFAF

>gi|919075571
MKEKEHKNPNSIELMGYIPAQPQSDSNGEIKQNNNSKRNGEPHYTHHRVDFKDEDDDEGGFTEIPLNGRADPASSQPVDHTEVDVEVKQPKWKFWLKKPKDGEEKPAKQEIKRVGFFELYRFAD

>gi|693501788
MTTKNATEAMTTKNATEAMTSKDERADDDDPETRAAAPMAPFTAMFRYYGPMEMGLLGGGMVFSAFGGALFPAVNVAFGNLLDSTAVGDVASQINQAVIAMEIVAVSLGLSLTLGYWLCSWAAA

>gi|916414256
MSDSKNPAEPESSSMLPQSDQNAADAPQELNPAEAPPGAGENNANVAPKTSKDQRALEISENAVKYKRAADEPKHRKKSGWHDDIFASFRHASKLDIVLILCGGTASASVGALLPVFFLIFGNL

>gi|915294748
MTINANGRNIRNLNPEEEGQKSGDNFKNQAKEGVKVTIPEKSAEQVTSGDEDEDDVPVQKSRCDKFIDYLFCRGDLASKTLARKPVPLLGLFRYTTKFDVILLILGAVGAIISGCCQPFLALIS

>gi|915038518
MAETTEKHGIYINEKDLNGECSTPQPDEPHVNESTTTTGNTTQIPLPGELANQREQKSPAFGPYFRVLRYATALDHILRCYGLFAAAAFGAAVPLMTVVLGNTVDDLNSWGSGERDITALANRT

>gi|914961353
MPQDSKINSSKTAIQNLEEKPQNTIHSATPSAQQSLADLKGAPKNNRYFLGLVSLALVVFLWVSSSFVMSLLLRIYPKAFFSTYMSTATFQLYFPILYLNSLFKKKPREAEESSAIPKSPSSLA

>gi|685871671
MASAEASADDHQRAVLERQLHGLPNDADQPNSKPNIIIYATRLDKVILSLSSICAIIAGALNPLVPVIYGLLVSVFNGFSNGSVEASELRSEISTFSLYYVYLSIALFVFTYLGTLGFYFSGDR

>gi|913487093
MGKRWDAVNPLAGSELLNVLEENFLGNLFAVNYQNCSQSQEKVNEDIIILTLYYVGIGATALIFGYIQISFWVITTAQQTRRIRKQFFHSILAQDISWFDGSDICELNTRIAGDINKICGGVRD

>gi|909992408



MATTSNTMNTTPNSSMAQPAPSYDLVCIGFGAAQLATAIANRESREPSRVLFVEQKPSFSWGSTSNLSRTRMESPFMYDLATLRNPRTAFSYVNYLLSRKRLVEFANSDRLNPLREEFADYMKW

>gi|909549879
MKRNESVKSLQQFRGGRHEKPGVALGWRQNSLTISAFAQHSAYLAEKARTKEAEEQQDQPAPVSWFHLFRYATPWELLLLFAGVFLATMNGLMVPIGVIIYGEFTALLIDRTVMVGTSNPTITI

>gi|909137551
MLLMGPRLPATESQGAAKLKLPSRQRQSRRNGTRPAGQYVWHPSRSVVFRKSARTARRRCCWLTWRLEPDPAAAQLLPGAVPDNEVAPTAIPLNDVHSAPPPHSAAADRKIEDLKAPLMADAEQ

>gi|909136951
MTAADAPRDVAPGVAVDMDDIAMLKQPLHSGPHSDESGSSTAVGSTTDKADADTVHKVPYFQLFRFADAKDITLMLLGALGAIANGVSLPLLTIVLGDTIDVFSVYDTMLRSNRENPGSIPQAT

>gi|908392070
MMASSEHAATPPAADGTSESMASEAGKPDRDEAEVSSFRYFARVFTYNDTKGWFMNGVAFLCMVASGTVLPLMDVVFGRFINVFNDFVSGELSPDGYMSQVGHYTWVPILKHRFHLSGTDGDSL

>gi|907093676
MPLSPARPTMPHSDGGQPIDHGSSELSDRAAGVLNDSQSTPLDRPNSLSAVPDLAVPHTDSALMAAEMSAEHSGNTHIDERDQIHANIPMVPVTSSMTSAQEVTITVDPVAVTGDIQEQIAAQQ

>gi|871255334
MTKKKHQNEVSLTNIKRLNTQVDADPGGVDIMMNGGKHTNGTSTATGHGKPDAPFQNGKGTAQNGIAEPKPGSQQLEITRNGKGTEGCDFCDEISVGSGKDGGVEKSEVDRTVGPLELFKFATP

>gi|857976464
LRLLLGDVRVMGNLSGWHSPTRTGDVPLAARHTRPGCRRTHCARTMVRPDDVDVEMGVQPKVVPDGESSMSTGDDVPRVTLIQMFEFTTPLEVCVLVLGAIGGIVNGLSLPAFSILFGNLFQSF

>gi|857970907
MQDGVIPNKCCLDLWQLHGAVSVTRGRHAIDSAHALRRIRPAHGDGCYPVIRSESPHTLRRLGRTTMSTSIELEGNDPLPILPSKPDPVALVRPTRFLNLLRYATSGDWLMNGVGIIMSMATGA

>gi|857970527
MLAWALTATVAAVAVLSSQGNNVHPEQAQGHGGGALPSNSTGEPHRRVVTVNVGGRAAEIFDPVPALVRTGASFAQRAPDEALIVDGRTEFRRERTHACDVGLDAGPSDRSRHILELPAWQQQR

>gi|813212538
MWPSARFEIIIGDNEEGTDGNCDSSSQRSLRYRFRKRDGRMQAAFSLTVRIAERTSSAVRYTHWSSGLRISWLSKDAKAIVMPVPEDVPRDFRDGDLLQSNETKPAQIESPSSSITKSDDKTDR

>gi|813212536
MVAATKREERPSVQLQGEPHVAITLDATPTPANLMHDPRPATHRTSSFFHKLLNRDADADKKKQEKTYGYLSLFRYLPARDRFILVLGFVCALAAGAPLPLIGYVFGQVIDNFGEGGSGVNMRL

>gi|846909829
MGRSEDGPAASATDKQAVPEEQEKSESKNDGKPTETVSLGNYFRALSYATGKDRLVLTVALISAIASGVPLPLMNIVFGNLVGEFNGYFMPGTTVTEAQFKASVNKLRYEGQKRLVAHVLSSDS

>gi|831334018
MEEKAQDTADMATMDEKDHTEVEASSKSDKAAAPLAPRWKRLRRNRGGPTPSPKGKAPPGPKPVKFRALFRFATPLETALMLIGLVLAAAAGSTTPLMSLMFGNMANALIQFGLARQAISHTSG

>gi|831757545
MNSQQQQLNDRSVGVNDTGGDAVVHHSSSSSDHDDSDDYEVYSDTTSNHNHDIESPPIINNNNNSFIPRGSTMVTNEYGDIQIHVPPHVPNSFITPVSTNPYGTNHGHGLLNYHNNNHHLSGTP

>gi|829193871
MEEKSLQNLEKPTQNYEDQEVADGKIPFWHLFKLASKTDIILVVLGSLASVINGCLQPLFGLLFGEMAQKFSPGYSADAVVDNCRTIALWFVGIGAISFILSIFMMYFWISVGQRQAIKFRLEY

>gi|829163726
MSETTNLKPAGFFELFRFASKLDIFLMVFGSIAAVVNGILQPLMSQIIGRTTNQFSSNQDQSQIIENAKIQCFYMLGAGFISFVCSWIQMACWMISGERQAIECRKQYFKAIIRQEIGWFDMQN

>gi|514701219
MARRKSRDGKKAKEDKNAAVDKNAKTEEEEEKLEPVSYFALYRYADAFDWVLVIVGSLCALAHGALSPAFVVFFGDVIDSFGADADPADLIDSVAQTSLYILYLACGAAVTSYFQVACFTLSAQ

>gi|818165804
MANSQEAAVVDIGETQEYPEKSDDGEALRASEKQSLSFIQIYKKIMNMAILREKLMYAVGILAAMGSGTVLPLMTLIFGNFVSVFTDFALGRIPSEHFRGKVNHYTLYFIYMFIAKAACTYIYM

>gi|818160422
MKEEDEAAGGLEATPSGNEVPNKIEIEAEAIEEPPKAGFGTLMRVFAFGQTKDRIIQIICALAAICSGAAMPLMALVLGRLTANFTDKDEQASADFMKHVATNALWFVYLFIAKFTLVYIWSFG

>gi|814543445
MADTTHNATGAAPTAAVLASQLPLGELAPSSDVDSERHAHLAATDSSVPASTNEDQPSTIDAVHRAPVASSPTSNSSLTASGGTPITSTLTDRVLASQTTRSAESMDEKVTSRMNEEKQEDIVD

>gi|551614020
MCNAAHLPSKGQGSDSKGSGAPKWQRNASLRQLYRFASKTDRWQMVAGVSAVVVSGANQPLQLVVFGQLLDSFNLTDKSEVQRQIFFLAGMYAALGVQQLITISIQTACFTAVAARQSLRMRAA

>gi|551588361
MARYKKRYLHAILRQEIGWFDTSTPEELCTRFGAAMLAVEEGVGFKTMMLVDAWSTLCASILLGLNFGWDICVAVFAAAPIPGVAGIIAIVVGLTAMHNVLTATAGAGAIASEAFSPSQVAAFG

>gi|551576408
MPLDDALQTSATRSFFGSLFYFATAWDVVLVTCGCVFKLVFGVLQILILIIFAEFFDMRLNTPQGFRDLGLHIFVSMCYFGAATAGTEMAASIALEWAKHRQITAWKKAYLKSILRQDVGWYDV

>gi|552914979
MPFLKSELRGADLCGADFTDSPENQKQALPNFMADHSKNNFQIFIFTSMEKYTSQDVYNNKADSISSFTSNDTLVELVDLTYNNRASILYNDDESLNYGKASTEDENTQQITSQKLRDSILKKT



>gi|537162092
MCKENHMVGKVTYKHSNSRIAHEAAIRMEKDGVSLPVHIMYHLRVSIVERAAHVKHLDLTREPEGEATAVQWREALKNQIINNMEYSERAEGMQESNQRHGALQEQLPKTGNQAVGPIEIFRFA

>gi|512188095
MRRDIDESRLLQNGSHGQPPASSVSAADPERPLQSSNTNATIWTARHRQDDSGSVNIDMHDINNRHNMDSMEHARRTSADARPIELTILPKNDTESPTSLPSPTTPDMAHSTDTTTEKGQSGRE

>gi|475562360
MEEKDCPVESFKPEDDKKSTPPEIAVADEPFPFFCLLCYADALDWLLMVSGTIGSFVHGMAPAMSYYILGKAVDMFGDNIGNREAIVHQLTKLLPYMWSLAIITLPAGMIEITCWMYTSQRQMT

>gi|443695948
MTFVLKKKKKKEKKKGKIRRKRMEMRMVRQHPASQFRFATSKDRWLMVLGSVMAFLHGAALPAMMVVFGEMTDVFIFATQMDRFIDAILPNLTVIFPNITKDWIKDHSYIFEVSVVMGAIVVVV

>gi|440486762
MSHKPTKTGFSNLTNCISQDIPEHGVPFMPRHEHFGAALTAFWPRGDDQLESFNGHTERLRFSWTVIYISSKYFSFVKTNKIKMTNEAPTLGTIQVLRKVLGYSSRADALLLAGGTIASAVQGL

>gi|405963166
MEQQNTTLTAKDIQMDEKIPIQNGEHVHQNGESGKQNGVSENGVPAEPKKGQATVTINPEVKVRTVNKDKQKEKVQQIGFFTLFRYGSLFDKIILAVGILCAMGTGCATPINFFVYGDLANYFI

>gi|134077176
MLFGGRLSECIGSLLPHCRSIRSAGISTHTLPIEGLWSTSALAPRSILNYSSLALPLPTETAHTYKSQWQTQNHCLMGGQTLMVSMMRSVKGLIPTKAHLKQFFAYVHLLFSLDYTIFDVFLIV

>gi|768698059
MSDQGAGAGSPSPVEPSRQLKEHEKEILKRQIHTSEFQTSRLKLLYACATTYELFVLIISSIAAIIGGALQPISFLFLGGLAQAFKEFFLGTSSGSHLSSLVARFALYYVYIAIGQFVSVYIST

>gi|768681818
MTSEEHKQAVLQRQLHGLPLDDTGRPGLAHYATKLDRTILYVSSASAVIAGALNPLVPVIYGLLVGVFNGFAAGSVEVAEFRSKISTFSLYYVYLSIGLFVFTYIATVGFYWCGERIVRALRVA

>gi|768421959
MNIKIKDKKKEAAEEQKTVSYFKIFKHATWYEALATLLGAALGFLSAGGVCINLVLFGELSTAFVQRTAFQQQTSSRLPLLSLFGGGRILSNASNAENMAALMEDGAAIGVGMAATVVISMALC

>gi|344251104
MPEPDRGGQGLGNLWGPSGHSLGPSRSPRTGVVGGSSPRGGTAAPSRGPLEQHAGAKWNPQGGAAQGGAEQQDPEPSSGPRQPRLRALRPCIWLTTVVSPQVVMEFEEDFSGRKDKNFLKMGRK

>gi|341903597
MTVFTPLLTPSPRRKSSAFCNFILVIILCTTKFEKLLFILGVVFSILVGFCMPIESYAFGEVSQVLVTITNAINNKTIEPTDLETAYQIFEHDMNRVVFYFFICGVANLIFGFFQYSLMKFVGD

>gi|768190107
MCGADLKDYVLLLVGALLSVLNGALLPLNSLIFKGISDALINGERNFTENELDMDVFSSDILYYCSLYFILGAGLLVNGYLANASLFTFCERRIHYIRAKYLRAVLRQDMAWFDTQQTGALTMK

>gi|326481420
MPSRELPGQDAKHANQADPAQVGVIGEMEDEDPFKHLPEHEKLILKRQLDLPATNVHYMALYRYATRNDKIVLVLAAVAAIIGGALMPMMTVLFGGLAGTFRNFLLGDILDSEFTSELASFTLY

>gi|761901271
MSEGDLEKAPPPSKEEQIELDEVKIKDDSPPVVQTDDTVDVETKPKTVKRPWWKKKEKEGDDEDAIPPATLKEVFSFATPIDCFFMITAILAAFTLGCALPGAMLVFGDLVNAFINQQFTQYAV

>gi|758988093
MRFRSDSRADHQHPKKQGSMDPDTIQALKYQDRSSSSSSNNKPKEKVGSASTSPSPTLFASNDSVKVEIGVGSSDKEKPDVKVSFFTIFRYASKRQLLINLFGTGMAIAAGAAQPLMNIFIGKI

>gi|758370335
MKISSLSYNKAAKRNNATMPTQPQPPYIKKPKVSITQLFRFATRTERAVILISAVLSAISGCVPPLSILVYGSYISTISRDAKDNQQVLESAAPTIRYMLIMGTAAIVAAYMSTCLWIRVGERQ

>gi|758369835
MEKNKVKKKSETVPIFRLFQFATKRDLLLICIASFCSSTTGAIQPISILFFGNVLKKLGEAIVDGSDLMEATMPIIKLYVYLGTGVMTAAYISNCLWVLTGENQARRIRQLYVHSILRQDMSWF

>gi|758349874
MTKEASTSSISHTSDEIHDKKGKKQKAPSVSAFHLFRFATLKERLMICIAVICSAGTGALQPVSILIYGSFISTLTSSLSDTSQLVDTTLPLIHTMVYMGTASLVAAYISTCLWILTGESQTRR

>gi|751348625
MEKMDHVADATAANQADKTPTSGFAAFLRIFTYCQPFDCALEIIAILAAIGSGVAMAMMNLVIGELMDVMGDPTRIATDPDGFMAAVSKNSLYFVYIGIARLGCTYVYSTLFTYVSLRVTNNIR

>gi|749158321
MQGQNSMREGQGSLAEAGQKSLREGQGSLPEAGQKSLREGQGSLREGEQNNVSEAGFLQAVSSDRQNSLNQDAVPHRQQSLTKPASTMQRVSSLAGELVRAGSVVAPGLTTLGSTVPVMGDDVN

>gi|748381816
MGYIPPSNSKIFIVKEQFRFGTSWDHFCLFIGLVCAILSGISQPVLALVSGRVTNVLLVYPPNSKEFRNKAYENVYIFLGIGVFIFITNFIQYVRAILRQNAGWFDKNHSGTLTTKLNDNMERI

>gi|628303672
MGGDEKIDIPEPAEDGNKNQKTQLSAWKAYWRLLTYANLVDIFLRICGAAAAVAAGSALPLMTIILGDFVQDFNNWGTGVVQPAEFRHKVNQNTLWLLYLFVGKFVMAYCGTVMHSISASRITR

>gi|734560022
MGGRNSKSNEHEKLLNPNSKYGSMGSIDEKQCEMGSADRPVHSLSAKLRSACAKALCAHGCCRPRKSNSINERYDDEKKAPEFKPVSAFQLYRYATCLDKIMVFIGIICALLNGILQPVSAIIT

>gi|731361723
MKLDIEKFDRSINFGLWQVKMKALLIQNGVHKALEGKVKKPTTMTEEKWEELDLKALLAIQLCLSNEVLREVAKEDSSAGLWLKLESLYMAKSVTNRLLLKSRLYSLRLEEGNSLKSHIDEFYS



>gi|703130431
MKSDTLLDYAVFQLSPKRSRCELLVSSGGYTEKLASGSVKPFLTHLKVAEEQVALAVQSIKLESEKSKNAETWFTKGTLERFVRFVSTPEVLELVNTFDAELSQLEAARKIYSQNNNEIFICFT

>gi|701778169
MEQGMAEKPDSKASPQANQESTSIVDTNAAPQREPTFQDYLRLFKYANNWDFLAYAAGTTAAISSGVTVPLLNVVFGKFATQFSAYAGTQTLEKGQFQGELNKLSLYMLGLFLGRFVLSYINKL

>gi|700211076
MGSRNEKEEMTMGSSSSSSSSSFGVIFRYADWVDILLMFLGTIGAIGDGMSTNCLLVFASSLMNSLGNGHIQQNFMDNVNKCSLYFVYLGLVVMVLAFMEGYCWSKTSERQVLKIRHKYLEAVL

>gi|674865400
MLYVASASWVICFLEGYCWTRTGERQAARMRERYLKAVLRQDVAYFDLNITSTSDVIATVSSDSLVIQDVLGEKLPNFLMNATAFVASYVVGFIMLWRLTLVGFPFIVLLLIPGLLYGRSLIGL

>gi|695461129
MPARRPALRVVSLLPSATENVCALLSACQSSSSSSLPSSAAVPQLVGRSHECDFPTDASVQQLPVLTAARTAFTNSADTHSQVREALASASSLYHLDAARLAALRPDVILTQSTCKVCSIDLAS

>gi|695458360
MPDQLPYARLVTPRVSSSSASKGVPSVDGATLAVDVFRLSAATSHQGKDPEFQAAEVASFSFLELYRFATLSDRVLLVLGVIMAAINRALFPCIALVFGEAIAAFAQTDGGVDREALNKASLHY

>gi|661176720
MQYEQVTYSDRNEGLFKSIYIGVGCVILKTLPPLIIHRCLYVFHPFLFYVMMFFNTTRQTSPFQKMQDQDSISSISQEVISNNDDNPHATTNHRGGQRRFLSSLLRRLQMKRGISIRMLFRFAT

>gi|682473051
MVLERVPTSVPSPTASSDRYTELSSLLELVRGTLLDHVAEADASNAARQSGQHSDAIPHAQAAALLPPEIVSQRLSLSLTEKPQGKDGLLELTDRILRLSINTWDQGFMHKLCSGTNPVGVISE

>gi|682430006
MATLPSRTVEPEKTDPGISDAVNPLPKNIAGTDEKTATDGYSPQAITTAEQAFLDEQLHFDYVKLSFIGIYSFATWKDLLLVLISAVCAVIAGALIPVTPVVSSRIILAFARVEEQGGDMKSLI

>gi|682367251
MEGDDAGTTSALTAAGGRACDTCRARKVSFLYVDLIPLSNAFRFDVIESHLAQTAKFLKLRVDFLLKPVSIDKGFSFLAAKERLVGIENSLRTLVLESQQRAHPGTAHAPTAAPKVPQNMASQP

>gi|682292239
MFNQGHQPGQHGRPTTGNRLPIMYNFQHQTSHQQTHTQHHQDHTHTNGNVAHHTTYSSGVLSNSTPNFTPANQTGHVTPQRGAQAQINEHWAEQLKVYKETERAHSIMVDQHAPNYYARTKGHE

>gi|676381397
MPMFTVILGDATDAMGGEEDGSYAREMREPLKMMGFLMVFIFITATTHSGLLEWSSQRQGARLRRAYLEAALTRDQAWFDVHDAAALPTRMAVECAKVVDAIGPKFGLVVVPLGQFVSGMVVGL

>gi|676275129
MRCLVGRRGVRAEDPSGGAGKKLKMGDNSKKKKEKKPTVSTFAMFRYADRLDRFYMVLGTLAAAIHGAALPLLMLVFGDMTDSFSNAGNSVSSNSTNQSVINKTLIFRHLEEEMTTYAYYYTGI

>gi|676266555
MVLHVSAHGLLLHPFPNTKTGEECLWLAQETQTRLLATVLLWRSVVPILWKRNPLDRSTNPTLQAVGLWLLIAITMSDSVILRSVKKFGEENYAFESDTSHNNDKKSRLQDKKKDDRIQVGFFQ

>gi|675868070
MTHLYDLEQTSGNDPTSNHIHDEITSHNHKNIGNDQVLSNGSSNLTNHTMVPIKKNSLKEETGKASDGNAYQNSMVNGLEDVSDKKSQRGKKNKIKDSSADKESKKKEKMKTVSILQLFRFADK

>gi|675865148
MKTTMKRRRRRRRRRRGRRNYKYASCFEIILLLIGILCAVIQGSALQGPYVIMSDTIDSYAEYLRCKKIVENQTDSGGSEANTSSLVYDFLSELTRWPYVLEHHRHQHHQFFNKFNQDNNNNNN

>gi|674237968
MGQNHNNRDNIVEIVSKDCLKFIYLGLGTLVAAFLQVACWMITGERQAARIRSLYLKTILRQDIGFFDIETNTGEVIGRMFGDTILILDAMGEKVGKFIQLIATFLGGYVLAFAKGWLLTLVML

>gi|673015494
MRHPSPAMGSIQEGDYDAVLTPKPAEHDNADVFPSSPMHQSGSMVPLLQLFRFADSIDVALMVVGALSAFATGAAIPLRILLFGNVVSALNPTEGSNLLAEVASISLKLVWMGLGATVTGFLQV

>gi|672829244
MSSPSSNNNLKEEVFEEKLDTTPSSSHIVDMGHDIPPSVSTLTEKASSKKNKKKKGKKGKKGDNEDDDKEEEEEEPKVAYFRLYRFASSWDWICIIIGTICAFVNGVGQPLVALLLGDVVTTLN

>gi|672818270
MYQYDSYTNYYYYDDDNDDDDNNDDDNNDDDNNDDKKTRGLEATNINATVSEPMESTGSDVKKQPQVAQTIPSDQTEGDDDEGGGFCGLFGKKKKGNQPKKQVEAVGYWQLYRFASKRDWFYVT

>gi|669306061
MAASENEKQALLPSEGEKPPSSIGSYGSVDSLKSSAKGSDKSRGIFSDLFYFADSWDYILMFVGTIFAIIHGAGWPTLSIITGHMTDTFIRAQITDFTSNTSWQEAAESIAPLLSLSNHNSSAQ

>gi|666436345
MVLVAMSLPSGPFPELAYPVIPFPVLAIGTKLAFLSGRSTYRFHSLHQSYGNIVRFAPGQATTNTVKALRQIYSTGTGKGAAFLKTSFYRNISRRNIFTAADPVYHASVRKLFGPSFTPGSMHA

>gi|661881275
MLVLFLLSVICKIGRISIEMYSPVVKKLLYMGIAATVASFIRGICWAVSAERQVSNLRYSYLRSLLRQDITFFDEEIKTGQVIGNMSRDIGRTDAAIGYRACDMSVIAWKSETRINPSCIYKHC

>gi|658049089
MDLXXCSXXAXXIXTXXXXXXLXLXKMREKXVXXNLRGXJXXXXQXXXXXXXDXXXXXXVXYRXKGXXLXXEXNLXMKLTXXRSXGXVDPGWXHGVAQDEKKKKVKCNYCEKIVSGGINRFKQH

>gi|643707890



MVKTTPADQPDEQEEVIIEVEEKKNNDGHDEKEKLKNVSNGVLPFHKLLSYADSVDWVLMVLGTLGSIVHGLAQPVGYLLLGKALDAFGNNINDTHAMVQALDKVIPYVWYMAFATFPAGILEI

>gi|636759031
MASSMREMDPLGKSDHDKAANEISSNKSDVNEAKQLPVDTRRLNEEEEGILNLQVNVPDVKIGLATFFRYATRKDLVVFSVSSLCAIAGGAILPLMSVVFGSLAQSFQSFTVLSAVQRNVFNDD

>gi|576701538
MGDKKDGENVLLEEFGARSTTSDDSYLLGADPDFGDASLKFYQLLRFSDATDKFLFCLGIFGSVVTGLAQPLSLLLLSKLVTSFTDGSNVTLVEKMKVFLPYYISIGFVAFVISFVQMFALTVS

>gi|629089883
MHADGVDKCLMGLGFFGTVADGFSTPLVLFVSSQLMNDIGSASSMDPASFRHSINKNALNLFYIACGLVVACFLEGYCWTRTGERQAAKMRARYLSAVLRQDVTYFDIHVTSTSDIITSVSSDS

>gi|615429101
MVSVTEKSETDDGADLGLESADSRTSTPEQNGKSGFALLYSATCKVDVFIVSASLVSAVIGGALMPLMTIVFGKMTGEFQSITTSTGDGSGYSSRLNQFTLYFVYLAIAEFVTVYVTTAGLTVA

>gi|597880196
MGFRKSKKDEKKTEKDDNEEAAKKVSIAQLFRYATWKELFLLFIGIGVSLVTGAGLPLMSILQGKITQAFVYEQMYRTNTTPGPNFHYNDTNFNNDVMSAVYGYTAMAIGIFLAANVQVTCFLI

>gi|597868404
MNEKSTSKYKVTQPDKLTDPPPTEPDKVPLPMLFRYATKLDFCLMFFGALLAATQGTLNSTSSLIFRHLMDALIIGQFEWDIGVFDDYEFSQLAMNAVYSYTLFGTCQFILGFLSMCCWHTVCQ

>gi|597751160
MGISEEKTLVETAFGMAQKGSVLSYQLPILPTKSVKMHHDAPSYPSLPLGDYRLLPTECVHVCTQEEHFFLKSLTVTLDMANKIELATREQAADQEWHQLQVIPVGHLNLAFIQEENLQDKKPG

>gi|588261655
MMDSANSVNIAIEEDKKDKSSVSFFALWKYSNGLEKFINLVALVAAIGAGTGLPLMTIVLRDFTDSFVEFGSAIQSSQANIDEITQKFKTDTNSTAIYFIYIAVGVAVLTYIFLSAFVITGETV

>gi|585702635
MKGNKVDEGVEMTENGNPPSYEDAVSQTGDNSPAVLPVTTIPSNGASNHAVTVHDNNTEQDKEQEPKKSDKDEEVKVKMVGFGQLFRFAKCFDIFLLAIGLIAAFIHGLTWPLMIIVFGGMTDS

>gi|585108939
MSVRGVPQLRSLLLRYSDRDGSSRAMREYIGSRLVAFAQAHGHVKITTQLKRNVHPVVQADYVFGDPKVVCVRRATTAEEVEKVILALRNTTGRKVKPLNKPVVSRLPSVQVSVTGTALKHRKD

>gi|560139751
MTAIKEEEGSISRTFFEKLLDVLLCRGDLSTEKLERKPVSVAELFRYASRRDCHYVAAGFVLAVVVGAIMPLTCIFGGLYVNIYLMNTDHVGNESLWRQAMYLCAGYFGVGIALFILCYLQNYF

>gi|570970031
MVKLELASDKQASTRNSIVDGQLVHLSELFSYADGTDKILMILGAIGAMVAGIAQPIQIVLFGDVLNTLHPSNGGTDIEDGVRDVALKIVYLAVAVFFAGIFQVACWSITASRQSKRVRSAYVS

>gi|309363750
MGLFKKKKDDSSSEGPTVVGFIKNFIFRSEKKEEAPPPPKISIFQLFRYTSTMDRIMLIVGILVSCATGLGLPLMSIIMGNVSQNFVEIGTILMNSTDPAVIKKAKDDFSHDVIQNCLQYVYLG

>gi|551675610
MSALPEQISNEASEIKGDVVLKNLASGSAVTLPDEDKCPVVLAGSDRPQPDEAKKDDDLGEKASFFALFRYADAFDCILILISFVCSLATGAALPAFTLFFKDLINGGFESGSLSASKVNEKAL

>gi|551649690
MSGATIVFSAQDDLEMTSMQDHHDVKVEKLAEAGDPVVEKASFMELFKYADMVDMLLMSLGTLGAIANGCLLTMFSFFLGDLVQVLSGSQYASSSESIQRSLSERVNTVAIQFALVGLAAFFCS

>gi|546322163
MPPLATLSPPRQPGSALYCPADSHPSFLLHPSHSANTTPSRASSMASSMASSPLDGKAAVATDDNINSNEPLPTTDSGNRSITSRIKAMIKPEASDNEKDRDNSLPPVPARQLFAYSTPNERWL

>gi|546306993
MQNVNCHDGGGWECDWLRQNRHACIERPLRGIAIKTTPGCTYSAVVDDQCKTWCPGDWPLSRAGLAHACPLVPNRKLSFLTALRTPFTMEPGDSDLKPSSAPPKWKFWARKEKVPEEERKYPPV

>gi|413918684
MVDAPAPAGSTAAAKEKASALELVRYADARDWCLMALGALGSFGDGMMQPLSMLVLGDIVNSYGGAGTADSAFSSSAVDKFALRLLYVAVAVGACAFLEGLCWTQTAERQASRMRRLYLEAVLR

>gi|551663131
MTKVYTLDHESDAVDARKGSVSDPDAESKSTSDTKEDEGKKAKKMVSFSQLWRYATTTERIIYEHILMRVRHEYMRSLLRQDIGFYDTHRGGEATSKLAETTLALSAGLEKFPQVARSFCTLIV

>gi|546683294
MTSRNIYNMTERHDGTATDKERASDVNVPPIDDPESTDASSFTGLYRFATRPQKCVIIIGAIIALICGALQPLNHLLFGDLTQIIIEYSEACLNPNSTNCSVAGDNLSAGIKHFGIWSSINGVA

>gi|541045086
MKRAQRVHPNGADIALNNLDQHAHDDVRKVHQRSRPTGIKYFKEEFSSFVNIYRYAQPIDYILIACGTLLALGQGILNSISSVIFKQLTDSFAFAQRNIINNSAFTTILHEGSLLTDIQLNEFN

>gi|465795132
MSYVRLFRDLSKTEYAALVVGTVAAIAAGVPLPIIGVLFGKMVNGFNEQACVAHTLAPPDPAQQAEFLQDVQDHVVQIIIVAAVNFALIWIYTSCWSFLGERIVRRLRERYVRALLSQDMSYFD

>gi|309366095
MKRSSRRIPRDGKDGKDGIELKNLKKTAKEKDTDIKLLTTSSDSDSPTPCQLSTFQVILNFITFRCFQNKETLEDEPIGFFELFRYMKPMQLFCLIAGFILAAVSGFFHCSYGYLNGKLTTMFV

>gi|309357787
MVLSVKGDEPVEDGMKIATDHVELGHDPKRKIKKSKSSGGNSLSNLVSSFFKICYKAFFFQFRHSDCLDYLLLLGGIVFSSASGALLPFNSLIFEGITNVLMQGQSEWQNGTFAYDTFSTGIRH



>gi|471879003
MELTKQDNTRNTSSRRPQHSGPAFFYAFTYADRADWLLYGVGGVAAIISGAGFPVLDLVYGYWTTALVSVDMTPSSLRGTTNTMAGVCLGIGILQFITGSIFLSCFTIASGRTTDRLRRAYLDS

>gi|471214754
MYPTIKKQLISILHRGSMSVAAQLQDFEVFNVNPDPNEIMVRNQKPIEQGTIGFFSLYRYANWVDIFLFVFGTFGSFASGALKPLTTLVYGDLVDVFAFRVNEDIISMPLEEQVKYNYQLEETI

>gi|471204135
MRDQMRSFQNVMSNGSINIQKQSDNDKIEKGGMNKLTGSKNNGTKSDFVMELDSKSYDQFEQFETFNVSEDPNFLITMKPIKEESGKIAILSMYKYANWFDYTLLLVGIVGAIGVGILQPLIML

>gi|470244866
MDHDTNSIGVSDQAADGDHSVNANNNNNNNELQAVDLINNADDNVSLCPSDVNIISQNDKLKQQQQQAEEEGADKKKKKKGFFGKKKKDGKEDDKPAEEKKPMVSFFELFRYATLTEKMLMFFG

>gi|403344971
MQGNQQIEQSDIKLHMDGVSRGNLSPTHNKKNNFDPNFNDPKGESKQIMPPRDEMVKQLLTSIDGKIRERDAKKNPPMVPYRKILLTFADRADRIFLTIGFASAILCGLGLPSFVFLFGDIADS

>gi|403337307
MSESARQQTDQQNLLQDNGNQDPVDVLIRQVDSTINRERTGTNSLGPSVSYSKLYCLASGSDKTLLYFGWISAVVAGCGMPSFVFLIGDVIDSFDPSKATKDEMLDTISFMSLLFTMVGIGVWI

>gi|401404748
MRPPAKGSPGPAGAPPADGPAETGPSSPRAEPVAATVAQALAETAGFAAPMLASSAIGATAVNEDAAVRATSEEPGQAAGVEAGGEGKKLFSASGDANARDRRATDAFEVEAEGEPRGKAHTAE

>gi|396489924
MGLWSTAELRYYYHAHWAASSSRRKSPRATLGKEPATFQGSIRKMGYLSSFQVPFGLNATHRERITNNILSMASVVFEASDRCNSFSIAKPHDSDDGSSETQLLLSSDSDIEDELSVRQSAQWE

>gi|313234010
MKKDKKINAFEMQEKEEEKDKSEIVKKRGIIDLYKYADGLDVFMIILSGIFSIIAGLLVPAAYVIFGDMTDTFVDFGFLGGCSNETAYEDYFNFTLYFLGTMTQYSLYFCYLSIAQTLTAAIAT

>gi|298705125
MATLVPQDESSQDALLPKAGLPDAKDTTDAESKKMMANTVAKPDPSTEKKGDKPKEEPKPQVPFSKLFTFADQRDMLFMFIGTIAACVQACTMPLFMTTFGDTLDGLGQPTEDGEVSSVAETVQ

>gi|297740623
MNKDGGETTAKRLDQQKVTLYKLFSFADQSDVVLMTVGTISGMANGCSRPLMTVMLGKTINKFGSTDQSQIQVVHVELGVFLLVLLYLAVASGIAGFLQTSSWMVTGARQANRIRSLYLDTILR

>gi|297736819
MFVGAVAAAANGVSTPLMTILFGDVINSFGKDSNSKDMVHEVSKVSLKFVYLAIGTGVASFLQVTCWMLTGERQAARIRSLYLKTILRQDVGFFDKFTNAGEVVGRMSGDTVFIQDAMGEKVGK

>gi|389633341
MGSAAVGRSPSTEKPSLEKGSGVAASSKPVEAANSKDEEPADGGFKSFVRIFTFARPIDYVTLSVALLGAFVSGAAMALTNLVLGQFVNILGDFSTGASSPEQFRAGAGEYALRFVYIGIARLA

>gi|314912068
MRWNKYIVTPEKERKKMPDGSHMNGIINSGFEEIELNDNNSVLNPEEEKKNGETVEHKSSVVSNDNLKLDINEDISNTHVPFMKLFSYATRSDLIFIGIGILAALIGGLSLPFMIMLFGELTDT

>gi|357627714
MTAHKDSFIYSIHQFGIYYSCVGVVLFFGGYLGTALISIAAINQIFRIRISYLRAALNQDFAYFDLHQTGDFASRIAEDMIKLEEGIGDKVSSLVHNAAVSLSCIIMALIKGWKLALLCLSTAP

>gi|353231822
MAHKRRKNFASPATKCDDCNLDLLQNGQEKGLLSYSSIRYKDLFGFATSSDIFLLSLGLFLSVVFGAAFPVSILVFRWVVNDITSTVGVSYVKIYRASVWIAVIAACAFLISFGQVWFTNICAS

>gi|315055313
MEQLSSSSRPSAVDDDESAREVLQRQLNGLPAVQMKNSTVLAYARPLDIALIAISTLSAIIAGALNPLLTVIYGLLVGSFQKHAHGMEESSQLSSSVSKFTLYYVYLGVAEFVLIYIATVGFYY

>gi|308494931
MENNENELLLPPENQKKYSNFTSFSLVVWKCTSKLEKFLFLLGIASAVLTGLCQPFMSYTFGEVSQVFVKITSAVNNKTIGWFGRTDYSSKVFFPDPSDLDRAYEIFHSDMNTVVIHFALVGFA

>gi|302830149
MATGMGDFGNMMRKRGRDDEGDGIKKVFVAGLPFNVDWQELKRYFRTAGTVVYAGVMKDKEKGTSKGCGVVEFETAEQAQNAIQLFNGTQMAGRTIYVRLDQDNAIGGMGDGPSAAKKLASGGM

>gi|302818934
MAGTSLFRAATTLDATLMILGTIAATANGLALPAILIVASLVYDQYGRSESSPMKTHPKEFAQRYLSIATAAMLAAYLNVSCWSCTADRQVRKLRLMYMSSLLSQSVGDVDNSTANVIDNVTSN

>gi|302813477
MGPERSVSYISLFRFADAKDFVLIAAGTLGAVVNGLTFPAMLIIRGHMIDNFGTLPQDGAMSTKISQDALLFVYIAIVAWIASYIEVSCWMFTGERQASRLRALYLRSVLRQNVSFLDNELSAT

>gi|302767578
MEQQSGSRSIDSSSYYSKSILSIQDLQQRTRSYDNLARPSHAQQQQRDISDAHSVVVARDRDYGYGAVNEKDLAEEADSLSVYSIDATKNADQAQEDEGFSYWKLFQFANGLDWLMIAVGTASA

>gi|302758292
MGTLSNEDLARYIAPCGGGGGGTEREVEVSAENNVSASSEVPVGLELDDSELLFIEELAGNRDYFDSDEFFRLEYGSSKSCIDVEGRNFKDIDQIEPEDLDFAWKGGRDDSCLEDKDRQPAGTS

>gi|302662567
MPANEIDQGAKPSGFKSYRRIFRYADRKAWLLYSISFLAAIIGGSALPLMDLIFGKFVTTFNNFANGSISSESYIQEVSKYSLYLVYLFLAKFFLVYIHTLAASVAAIRTTKALRLEFMQSLLR

>gi|302660388
MAVEEKNSPTGAAMTNTGILAPSSQPSQPESIYSFPNTYLKWWTKTQKFFSRENTITPTFGYFRLLFGTQPGKTDIALIVIGTIAGIGAGIPFPLLGILFGELVDDLNSSTCSTTQAPPGGYQA



>gi|296807607
MPIFCSIKQKLSRSNKHEDREVFSLFRVYGLLWRFSTSFDVLLQILGTIAAIGAGTTHPLMTLVFGQFVNIFNNHDSSKTGQLLASVNSATLYFVYLFLAKAALIYVHTVCFTISAARITASLR

>gi|294936183
MSIGTAVAPSTAESDDVVVASPTTRTKKKIVPYYKLFRFATRAQLIAIVVAVLAAALHGISLPMFAYVFGDLVDVLGNPEGVDFMDEISKRCVYLVYIGLAALVLAGLWHGLLTFTAQSQATTI

>gi|294866649
MASSSSKQQQQQVVAGSPRQSDEWAEKCKMLMLENAEEDRRRADMVLERYLTLIEQQYEGIISNLPKSVLNMKVSEVDPKALKPIARIYRPRTEAPESTENREPNRPADLPPRLQAHGPVVATP

>gi|6573748
MQPSNDPAIVDMAAAEKEKKRPSVSFLKLFSFADFYDCVLMALGSIGACIHGASVPVFFIFFGKLINIIGLAYLFPQEASHKVAKYSLDFVYLSVVILFSSWLEVACWMHTGERQAAKIRKAYL

>gi|238500560
MKHCGQKVLVDIHPKVRGNGDGDGDDSNQQKMLRYATALDRLTMAVATVAAAVAGAALSTVPVVIGAFTQHFSDFLNGKSSSYDLEHDARHLALYFIYLGIISFVGLSLSTFGFTRLAESCTYR

>gi|268530808
MNRKREKESTISPSNSQSSSSSESSSSNSFSYCSLLRYSNKVDRLLLGLGIFLSISQGCCSSLNAILFRDLTDVLISGQGSYTNQTFDHQQFNNETLNIIHTYFLYGTLLFSLSFVSMCCWHTF

>gi|242081795
MSTNDPDEIRARVVVLGAPHADDDAGDEWARPELEAFHLPSPAHQPPGFHLAAGHQPEAAAEQPTTLPAARRTSDTSTAAGAAPPSPSPPPPPAPLEMDQPPNAKPASSSAAAAGANDNKKPTP

>gi|242075048
MDDFSFSRSGTHLQPPPRRQRQPAAAAAAAGAHSPFSTTTDNSATSFATTTATPRGILRRRRGGLDDTSWQSSVSWQPADTSWAQPHGLGAAVGPWAPAGSDAASRRGPALFRRTARDYYLSKR

>gi|167395240
MSTSVNPASNPGVEMQLLTDGFDIFDVTPDPNNLMAAAPRTTDKGSVSVFMMFKYATWIEIIFNIIGVVISLCDGVLYPLIAILIGDVFDSKAFNPLAYDVAEIENLCNKTSLKFMYIGIGLFF

>gi|167375268
MNVTTNTITDAFAIFDVTPDPDELARKNKKPEDSGSVTVRQLYRYANWLDLILLAVGIFGSIGCGVLTPCQMLVMGDMVDTFNTNDLMKAFPSPDAMYDPNYYLPFNHQVTETVADTINDLVLK

>gi|145525789
MKTDGAAENQALTNGNGANAQPQQEPMVPYFELLRYASPKDKVLMFIGGFAAFCNGAAFPSFSIIFGDMTDSFSEAGDEMVRQAGLNAMQIYRKTQYRYFVIVAVGTMLMSFIMFATWMITGEN

>gi|145523131
MNTQVNENDPLKSETKKQDDQDVPYLQLYRFASKYDYGLMLLSMIGALGNGLSMPIYSIIFGDLTDSYAYDDDNIKIRKAGFNTLQIFFGDFRYMAILGISTLLVTLLMYATFSISTENQTKKL

>gi|170590672
MTVLKTGNEFSDAFSEQYEQSAIDKFISTILCRGDFARQKLDAKPVSFFQLFRFATTYDRFMMILGAFLAVICGIGQPTICLIGGKITNILLVTKNYICLKNVSLNITCTMRKEYMKSLLRQDA

>gi|147796332
MGEDGEAQAKAPXRGRKADEEKVPFYKLFSFADKLDVGLMIVGTVCAMANGMTQPLMTLIFGQLINTFGDSDPSHVVHEVSRKTSNKLPVIVTEVSSWMVTGERQATRIRGLYLKTILRQDIAF

>gi|66947665
MPEPELLGYKPAATEGNGQVPSTGANGIPDPDKVLFKNGRVSPTSSQKDDKKKKKKKDGKDGEEEKEPEKMVGFFEVFKYSTCVDKLLMIFGSLFALAHGAALPAMIIVFGDMTDLFVDSGTFD

>gi|47225423
MVGPITLFRFADRWDLVLLVSGTVMAMVNGTVMPLMCIVFGEMTDSFISSETGKHNFSDLTLNSTLQEDMQRFAIYYSILGFVVLLAAYMQVSFWTLTAGRQVKRIRSLFFHCIMQQEISWFDV


