
                                                                                                                                                                                        
gi|55770900|ref|NP_060791.3| --------------------------------------------------------------------------------------------MAAT--KRKRRGGFAVQAKKPKRNEIDAEPPAKRHATA------------EEVEEEER    44
gi|77736005|ref|NP_001029701.1| --------------------------------------------------------------------------------------------MAAT--KRKRRGGLAVQAKKLKRDAKDGKLPAKANDVS------------EEAAEEEK    44
gi|141802630|ref|NP_080672.3| --------------------------------------------------------------------------------------------MAAT--KRKRRGGLEVQAKKPKRSSKDAGQPAKQADVA------------KEAEEENR    44
gi|71361619|ref|NP_001025086.1| --------------------------------------------------------------------------------------------MAAT--KRKRRGDLEVQAKKPKKNRKDAGQPAKQADVA------------KEAEEE-K    43
gi|114600702|ref|XP_517812.2| --------------------------------------------------------------------------------------------MLLG--PTARR-----IAKHLKG---------------------------LES-----    19
gi|71895385|ref|NP_001026620.1| --------------------------------------------------------------------------------------------MAAA--KRKRELGPAARPKKRAKGAPTGSGPTAKAG-------------PEGAAPEEY    43
gi|189533679|ref|XP_001921138.1| --------------------------------------------------------------------------------------------MAARGVKRAAERQTQTKAKRAKLNRKQRLRAENDNNNS----DNHEEEEKRSAEEEKR    54
gi|85725104|ref|NP_001033989.1| -------------------------------------------------------------------------------------------------------MGRKFQNKKKKAAPQLEIVPLDENP------------PLPPQRSSDD    35
gi|158294060|ref|XP_315375.4| -------------------------------------------------------------------------------------MKQLQMDKNDAKGKQKANLKKKFKPGKKQKGKQKAKPDKDSDESEDERGTV----PLKETRISDE    61
gi|17554174|ref|NP_498756.1| --------------------------------------------------------------------------------------MGKFSKIKKVQEEESAHQKMEWEAAGAKDSSSDDSSDESDNDDQ-----------PKQATEETR    53
gi|6324496|ref|NP_014565.1| -------------------------------------------------------------------------------------------------------MSSIYKALAGKSKDNKSEKK--------------------QGNVK--    25
gi|50309489|ref|XP_454753.1| -------------------------------------------------------------------------------------------------------MSSIFKTLSRKDKDGKKNKNNAANS---------------DSNEK--    30
gi|45190626|ref|NP_984880.1| -------------------------------------------------------------------------------------------------------MSSIYKALSGKNQK-KKDGN--------------------AGAEK--    24
gi|39973551|ref|XP_368166.1| -------------------------------------------------------------------------------------------------------MAAVFKALSKGAGGDKSSEA--------------------ASAP---    24
gi|32414967|ref|XP_327963.1| -------------------------------------------------------------------------------------------------------MAAVYKSLSKSAKKVEDTEN--------------------DNNTT--    25
gi|19111899|ref|NP_595107.1| -------------------------------------------------------------------------------------------------------MSTVYKLKTSERAPKNEDEDEEYVP-----------VQNGQGNKHS-    35
gi|18404250|ref|NP_564618.1| --------------------------------------------------------------------------------------------MGRKRKHSETEAPAPVKKSDEPAPDRPKRTLLGWK-------------DKSEGEAEKA    45
gi|18400776|ref|NP_566514.1| --------------------------------------------------------------------------------------------MGRKRKHSETVTAAPVKDS---APERPQRTLLGWK-------------DKKE-DAENS    41
gi|115447019|ref|NP_001047289.1| --------------------------------------------------------------------------------------------MAKKRKRSS-DAAAAVEKPDEFAPQRPERTLFGFKEKP---------ADDEEAEAEAA    48
gi|124512112|ref|XP_001349189.1| ---------------MNEENEMNEVDDACYDERTNGLENETKELGSSENVTKVGELNEMVINETEDGEEDDDVEDDDVEDDDVEDDDVEDDDVEDDDVEDDDVEDDDEEDDDDEEDDDDEEDDDDEEDNEDEDDDNNDDDNNNDEDNEED   135
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gi|55770900|ref|NP_060791.3| D-------------RIPGPVCKGKWKN--------------------------KERILIFSSRGINFRTRHLMQDLRMLMPHSKADTKMDRK-DKLFVINEVCEMKNCNKCIYFEAKKKQDLYMWLSNSP--HGPSAKFLVQNIHTLAEL   152
gi|77736005|ref|NP_001029701.1| D-------------RIPGPVCKGKWKN--------------------------KERILIFSSRGINFRTRHLMQDLRMLMPHSKADTKMDRK-DKLFVINEVCEMKNCNKCIYFEAKKKQDLYMWLSNSP--HGPSAKFLVQNIHTLAEL   152
gi|141802630|ref|NP_080672.3| D-------------RIPGPVCKGKWKN--------------------------KERILIFSSRGINFRTRHLMQDLRMLMPHSKADTKMDRK-DKLFVINEVCEMKNCNKCIYFEAKKKQDLYMWLSNSP--HGPSAKFLVQNIHTLAEL   152
gi|71361619|ref|NP_001025086.1| D-------------RIPGPVCKGKWKN--------------------------KERILIFSSRGINFRTRHLMQDLRMLMPHSKADTKMDRK-DKLFVINEVCEMKNCNKCIYFEAKKKQDLYMWLSNSP--HGPSAKFLVQNIHTLAEL   151
gi|114600702|ref|XP_517812.2| --------------KTPISAGEGKWKN--------------------------KERILIFSSRGINFRTRHLMQDLRMLMPHSKADTKMDRK-DKLFVINEVCEMKNCNKCIYFEAKKKQDLYMWLSNSP--HGPSAKFLVQNIHTLAEL   126
gi|71895385|ref|NP_001026620.1| --------------SIPAPVSQGKWKN--------------------------KERVLIFSSRGINFRTRHLMQDLRTLMPHSKADTKMDRK-DKLFVINEVCEMKNCNKCIFFEAKKKQDLYMWLSNTP--QGPSAKFLVQNIHTLAEL   150
gi|189533679|ref|XP_001921138.1| N-----------IISVPPPVSAGKWTN--------------------------KERVLVFSSRGISFRTRHLMQDLKTLMPHSRADTKMDRK-DKLFVVNEVCEIKNCNKCIFFEAKKKQDLYMWISNVP--HGPSVKFLVQNVHTLAEL   164
gi|85725104|ref|NP_001033989.1| --------------VVPK---KEKWVN--------------------------KQRVLVFSARGISHRDRHLMKDIKTLMPHHRPESKMERS-KTLSVVNEMCEMKHCNKAMLFEGRRKRDLYMWISNTSGSTGPSAKFLIENIHTMAEL   141
gi|158294060|ref|XP_315375.4| --------------PIPK---KSKWTN--------------------------KQRVLVLCARGINHRDRHLMRDLRTLMPHHRAEPKMERW-KTLSVVNEMSEMKHCNKVVLFEGRRKRDLYMWLANAG--VGPSVKFLVENIHTMGEM   165
gi|17554174|ref|NP_498756.1| -------------------KRAELWTN--------------------------RERVLVLCSRGADVRTRYLMKDIKDLLPHAKGDSKLDQQ-KSLNVLNEIAEMKNCTKVMYFESRKRKDTYLWMSNVE--KGPSIKFLVHNVHTMKEL   155
gi|6324496|ref|NP_014565.1| -----------------------QFMN--------------------------KQRTLLISSRGVNYRHRHLIQDLSGLLPHSRKEPKLDTK-KDLQQLNEIAELYNCNNVLFFEARKHQDLYLWLSKPP--NGPTIKFYIQNLHTMDEL   123
gi|50309489|ref|XP_454753.1| -----------------------QFMN--------------------------KQRTLLITSRGVTYRHRHLVQDLNSLLPHSRKEPKLDTK-KDLGQLNEIAELYNCNNIIFFEARKHQDLYLWLSKPP--NGPTIKFYLQNLHTMDEL   128
gi|45190626|ref|NP_984880.1| -----------------------QYMN--------------------------KQRVLLISSRGVTYRHRHLIQDLHSLMPHSRKEPKLDTK-KDLGQLNEIAELYNCNNVAFFEARKHQDLYMWLSKPP--NGPTVKFYLQNLHTMDEL   122
gi|39973551|ref|XP_368166.1| ------------------------RKN--------------------------KQRVLILSSRGVTFRHRHLLNDLAAMLPHGKKDVKFDSK-SKLYQLNELAELYNCNNVLFFEARKGQDLYVWASKVP--NGPTVKFHLQNLHTMDEL   121
gi|32414967|ref|XP_327963.1| ------------------TTNGGFRKN--------------------------KQRVLILSSRGVTYRHRHLLNDLAAMLPHGRKDVKFDSK-SKLYQLNELAELYNCNNVMFFEARKGKDLYMWFSKVP--NGPTVKFHAQNLHTMEEL   128
gi|19111899|ref|NP_595107.1| ----------------------AGFVP-------------------------IKQKVLVLSSRGVTYRQRHLLNDLVSMMPHSKKDSKLDSK-DRLYQLNELAELYNCNNIFFFESRRREDLYLHIARAP--NGPTVKFHVENLHTMDEL   135
gi|18404250|ref|NP_564618.1| K-----------------ALTSSGFKN--------------------------KEKVLVTCSRRISFRYRSLMLNIVSLLPHCKKDSKVEAKSSKGATLNELIELKNSNSCLFFECRKHKDLYMWMVKSP--NGPSVKFLVKAVHAMEEM   150
gi|18400776|ref|NP_566514.1| K-----------------PAYASVFRN--------------------------KEKVLVTCSRRINFRYRHLMLNMVSLLPHCKKDSKVEAKSSRGATLNELIELKGSSSCLFFECRKHKDLYMWMVKSP--GGPSVKFLVNAVHTMEEL   146
gi|115447019|ref|NP_001047289.1| SEGEE---------DAAAAAAAAPFRN--------------------------KEKVLVTCSRRINYRYRHLMQNVVSLLPHAKKDSKVESKQSKGNALNELLELRNCSSCLFFECRKQKDLYLWMVKSP--GGPSVKFLVNAVHTMEEL   161
gi|124512112|ref|XP_001349189.1| QNNLQIDEDPYLLKDASYIKKNELWKN--------------------------RQRVLIVRSPLKKKGCKSFIDNLKLLLPHHKMENKWDKK-VPKSELNDISYSRNCNNIIFFDVKRKR-YCLWICKSIT--GPSLYFEILDYIPLHSL   255
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gi|55770900|ref|NP_060791.3| KMTGNCLKGSRPLLSFDPAFDELPHYALLKELLIQIFSTPRYHPKSQPFVDHVFTFTILDN-RIWFRNFQIIEED-------------------------------------AALVEIGPRFVLNLIKIFQGSFGGPTLYENPHYQSPNM   264
gi|77736005|ref|NP_001029701.1| KMTGNCLKGSRPLLSFDPAFDELPHYALLKELLIQIFSTPRYHPKSQPFVDHVFTFTILDN-RIWFRNFQIIEED-------------------------------------AALVEIGPRFVLNLIKIFQGSFGGPTLYENPHYQSPNM   264
gi|141802630|ref|NP_080672.3| KMTGNCLKGSRPLLSFDPAFDDLPHYALLKEFLIQIFSTPRYHPKSQPFVDHVFTFTILDN-RIWFRNFQIIEED-------------------------------------AALVEIGPRFVLNLIKIFQGSFGGPTLYENPHYQSPNM   264
gi|71361619|ref|NP_001025086.1| KMTGNCLKGSRPLLSFDPAFDDLPHYALLKEFLIQIFSTPRYHPKSQPFVDHVFTFTILDN-RIWFRNFQIIEED-------------------------------------AALVEIGPRFVLNLIKIFQGSFGGPTLYENPHYQSPNM   263
gi|114600702|ref|XP_517812.2| KMTGNCLKGSRPLLSFDPAFDELPHYALLKELLIQIFSTPRYHPKSQPFVDHVFTFTILDN-RIWFRNFQIIEED-------------------------------------AALVEIGPRFVLNLIKIFQGSFGGPTLYENPHYQSPNM   238
gi|71895385|ref|NP_001026620.1| KMTGNCLRGSRPLLSFDPTFDKEPHYALLKELFIQIFSTPQYHPKSQPFVDHVFTFTITDK-RIWFRNYQIIEED-------------------------------------ASLVEIGPRFVLNLIKIFQGSFGGPTLYENPHYQSPNM   262
gi|189533679|ref|XP_001921138.1| KMTGNCLKGSRPLLSFDPAFDSEPQYALLKELFTQVFSTPLHHPKSQPFVDHVISFSIADH-RIWFRNYQIVEED-------------------------------------ASLVEIGPRFVLNPIRIFQGSFGGPTLYENPHFQSPNA   276
gi|85725104|ref|NP_001033989.1| KMTGNCLRGSRPLLSFDSKFDELPHLKLLKELFVQTYSVPNHHPKSQPFVDHVFTFTYLDK-RIWFRNFQILSED-------------------------------------GGLSEVGPRYVMNPVKIFDGSFTGKTIWENPDYVSPSK   253
gi|158294060|ref|XP_315375.4| KLTGNCLRGSRPLLSFSEDFTKQPHLVLIKELLVQIFGVPNHHPKSQPFIDRVITFTYLDN-RIWYRHFQILSED-------------------------------------GGLTEIGPRFVMNPIKIFSGSFGGDPIWENADYQSPAK   277
gi|17554174|ref|NP_498756.1| KMSGNCLRASRPVLSFDDAFDKKPQLKLIKAVLMQTLGTPHHHPRSQPFVDHVFNFSVGEGDKIWFRNFQIVDES-------------------------------------LQLQEVGPRFVLEMVRLFAGSFEGAVLYDNPNYVSPNV   268
gi|6324496|ref|NP_014565.1| NFTGNCLKGSRPVLSFDQRFESSPHYQLIKELLVHNFCVPPNARKSKPFIDHVMSFSIVDD-KIWVRTYEISHSTKNKEEYE------------------------DGEED-ISLVEIGPRFVMTVILILEGSFGGPKIYENKQYVSPNV   247
gi|50309489|ref|XP_454753.1| NFTGNCLKGSRPILSFDGRFDSEPHYRLIKELFIHNFGVPPQARKSKPFIDHIMSFSIVDE-KIWVRTYEISHEARNNVEYE------------------------DKEEDETSLVEIGPRFVMTPILILEGSFGGPKIYENRQYVSPNF   253
gi|45190626|ref|NP_984880.1| NFTGNCLKGSRPVLSFDKRFDTQPQYRLFKEMFIHTFGVPPQARKSKPFIDHVMSFSIVDD-KIWVRNYEISHAARNNSEYE------------------------DKQDEDISLVEIGPRFVMTPILILEGAFGGPKIYENKQYVSPNV   247
gi|39973551|ref|XP_368166.1| NFTGNCLKGSRPVLSFDSAFDKDPHYRVIKELFLHIFGVPEGARKSKPFVDHVMGFSIADG-KIWVRNYQINEVEKTKGEDGEDGE---AKKEKKSSRK------PDAKDTDINLVEIGPRFVLTPVVIQEGAFGGPIIYENKQFVSPNQ   261
gi|32414967|ref|XP_327963.1| HFTGNCLKGSRPLLSFDLAFEQEPHYRVIKEVFLQMFGVPQGARKSKPFIDHVMSFSIADG-KIWVRNYEIREVEKAKGEKDSEGNDIVPESDKSSSKKRKGAPNAELKDTDVSLVEIGPRFVLTPIIIQEGAFGGPIIYENKRFISPNQ   277
gi|19111899|ref|NP_595107.1| NMTGNALKGSRPILSFDKTFDTAPHLKVVKELLQQTFGIPKGARRSKPFIDRVCTLTIADG-KIWFRNYEIRENE-------------------------------DKSKDPVTLIEIGPRFVMTIINILEGSFGGPVIYKNDTFVSSTM   253
gi|18404250|ref|NP_564618.1| KLTGNHLKGSRPLLTFSSNFDKDAHWKLLKEMLTQVFGIPKEHRKSKPYHDHVFVFSIVDE-HIWFRNYQISVPHNESDKIA------------------------KGGLDKMTLIEVGPRFCLNPIKIFAGSFGGPTLYENPLYVSPNQ   275
gi|18400776|ref|NP_566514.1| KLTGNHLKGSRPLLTFSSNFENDAHWKLLKEMLTQIFGIPEGHRKSKPYHDHVFVFSIVDD-HIWFRNYQISVPHNESDKIA------------------------RGDLDKMTLIEVGPRFCLNPIKIFGGSFGGTTLYENPFYVSPNQ   271
gi|115447019|ref|NP_001047289.1| KLTGNHLKGSRPLITFSTNFDEQPHWQLVKEMLTQIFATPKDHRKAKPFHDHVFVFSIVDD-HVWFRNYQISVPHNEIDKVD------------------------KGGLDKMTLVEVGPRFCLNPIKIFGGSFGGPTLYENPFYVSPNQ   286
gi|124512112|ref|XP_001349189.1| LFSGNCLLYSRPLLIFSKHFDELDHLKLIKEMFIHVFGVPNYHPLSKPFYDHCYNFFYVND-LIYFRHYQILPVTLADSNNVN----------------------------KQQLVEIGPQFTLHIIKIFEECFKGRILYENEKYQNYVT   376
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gi|55770900|ref|NP_060791.3| HRR-VIRSITAAKYREKQQVKDVQKLRKKE-------PKTLLPHDPTADVFVTPAEE-KPIEIQWVKPEP---------------------KVDLKARKKRIYKRQRK-MKQRMDSGKTK---------------------   353
gi|77736005|ref|NP_001029701.1| HRR-VIRSITAAKYREKQQVKDVQKLRKKE-------PKTILPHDPTADVFVTPAEE-KPVEIQWVKPEP---------------------KVDLKARKKRIYKRQRK-MKQKMSSGNAK---------------------   353
gi|141802630|ref|NP_080672.3| HRR-VIRSITAAKYRERQQVKDVQKLRKKE-------PKTILPHDPTADVFVIPAEE-KPVEIQWVKPEP---------------------KVDLKARKRRIYKRHRK-LQQKMSRGSAK---------------------   353
gi|71361619|ref|NP_001025086.1| HRR-VVRSITAAKYREKQQVKDVQKSRKKE-------PKTILPHDPTADVFVTPAEE-KPIEVQWVKPEP---------------------KVDLKARKRRIYKRHRK-LQQKMSRGGAK---------------------   352
gi|114600702|ref|XP_517812.2| HRR-VIRSITAAKYREKQQVKDVQKLRKKE-------PKTLLPHDPTADVFVTPAEE-KPIEIQWVKPEP---------------------KVDLKARKKRIYKRQRK-MKQRMDSGKTK---------------------   327
gi|71895385|ref|NP_001026620.1| HRR-LIRLSMAAKFREKHQVKEVQKIKKKE-------SKMLIEEDPTEVVFETPAEE-KPVEIQLVKPES---------------------KAIVKD-KRKPRKIQRK-KQKKLFRTEG----------------------   349
gi|189533679|ref|XP_001921138.1| FSQSELYAVMMTGSLWLERCAAVQLPSADH-------TVNPAALPPAVLLYVTVLSRYHPVKLFLWRLAT---------------------NIRADPPYTQPRLLIHQGAPLALHCGSVLWFRYVQX--------------   375
gi|85725104|ref|NP_001033989.1| QRQ-VLKKAAKDKYVNRVEQKVKHEATRPIRAYDGMDNDELFEDDDPVETAKILAAIAKKKKEEAAKQTP----------------------KSALTKKIKE-KQLQA-VKDVIERKKARTIKRVKKV-------------   356
gi|158294060|ref|XP_315375.4| HRQ-MLRKAASEKYLQRTKKKVDQQVNAPKNTHKLIPHGDIFRDDVDKRAKVLLKQEQKQEKLQQEREKIEKRQKIMAERDAMRKLKLATAKKSASSKKLPTRKELAR-KREGDDRGAKKTFNGVKKGAKGAKGKKMANVK   416
gi|17554174|ref|NP_498756.1| IRR--EHRKGQHSYIEKQLAVKASNIKQAK-------VTEILAEKTVDLVGKEFDTQNNAAADS---------------------------EAAAQITAQIEKRRVRKKKSQASKYTGSD---------------------   352
gi|6324496|ref|NP_014565.1| VRA-QIKQQAAEEAKSRAEAAVERKIK---------RRENVLAADPLSNDALFK---------------------------------------------------------------------------------------   291
gi|50309489|ref|XP_454753.1| VRS-QIKQQAAKEAKTRAEAAVERKLK---------KRESVLAVDPLSNDALFKD--------------------------------------------------------------------------------------   298
gi|45190626|ref|NP_984880.1| VRA-QLKQEAAKEARARADAAVQRKIK---------RRDNVLAMDPLSNDALFKN--------------------------------------------------------------------------------------   292
gi|39973551|ref|XP_368166.1| VRA-DLRRKKAGRHQMRSGQQADLMAKKDGLGLR-TEGSKKQREDELDTRKIFA---------------------------------------------------------------------------------------   313
gi|32414967|ref|XP_327963.1| VRS-ELRKAKATRHNTRVEQVKERLGKLETL----TAQAKKEK-DVLDTRELFA---------------------------------------------------------------------------------------   325
gi|19111899|ref|NP_595107.1| VRA-AIRNQAAQRYVNRQESKLERQVR---------AQQNVIPEDPLDN--VFA---------------------------------------------------------------------------------------   295
gi|18404250|ref|NP_564618.1| IRA-LEKRNKAGKFAKKIKAKTRKKMHELS---------NPLEPDEFADMWKDDE--------------------------------------------------------------------------------------   320
gi|18400776|ref|NP_566514.1| IRA-LEKRNKAGKFAKKIKAKTRRKMHELS---------NPLEPDEFTDMWNDE---------------------------------------------------------------------------------------   315
gi|115447019|ref|NP_001047289.1| IRA-LEKRKKAGKYAKKVKAKVRRKMHEME---------NTLEPDEFAELWKGED--------------------------------------------------------------------------------------   331
gi|124512112|ref|XP_001349189.1| PQQVKLNDHLKKKIKNMKKKKNKYKKFK------------FIKPNIKTDIDY-----------------------------------------------------------------------------------------   416
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