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gi|24658585|ref|NP_647984.1| ---------MADVEKE--PEKTIAEDLVVTKYKLAGEIVNKTLKAVIGLCVVDASVREICTQGDNQLTEETGKVYKK-EKDLKKGIAFPTCLSVNNCVCHFSPAKNDA---DYTLKAGDVVKIDLGAHIDGFIAVAAHTIVVG--AAADQ   150
gi|158292575|ref|XP_313985.4| ---------MAPVEKQTDQELTIEDPTVIEKYRIAGDVVNRTLQAIVKECVAGASVKEICQKGDNMLMHDTGKKYKH-DEDMKKGIAFPTCLSVNNCICHFSPARNDP---DYVLKENDVVKIDMGAHIDGFIAVAAHTIVVG--ATPEN   150
gi|50344794|ref|NP_001002070.1| ---------MS-DDEQ--QEQTIAEDLVVTKYKMGGDIANQALRAVIEAAKPGVSVLSLCQKGDAFIMAETGKIFKR-EKDMKKGIAFPTCVSVNNCVCHFSPLKSDP---DYMLKDGDLVKIDLGVHVDGFISNVAHSFVIG--ATKEA   150
gi|47086757|ref|NP_997806.1| ---------MSGDDDQ--QEQTIADDLVVTKYKMGADIANLALKTVIEAAKPGVSVLSLCEKGDAFIAAETSKVFKK-EKEIKKGIAFPTCVSVNNCVCHFSPIKSDP---DYMLKDGDLVKIDLGVHVDGFISNVAHSFVVG--ATKDA   150
gi|6755100|ref|NP_035249.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKEGDLVKIDLGVHVDGFIANVAHTFVIG--VAQGT   150
gi|51948384|ref|NP_001004206.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKEGDLVKIDLGVHVDGFIANVAHTFVIG--VAQGS   150
gi|124494254|ref|NP_006182.2| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKEGDLVKIDLGVHVDGFIANVAHTFVVD--VAQGT   150
gi|114644286|ref|XP_001169403.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKEGDLVKIDLGVHVDGFIANVAHTFVVD--VAQGT   150
gi|73968311|ref|XP_531629.2| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASCSGVSVLSLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKEGDLVKIDLGVHVDGFIANVAHTFVVD--VAQGT   150
gi|77736343|ref|NP_001029871.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASCSGVSVLSLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKEGDLVKIDLGVHVDGFIANVAHTFVVD--VAQGT   150
gi|118129651|ref|XP_423059.2| -----------------------------------------VLRAVVEEANSGASVLCLCEKGDAMIMEETGKIFKK-EKEMKKGIAFPTSISVNNCVCHFSPLKSDQ---DYILKDGDLVKIDLGVHVDGFIANVAHSFVIN--ASKEK   150
gi|15231039|ref|NP_190748.1| --------MSSDDE-RDEKELSLTSPEVVTKYKSAAEIVNKALQVVLAECKPKAKIVDICEKGDSFIKEQTASMYKNSKKKIERGVAFPTCISVNNTVGHFSPLASD----ESVLEDGDMVKIDMGCHIDGFIALVGHTHVLQ--EGP--   150
gi|115463349|ref|NP_001055274.1| --------MSSDDEVREEKELDLSSSDVVTKYKDAADIINNALKLVVSLCKPKAKIVDICEKGDSYIREQTGNIYKNVKRKIERGVAFPTCVSVNNTVCHFSPLATD----EAVLEENDMVKIDMGCHIDGFIAVVAHTHVIH--DGA--   150
gi|17542840|ref|NP_500311.1| MVRKDSESSCSSDGSHTHEDYTLANDAVVTKYQVAAEITNAVLKEVLANIKEGAIAGDLCDLGDKLILEKTGKLYKK-EKNFTKGIAMPTCISIDNCICHYTPLKSEA---PVVLKNGQVVKVDLGTHIDGLIATAAHTVVVG--ASKDN   150
gi|19114309|ref|NP_593397.1| -------MSTKEATSETAVDYSLSNPETVNKYKIAGEVSQNVIKKVVELCQPGAKIYDICVRGDELLNEAIKKVYRT--KDAYKGIAFPTAVSPNDMAAHLSPLKSDPE-ANLALKSGDVVKILLGAHIDGFASLVATTTVVS--EEP--   150
gi|145608860|ref|XP_369801.2| ---------MASE--DKEIDYTLNNPDTLTKYKTAAQISEKVLKDVSALCVAGAKIVEICEKGDQLIEEEVAKVYRG--KKITKGFSHPTTVSPSSYVTPYTPLKTDEAEAATELKAGEAVKIQLGAQIDGFGSIVCDTILVPKEGE--G   150
gi|85081271|ref|XP_956686.1| ---------MASETTKQEIDYSLNNPDTLTKYKTAAQISEKVLAEVSKLVAAGEKIVDICEKGDKLIEEELAKVYRG--KKITKGFSHPTTVSPAAFVTPYTPLTSDEKEAAVEIQAGEPVKIQLGAQIDGFGSIVCDTVVAPAKDQTDD   150
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gi|24658585|ref|NP_647984.1| KISGRQADVILAAYWAVQAALRLLKSG-------------------ANNYSLTDAVQQISESYKCKPIEGMLSHELKQFKIDGEKTIIQNPSEAQRKEHEKCTFETYEVYAIDVIVSTG-EGVGREKDTK-VSIYKK-SEENYMLKMKAS   300
gi|158292575|ref|XP_313985.4| KCKGRAADVVLAAYHASQAALRLLKAG-------------------TGNYAVTDAVQKIASDFKCKPIEGMLSHQLKQFKIDGEKTIIQNPTIAQKKEHEKCDFEKYEVYAMDVLISTG-EGLGKEHDTR-VAIYKK-TDENYMLKLKAS   300
gi|50344794|ref|NP_001002070.1| PVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKIAHSFKCNPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLISSG-EGKARDGGQR-TTIYKRDPSKQYGLKMKTS   300
gi|47086757|ref|NP_997806.1| PVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNSQVTEAWNKIAQSFKCMPIEGMLSHQLKQHVIDGEKTIIQNPTDQQRKDHEKAEFEVHEVYAVDVLVSTG-EGKARDSGQR-TTVYKRDPSKQYGLKMKTS   300
gi|6755100|ref|NP_035249.1| QVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|51948384|ref|NP_001004206.1| QVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|124494254|ref|NP_006182.2| QVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|114644286|ref|XP_001169403.1| QVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|73968311|ref|XP_531629.2| QVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|77736343|ref|NP_001029871.1| QVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|118129651|ref|XP_423059.2| PVSGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTDAWNKIAHSFHCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMKTS   300
gi|15231039|ref|NP_190748.1| -LSGRKADVIAAANTAADVALRLVRPG-------------------KKNTDVTEAIQKVAAAYDCKIVEGVLSHQLKQHVIDGNKVVLSVSS--PETTVDEVEFEENEVYAIDIVASTG-DGKPKLLDEKQTTIYKKDESVNYQLKMKAS   300
gi|115463349|ref|NP_001055274.1| -VTGKAADVLAAANTAAEVALRLVRPG-------------------KKNKDVTEAIQKVAAAYDCKIVEGVLSHQLKQFVIDGNKVVLSVSN--ADTKVDDAEFEENEVYAIDIVTSTG-EGKPKLLDEKQTTIYKRAVDKNYHLKMKAS   300
gi|17542840|ref|NP_500311.1| KVTGKLADLLRGTHDALEIAIRSLRPD-------------------TENTTITKNIDKTAAEFGLTPIENMLSHQLERNEIDGEKKIIQNSGEKQKGEIEKIKIDKHEAYAIDILFSTG-KGQPKDMDTR-TTVFRKNEQVSYQLKMKAS   300
gi|19114309|ref|NP_593397.1| -VTGPAADVIAAASAALKAAQRTIKPG-------------------NTNWQVTDIVDKIATSYGCKPVAGMLSHQQEREVIDGKKQVILNPSDSQRSEMDTFTFEEGEVYGVDILVSTSPSGKVKRSDIA-TRIYKK-TDTTYMLKLQAS   300
gi|145608860|ref|XP_369801.2| VVTGRDADLMLANYYANELLLRLMVPPGLLAQGTDEEKAKAAAAKPHTQSKITSLLEKVAKAYEVNLVESTTSWLFGRNEIEGTKKIVIAPGEGAKGE---GVPEVGEVWGVEMGVSLG-SGKVKQLDQR--ATLHRRTTTTYGLKRPTS   300
gi|85081271|ref|XP_956686.1| VIEGRNADLMLANYYANELLLRLMVPPGLLATGTDEEKAKAASQKPPSQAKITELLQKVVQAYDCNLVESTTSWLFDRNEIEGKKKIVIAPGDNTKGE---GIPEVGEVWGVEMGVSLG-SGKVKQFENR--TTLHRRTTTTYALKRPSS   300
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gi|24658585|ref|NP_647984.1| RALLAEVKTKYGNMPFNIRSFEEETKARMGVVECVGHKMIEPFQVLYEKPSEIVAQFKHTVLLMPNGVNLVTGI-PFEAENYVSEYSVAQ-EELKTLLAQPLGP------VKGKGKGKK---ATAGA---ATKVE-----------TAPA   450
gi|158292575|ref|XP_313985.4| RAFIGEVKKKYGTMPFNLRNFEEEAKAKLGVNECVTHKMVEPFQVLYEKHNEYVAQFKYTVLITANGKKVVTGH-PFDENCYESEHSVQD-EEMKNLLAGKVAPQSGAKAKKKRNRGKKNKGAAAGA---ADEEEGDSGEEDAPAATADK   450
gi|50344794|ref|NP_001002070.1| RMFFSEVERRFDAMPFTLRAFEDEGKARLGVVECAKHELLQPFSVLNEKEGEFVAQFKFTVLLMANGPLRITSG-PLEAELYKSEHDVQD-PELKSLIQSSASR-------KAQKKKKKKASKTAET---ATGQP-----------AENE   450
gi|47086757|ref|NP_997806.1| RMFFSEVERRFDAMPFTLRAFEDESKARLGVVECAKHELLQPFSVLHEKEGEHVAQFKFTVLLMANGPLRITSG-LFEPELYKSEYEVQD-PELKALLQSSASR-------KAQKKKKKKASKNAES---ATGQP-----------VEAE   450
gi|6755100|ref|NP_035249.1| RAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTVEN---ATSGE-----------TLEE   450
gi|51948384|ref|NP_001004206.1| RAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLEE   450
gi|124494254|ref|NP_006182.2| RAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLEE   450
gi|114644286|ref|XP_001169403.1| RAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLEE   450
gi|73968311|ref|XP_531629.2| RAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLEE   450
gi|77736343|ref|NP_001029871.1| RAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLEE   450
gi|118129651|ref|XP_423059.2| RAFFSEVERRFDTMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSG-PFEPELYKSEFEVQD-GELKALLQSSASR-------KTQKKKKKK------------------------------   450
gi|15231039|ref|NP_190748.1| RFIISEIKQNFPRMPFTARSLE-EKRARLGLVECVNHGHLQPYPVLYEKPGDFVAQIKFTVLLMPNGSDRITSH-TLQEL---PKKTIED-PEIKGWLALGIKK-------KKGGGKKKKAQKAGEKGEASTEAEP----------MDAS   450
gi|115463349|ref|NP_001055274.1| RFIFSEISQKFPIMPFTARALE-EKRARLGLVECMNHELLQPYPVLHEKPGDLVAHIKFTVLLLPSGSQRVTSH-SLQELQ--PTKSIEDNAEIKAWLALGTKT-------KKKSGAKKKKGKKGD----AAEAVP----------MEEG   450
gi|17542840|ref|NP_500311.1| RVFFSDVNKVHGPMPFSLRSFEEEVKAKMGVVECEKYGLLVPYPVLYEKEGELVAQFKATVLVMPNGLLKIAGL-PFDSDVYQSDLTVKD-PELQAVLKSALKP-------KKKKEAKKDEPAAKKA-----------------------   450
gi|19114309|ref|NP_593397.1| RKVYSEIQTKFGPFPFSTRNISFDSRTNMGLNECTSHKLLFPYEVLLDKDGGIVAEFYSTIALTKKGTIILSDS-EPKEDFIKSDKKVED-PEIVALLETPIKV-------TKNKKKSKKPSKANE------------------------   450
gi|145608860|ref|XP_369801.2| RKILSEVQKKFGTFPFSLRQLEDERDAKSGVVECVRGNVFRQYELVGDKDGAAVARLLTTLAITKNGITKLGAAPPLDLSKYQTDKKIED-EEVLKILEQPLSRN---TGNKKKKPKKKTKKPATKKEGEESEEESDE------------   450
gi|85081271|ref|XP_956686.1| RKLLSEVQKKFGTFPFSLRQLEDERDAKSGVIECVRGNVFRAYEVVGDKDNSPVARLLTTVAITKNGLTKLGAAPALDLSKFKTDKKIED-EEILAILAQPLSRN---TGSKNKNKKKK----AAKKEGEKADEE---------------   450
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gi|24658585|ref|NP_647984.1| VETKA--   457
gi|158292575|ref|XP_313985.4| AEAKA--   457
gi|50344794|ref|NP_001002070.1| VAAK---   457
gi|47086757|ref|NP_997806.1| SEAAA--   457
gi|6755100|ref|NP_035249.1| NGAGD--   457
gi|51948384|ref|NP_001004206.1| NGAGD--   457
gi|124494254|ref|NP_006182.2| NEAGD--   457
gi|114644286|ref|XP_001169403.1| NEAGD--   457
gi|73968311|ref|XP_531629.2| NEAGD--   457
gi|77736343|ref|NP_001029871.1| NEAGD--   457
gi|118129651|ref|XP_423059.2| -------   457
gi|15231039|ref|NP_190748.1| SNAQE--   457
gi|115463349|ref|NP_001055274.1| SNDANKE   457
gi|17542840|ref|NP_500311.1| -------   457
gi|19114309|ref|NP_593397.1| -------   457
gi|145608860|ref|XP_369801.2| -------   457
gi|85081271|ref|XP_956686.1| -------   457
                         .......


