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gi|24658585|ref|NP_647984.1| ---------MADVEKE--PEKTIAEDLVVTKYKLAGEIVNKTLKAVIGLCVVDASVREICTQGDNQLTEETGKVYKK---EKDLKKGIAFPTCLSVNNCVCHFSPAKNDADYTLKA---GDVVKIDLGAHIDGFIAVAAHTIVVG--AAA   131
gi|158292575|ref|XP_313985.4| ---------MAPVEKQTDQELTIEDPTVIEKYRIAGDVVNRTLQAIVKECVAGASVKEICQKGDNMLMHDTGKKYKH---DEDMKKGIAFPTCLSVNNCICHFSPARNDPDYVLKE---NDVVKIDMGAHIDGFIAVAAHTIVVG--ATP   133
gi|189536377|ref|XP_001918902.1| ---------MSGDDDQ--QEQTIADDLVVTKYKMGADIANLALKTVIEAAKPGVSVLTLCEKGDTFIAAETSKVFKK---EKEIKKGIAFPTCVSVNNCVCHFSPIKSDPDYMLKD---GDLVKIDLGVHVDGFISNVAHSFVVG--ATK   131
gi|47086757|ref|NP_997806.1| ---------MSGDDDQ--QEQTIADDLVVTKYKMGADIANLALKTVIEAAKPGVSVLSLCEKGDAFIAAETSKVFKK---EKEIKKGIAFPTCVSVNNCVCHFSPIKSDPDYMLKD---GDLVKIDLGVHVDGFISNVAHSFVVG--ATK   131
gi|50344794|ref|NP_001002070.1| ---------MS-DDEQ--QEQTIAEDLVVTKYKMGGDIANQALRAVIEAAKPGVSVLSLCQKGDAFIMAETGKIFKR---EKDMKKGIAFPTCVSVNNCVCHFSPLKSDPDYMLKD---GDLVKIDLGVHVDGFISNVAHSFVIG--ATK   130
gi|6755100|ref|NP_035249.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKE---GDLVKIDLGVHVDGFIANVAHTFVIG--VAQ   131
gi|51948384|ref|NP_001004206.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKE---GDLVKIDLGVHVDGFIANVAHTFVIG--VAQ   131
gi|124494254|ref|NP_006182.2| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKE---GDLVKIDLGVHVDGFIANVAHTFVVD--VAQ   131
gi|114644286|ref|XP_001169403.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASSSGVSVLSLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKE---GDLVKIDLGVHVDGFIANVAHTFVVD--VAQ   131
gi|73968311|ref|XP_531629.2| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASCSGVSVLSLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKE---GDLVKIDLGVHVDGFIANVAHTFVVD--VAQ   131
gi|77736343|ref|NP_001029871.1| ---------MSGEDEQ--QEQTIAEDLVVTKYKMGGDIANRVLRSLVEASCSGVSVLSLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKE---GDLVKIDLGVHVDGFIANVAHTFVVD--VAQ   131
gi|118129651|ref|XP_423059.2| -----------------------------------------VLRAVVEEANSGASVLCLCEKGDAMIMEETGKIFKK---EKEMKKGIAFPTSISVNNCVCHFSPLKSDQDYILKD---GDLVKIDLGVHVDGFIANVAHSFVIN--ASK   101
gi|15231039|ref|NP_190748.1| --------MSSDDE-RDEKELSLTSPEVVTKYKSAAEIVNKALQVVLAECKPKAKIVDICEKGDSFIKEQTASMYKNS--KKKIERGVAFPTCISVNNTVGHFSPLASD-ESVLED---GDMVKIDMGCHIDGFIALVGHTHVLQ--EGP   133
gi|115463349|ref|NP_001055274.1| --------MSSDDEVREEKELDLSSSDVVTKYKDAADIINNALKLVVSLCKPKAKIVDICEKGDSYIREQTGNIYKNV--KRKIERGVAFPTCVSVNNTVCHFSPLATD-EAVLEE---NDMVKIDMGCHIDGFIAVVAHTHVIH--DGA   134
gi|17542840|ref|NP_500311.1| MVRKDSESSCSSDGSHTHEDYTLANDAVVTKYQVAAEITNAVLKEVLANIKEGAIAGDLCDLGDKLILEKTGKLYKK---EKNFTKGIAMPTCISIDNCICHYTPLKSEAPVVLKN---GQVVKVDLGTHIDGLIATAAHTVVVG--ASK   142
gi|124808890|ref|XP_001348435.1| ---------------MEPTTETKTEEIDLEKYTHSGSIANTTLKKVIEKCVHGAKIGELCEYGEKFMKDELDKVYTKKEKGNKVEKGISFPVTINVN-EICNNYAPSLDCVETIKN---GDIVKISLGCHIDGHISIVGHTIYIG--AEN   129
gi|145608860|ref|XP_369801.2| -------MASE----DKEIDYTLNNPDTLTKYKTAAQISEKVLKDVSALCVAGAKIVEICEKGDQLIEEEVAKVYRG----KKITKGFSHPTTVSPSSYVTPYTPLKTDEAEAATELKAGEAVKIQLGAQIDGFGSIVCDTILVPKEGE-   134
gi|32403790|ref|XP_322508.1| -------MASETT--KQEIDYSLNNPDTLTKYKTAAQISEKVLAEVSKLVAAGEKIVDICEKGDKLIEEELAKVYRG----KKITKGFSHPTTVSPAAFVTPYTPLTSDEKEAAVEIQAGEPVKIQLGAQIDGFGSIVCDTVVAPAKDQT   137
gi|19114309|ref|NP_593397.1| -------MSTKEATSETAVDYSLSNPETVNKYKIAGEVSQNVIKKVVELCQPGAKIYDICVRGDELLNEAIKKVYRT----KDAYKGIAFPTAVSPNDMAAHLSPLKSD-PEANLALKSGDVVKILLGAHIDGFASLVATTTVVS-----   133
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gi|24658585|ref|NP_647984.1| DQKISGRQADVILAAYWAVQAALRLLKSG-------------------ANNYSLTDAVQQISESYKCKPIEGMLSHELKQFKIDGEKTIIQNPSEAQRKEHEKCTFETYEVYAIDVIVSTG-EGVGREKDTK-VSIYKK-SEENYMLKMK   259
gi|158292575|ref|XP_313985.4| ENKCKGRAADVVLAAYHASQAALRLLKAG-------------------TGNYAVTDAVQKIASDFKCKPIEGMLSHQLKQFKIDGEKTIIQNPTIAQKKEHEKCDFEKYEVYAMDVLISTG-EGLGKEHDTR-VAIYKK-TDENYMLKLK   261
gi|189536377|ref|XP_001918902.1| DAPVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNSQVTEAWNKIAQSFKCMPIEGMLSHQLKQHVIDGEKTIIQNPTDQQRKDHEKAEFEVHEVYAVDVLVSTG-EGKARDSGQR-TTVYKRDPSKQYGLKMK   260
gi|47086757|ref|NP_997806.1| DAPVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNSQVTEAWNKIAQSFKCMPIEGMLSHQLKQHVIDGEKTIIQNPTDQQRKDHEKAEFEVHEVYAVDVLVSTG-EGKARDSGQR-TTVYKRDPSKQYGLKMK   260
gi|50344794|ref|NP_001002070.1| EAPVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKIAHSFKCNPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLISSG-EGKARDGGQR-TTIYKRDPSKQYGLKMK   259
gi|6755100|ref|NP_035249.1| GTQVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   260
gi|51948384|ref|NP_001004206.1| GSQVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   260
gi|124494254|ref|NP_006182.2| GTQVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   260
gi|114644286|ref|XP_001169403.1| GTQVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   260
gi|73968311|ref|XP_531629.2| GTQVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   260
gi|77736343|ref|NP_001029871.1| GTQVTGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTEAWNKVAHSFNCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   260
gi|118129651|ref|XP_423059.2| EKPVSGRKADVIKAAHLCAEAALRLVKPG-------------------NQNTQVTDAWNKIAHSFHCTPIEGMLSHQLKQHVIDGEKTIIQNPTDQQKKDHEKAEFEVHEVYAVDVLVSSG-EGKAKDAGQR-TTIYKRDPSKQYGLKMK   230
gi|15231039|ref|NP_190748.1| ---LSGRKADVIAAANTAADVALRLVRPG-------------------KKNTDVTEAIQKVAAAYDCKIVEGVLSHQLKQHVIDGNKVVLS--VSSPETTVDEVEFEENEVYAIDIVASTG-DGKPKLLDEKQTTIYKKDESVNYQLKMK   258
gi|115463349|ref|NP_001055274.1| ---VTGKAADVLAAANTAAEVALRLVRPG-------------------KKNKDVTEAIQKVAAAYDCKIVEGVLSHQLKQFVIDGNKVVLS--VSNADTKVDDAEFEENEVYAIDIVTSTG-EGKPKLLDEKQTTIYKRAVDKNYHLKMK   259
gi|17542840|ref|NP_500311.1| DNKVTGKLADLLRGTHDALEIAIRSLRPD-------------------TENTTITKNIDKTAAEFGLTPIENMLSHQLERNEIDGEKKIIQNSGEKQKGEIEKIKIDKHEAYAIDILFSTG-KGQPKDMDTR-TTVFRKNEQVSYQLKMK   271
gi|124808890|ref|XP_001348435.1| ES-IEGVKGEVLKNAHILSQLFLKSLKVG-------------------INASDITKNIQKACEELKCNVISNCVTYQIKKYILEGSKYIFLKDNIEN--KIDDFQIEADDIYIIDVMVTSG-DGKIKESDHK-TTIYKREVQKNYQLKTN   255
gi|145608860|ref|XP_369801.2| -GVVTGRDADLMLANYYANELLLRLMVPPGLLAQGTDEEKAKAAAAKPHTQSKITSLLEKVAKAYEVNLVESTTSWLFGRNEIEGTKKIVIAPGEGAKGEG---VPEVGEVWGVEMGVSLG-SGKVKQLDQR--ATLHRRTTTTYGLKRP   277
gi|32403790|ref|XP_322508.1| DDVIEGRNADLMLANYYANELLLRLMVPPGLLATGTDEEKAKAASQKPPSQAKITELLQKVVQAYDCNLVESTTSWLFDRNEIEGKKKIVIAPGDNTKGEG---IPEVGEVWGVEMGVSLG-SGKVKQFENR--TTLHRRTTTTYALKRP   281
gi|19114309|ref|NP_593397.1| EEPVTGPAADVIAAASAALKAAQRTIKPG-------------------NTNWQVTDIVDKIATSYGCKPVAGMLSHQQEREVIDGKKQVILNPSDSQRSEMDTFTFEEGEVYGVDILVSTSPSGKVKRSDIA--TRIYKKTDTTYMLKLQ   262
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gi|24658585|ref|NP_647984.1| ASRALLAEVKTKYGNMPFNIRSFEEETKARMGVVECVGHKMIEPFQVLYEKPSEIVAQFKHTVLLMPNGVNLVTGIPFEAENYVSEYSVAQ-EELKTLLAQPLGP------VKGKGKGKK---ATAGA---ATKVE-----------TAP   385
gi|158292575|ref|XP_313985.4| ASRAFIGEVKKKYGTMPFNLRNFEEEAKAKLGVNECVTHKMVEPFQVLYEKHNEYVAQFKYTVLITANGKKVVTGHPFDENCYESEHSVQD-EEMKNLLAGKVAPQSGAKAKKKRNRGKKNKGAAAGA---ADEEEGDSGEEDAPAATAD   407
gi|189536377|ref|XP_001918902.1| TSRMFFSEVERRFDAMPFTLRAFEDESKARLGVVECAKHELLQPFSVLHEKEGEHVAQFKFTVLLMANGPLRITSGLFEPELYKSEYEVQD-PELKALLQSSASR-------KAQKKKKKKASKNAES---ATGQP-----------VEA   388
gi|47086757|ref|NP_997806.1| TSRMFFSEVERRFDAMPFTLRAFEDESKARLGVVECAKHELLQPFSVLHEKEGEHVAQFKFTVLLMANGPLRITSGLFEPELYKSEYEVQD-PELKALLQSSASR-------KAQKKKKKKASKNAES---ATGQP-----------VEA   388
gi|50344794|ref|NP_001002070.1| TSRMFFSEVERRFDAMPFTLRAFEDEGKARLGVVECAKHELLQPFSVLNEKEGEFVAQFKFTVLLMANGPLRITSGPLEAELYKSEHDVQD-PELKSLIQSSASR-------KAQKKKKKKASKTAET---ATGQP-----------AEN   387
gi|6755100|ref|NP_035249.1| TSRAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTVEN---ATSGE-----------TLE   388
gi|51948384|ref|NP_001004206.1| TSRAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLE   388
gi|124494254|ref|NP_006182.2| TSRAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLE   388
gi|114644286|ref|XP_001169403.1| TSRAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLE   388
gi|73968311|ref|XP_531629.2| TSRAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLE   388
gi|77736343|ref|NP_001029871.1| TSRAFFSEVERRFDAMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPDLYKSEMEVQD-AELKALLQSSASR-------KTQKKKKKKASKTAEN---ATSGE-----------TLE   388
gi|118129651|ref|XP_423059.2| TSRAFFSEVERRFDTMPFTLRAFEDEKKARMGVVECAKHELLQPFNVLYEKEGEFVAQFKFTVLLMPNGPMRITSGPFEPELYKSEFEVQD-GELKALLQSSASR-------KTQKKKKKK-----------------------------   343
gi|15231039|ref|NP_190748.1| ASRFIISEIKQNFPRMPFTARSLE-EKRARLGLVECVNHGHLQPYPVLYEKPGDFVAQIKFTVLLMPNGSDRITSHTLQEL---PKKTIED-PEIKGWLALGIKK-------KKGGGKKKKAQKAGEKGEASTEAEP----------MDA   386
gi|115463349|ref|NP_001055274.1| ASRFIFSEISQKFPIMPFTARALE-EKRARLGLVECMNHELLQPYPVLHEKPGDLVAHIKFTVLLLPSGSQRVTSHSLQELQ--PTKSIEDNAEIKAWLALGTKT-------KKKSGAKKKKGKKGD----AAEAVP----------MEE   385
gi|17542840|ref|NP_500311.1| ASRVFFSDVNKVHGPMPFSLRSFEEEVKAKMGVVECEKYGLLVPYPVLYEKEGELVAQFKATVLVMPNGLLKIAGLPFDSDVYQSDLTVKD-PELQAVLKSALKP-------KKKKEAKKDEPAAKKA----------------------   391
gi|124808890|ref|XP_001348435.1| LGRSFINELNKKFPVLPFHVKHLEDQRAALIGIPEALRHNLIKPYSVYTEKKKEVVAEFKYTVMVKEDGVKQFTGLKFAQLNNCKTDNSIQDETLKNILSLPLSG------KKKKNKAKNNEEANQEN----------------------   377
gi|145608860|ref|XP_369801.2| TSRKILSEVQKKFGTFPFSLRQLEDERDAKSGVVECVRGNVFRQYELVGDKDGAAVARLLTTLAITKNGITKLGAAPPLDLSKYQTDKKIEDEEVLKILEQPLSRNT---GNKKKKPKKKTKKPATKKEGEESEEESDE-----------   413
gi|32403790|ref|XP_322508.1| SSRKLLSEVQKKFGTFPFSLRQLEDERDAKSGVIECVRGNVFRAYEVVGDKDNSPVARLLTTVAITKNGLTKLGAAPALDLSKFKTDKKIEDEEILAILAQPLSRNT---GSKNKNKKKK----AAKKEGEKADEE--------------   410
gi|19114309|ref|NP_593397.1| ASRKVYSEIQTKFGPFPFSTRNISFDSRTNMGLNECTSHKLLFPYEVLLDKDGGIVAEFYSTIALTKKGTIILSDSEPKE-DFIKSDKKVEDPEIVALLETPIK------VTKNKKKSKK---------PSKANE---------------   381
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gi|24658585|ref|NP_647984.1| AVETKA--   391
gi|158292575|ref|XP_313985.4| KAEAKA--   413
gi|189536377|ref|XP_001918902.1| ESEAAA--   394
gi|47086757|ref|NP_997806.1| ESEAAA--   394
gi|50344794|ref|NP_001002070.1| EVAAK---   392
gi|6755100|ref|NP_035249.1| ENGAGD--   394
gi|51948384|ref|NP_001004206.1| ENGAGD--   394
gi|124494254|ref|NP_006182.2| ENEAGD--   394
gi|114644286|ref|XP_001169403.1| ENEAGD--   394
gi|73968311|ref|XP_531629.2| ENEAGD--   394
gi|77736343|ref|NP_001029871.1| ENEAGD--   394
gi|118129651|ref|XP_423059.2| --------   343
gi|15231039|ref|NP_190748.1| SSNAQE--   392
gi|115463349|ref|NP_001055274.1| GSNDANKE   393
gi|17542840|ref|NP_500311.1| --------   391
gi|124808890|ref|XP_001348435.1| --------   377
gi|145608860|ref|XP_369801.2| --------   413
gi|32403790|ref|XP_322508.1| --------   410
gi|19114309|ref|NP_593397.1| --------   381
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