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gi|24645837|ref|NP_652625.2| MR---WLLNSWLLLILALFGQSW-----GYSYLMISHTASKSHYAVCFALAKGLAAAGHEVTLVSPFPQRKPIKNIIDVETPNIITVMGVYKARILENAKKPVLLR-------------YPRISLMGLDITESLLKEPKVQELLKQNRTF   129
gi|21357701|ref|NP_652626.1| MKPTAGQTGFLALLLFCLLSCVS-----AYNYLVVLHTAARSHYHVGSALAKGLAAAGHQVTIISPFELKKPIKNIKDVPAKSILTSMQGRIANLLQSSKEPIIKQ-------------IINFHEMGIEITELLLKEPSVIELMKSNQTF   132
gi|24645835|ref|NP_652620.1| MR-----TFTLILGLLCSLGYSS-----GYNYLMVLNSAGRSHFNVGHALAKGLVKAGHTITVVSVFPQKKPIPGYTDVSVPNVIEVMGGDIGALWASIQKTYTQN-------------LIDHYQMGFRITRGLFEDSNFQDFLKSNQSF   127
gi|158295576|ref|XP_001688832.1| MLGGKNNVASVALLCLVFAIGHNSVVVESAKILGIFPTSSKSHWILGSALMKELAQDGHEV-YYCPFPLKNAPKTYRDVKIDYKTGLFEAAMDKVFDNIDNSIVQK-------------MTKLGNFANAITNTTLSSPEVQALLQSDETF   136
gi|158295574|ref|XP_316292.4| MISSKNNVAAVAFLCLVFVIGNNRVMVESAKILGIFPTASKSHWILGSSLLKELAQDGHEVTMISPFPLKNAPKTYRDVNIAYNTNLFDDIMDEVFEKIDDSIVEK-------------MMELGTFVNEITNTTLSSPEVQALIHSDETF   137
gi|118778599|ref|XP_308743.3| ML--KWTAVAVALLAALYAAKTP---VEGAKILAVFPTSSRSHYIVGSALMKELARRGHEVSVINPFPQKKPLKNYRDIDVSGSEELVKDLVPNMFEMADQSVWES-------------ITMTYKFGQMLANYTLMHPNVAKLIKSNEKF   132
gi|8850236|ref|NP_000454.1| MAVESQGGRPLVLG--LLLCVLGPVVSHAGKILLIPVDG--SHWLSMLGAIQQLQQRGHEIVVLAPDASLYIRDGAFYTLKTYPVPFQREDVKESFVSLGHNVFENDSFLQRVIKTYKKIKKDSAMLLSGCSHLLHNKELMASLAES-SF   145
gi|157785611|ref|NP_001099106.1| MTAGSQGDRPVILL--LLLCALGPSVSQGGKLLVVPVDG--SHWLSLVGPLQPLQQKGHDIVVLAPDASIYIKEEAFYTLKRYPVPFRREDLEETFISLGRTVFEDDPFLKRVIKTYQKIKKDSALLLSACSHLLHNKELMASLTAS-SF   145
gi|47059135|ref|NP_964007.1| MTVVCWSSRLLLLLPYLLLCVFGPSASHAGRLLVFPMDG--SHWLSMLGVIQQLQQKGHEVVVIAPEASIHIKEGSFYTLRKFPVPFQKENVTATLVELGRTAFNQDSFLLRVVKIYMKVKRDSSMLLAGCSHLLHNAEFMASLEES-HF   147
gi|28849913|ref|NP_036815.1| MSVVCRSSCSLLLLPCLLLCVLGPSASHAGKLLVIPIDG--SHWLSMLGVIQQLQQKGHEVVVIAPEASIHIKEGSFYTMRKYPVPFQNENVTAAFVELGRSVFDQDPFLLRVVKTYNKVKRDSSMLLSGCSHLLHNAEFMASLEQS-HF   147
gi|118093321|ref|XP_421883.2| MALVLPSHPQVSVSLLLLLSVLSLAAG--GKLLVVSVDG--SPWFSVLEMLEVLKQKGHEIVVVAPEANLNVKPSESFILKTYPASFTQEEMDDNFQAFLKDAFEEGSFLEQFHRLQEKVKRLFDVGFISCAWLLKNKELIRYLEES-NF   145
gi|47087385|ref|NP_998587.1| ---MKRTLFVPALGLFAFLCLFSSESVQAGKVLVMPVDG--SHWLSMKILVEEMSSRGHEMVVLVPETSILIGKSGNFTTKSFRVPYSFDELNAHVDHIRKTAIEKAPRFIDIVGALGNLIQFTNMQVKACEGLLYDEPLMKSLRDM-KF   144
gi|82658296|ref|NP_001032505.1| ----MRTLPVPAQGLLALLCLFSFESVQAGKVLVLPVDG--SHWLSMKILVEELSNRGHEMVVLVPETSILIKKSGKYSTKTYPVSFTHDDLAENLKEIQNSALEKAPKLTDIVVNFRNLLQFLTMQSKTCEGLLYNEPLMKSLREM-GF   143
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gi|24645837|ref|NP_652625.2| DGVICETFMNDAHYGFAEHFGAPLITLSSLGATGWTSDLVGTPSPPSYVPHSLLRFGDRMNFWERAQNLGFQIYEFAYENLINLPRHEALYRKYFPNNKQDFYRMRKD-TSLVLLNNHVSISNPRPYSPNMIEVGGMHVNRKAPKPLPQN   278
gi|21357701|ref|NP_652626.1| DAVISEVFLNEAHFGFAEHFKAPLIGLGTFGAISWNTDLVGSPSPPSYVPSALLKFSDRMSLVERVGNQAFLTYEYIFLNYFYLPRQEVLYRKYFPNNKQDFYDMRKN-TALVLLNQHVSLSFPRPYSPNMIEVGGMHINRKR-QPLPKD   280
gi|24645835|ref|NP_652620.1| DAIICETFYNDAHYGLAEHFNAPLIGLATGGGLTFITDMVGSPAPASFVPHIMLPFNDHMSLYERLLNVAFLGYERVLLDYYFLPTQEKLYKEFFPGNKRCFYKMRRN-ASLVLINQHVSLSFPRPHSPNMIEVGGMHIDGKW-NPLPEK   275
gi|158295576|ref|XP_001688832.1| DLVILEIFLDDALLGFADRFNCPVVGMSPFGASPWVNSLTGSPQPLSYVPHPMLSFTDKMNFWQRLGNVLFSAFDGTIISAMSNPIHQKHYDHYFPNATRSLDEMRRHGVSLVLINSHFSLSFPRPYLPNLIEIGGFHVNRKV-NPLPED   285
gi|158295574|ref|XP_316292.4| DLLILEIFLDDALLGFADRFNCPVVGMSTFGASSWVNSLTGSPQPLSYVPHPMSSFTDKMNFWQRLGNVLFSAFDETLLTAMCNPIQQRHYNHYFPNATRSLDEMRHHGVSLVLINSHFSLSFPRPYLPNLIEVGGFHVNRKV-NPLPED   286
gi|118778599|ref|XP_308743.3| DLIIMESFLNDAHLGFAHHFKAPCVALSTFGASRWTNDMVGTPSPLSYVPHPFLSFTDRMSFVQRIGNTLMTLMDTVLGQVLDLPVQSAMYEAAFPDPKPPLEELRRHAVSLVLLNNHFSLSYPRPYVPNMVEVGGMHVNRKP-NPLPED   281
gi|8850236|ref|NP_000454.1| DVMLTDPFLPCSPI-VAQYLSLPTVFFLHALPCSLEFEATQCPNPFSYVPRPLSSHSDHMTFLQRVKNMLIAFSQNFLCDVVYSP-YATLASEFLQREVTVQDLLSSA--SVWLFRSDFVKDYPRPIMPNMVFVG--GINCLHQNPLSQE   289
gi|157785611|ref|NP_001099106.1| DAVLTDPFLPCGPI-VAQYLSVPAVFFLNGLPCSLDFQGTQSPSPPSYVPRYLSFNSDHMTFLQRVKNMFITLSESLLCDMVYSP-YGLLASEILQTDMTVRDLMSFG--SVWILRSDFVFNFPRPIMPNIVFVG--GINCASKKPLSQE   289
gi|47059135|ref|NP_964007.1| DALLTDPFLPCGSI-VAQYLTVPTVYFLNKLPCSLDSEATQCPVPLSYVPKSLSFNSDRMNFLQRVKNVLLAVSENFMCRVVYSP-YGSLATEILQKEVTVQDLLSPA--SIWLMRSDFVKDYPRPIMPNMVFIG--GINCLQKKPLSQE   291
gi|28849913|ref|NP_036815.1| DALLTDPFLPCGSI-VAQYLSLPAVYFLNALPCSLDLEATQCPAPLSYVPKSLSSNTDRMNFLQRVKNMIIALTENFLCRVVYSP-YGSLATEILQKEVTVKDLLSPA--SIWLMRNDFVKDYPRPIMPNMVFIG--GINCLQKKALSQE   291
gi|118093321|ref|XP_421883.2| DALFTDPVFPCGAI-LAEHLSIPSVYFMRGMPCGLDFEATQCPNPPSYIPRAFTDHTDHMNFLQRVKNVIFDTSNLFLCDFIFKP-YEKLASEFLQRDVTVIDLLRKA--SVWLLRYDFVLDYPRPLMPNIIVVG--GINCAHKQ-LPQE   288
gi|47087385|ref|NP_998587.1| DALLTDPFLPCGSV-IADYFSIPAVYFLRGIPCRLDEAAAQCPSPPSFIPRFFTGYTDKMTFPQRMINTFMTVFEKYLCHQLFAS-FDELATRYLKKDTSYAELLGHG--AVWLLRYDFSFEYPKPQMPNMVQIG--GINCAKRAPLTKE   288
gi|82658296|ref|NP_001032505.1| DAMLTDPFLPCGTI-IADSFSIPAVYFLRLIPCRLDEAAAQCPSPPSFMPRYSSGFTDKMTFPQRLVNTLLTVVEGFLCRSMYES-ADELASRYLQKETTYAELLGHG--AVWLLRYDFAFEFPRPQMPNMVQIG--GINCVKRAPLTKE   287
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gi|24645837|ref|NP_652625.2| IRKFIEEA-EHGVIYFSLGSNLNSKDLPENKRKAIVETLRGLKYRVIWKYEEETFVDKPDNVLISNWLPQDDILAHEKVIAFITHGGLLSTMESIYHGKPVVGIPFFGDQFMNMARAEQMGYGITVKYAQLTASLFRSAIERITSDPSFT   427
gi|21357701|ref|NP_652626.1| ILEFIEGA-EHGVIYFSMGSNLKSKTLPLEKRQALIDTFAQLKQRVLWKFEDTDLPGKPANVFISDWFPQDDILAHDNVLAFITHGGLLSTTESIYHRKPFVGIPIFGDQFLNMARAEQNGYGVTVHYEELSSAKLLAAIQKIINNPEAT   429
gi|24645835|ref|NP_652620.1| IERFINES-EHGAIYFSMGSNLKTKDLPPSKVQEILKALGGLKQRVLWKFELDNLPNKPENVYISDWFPQTDILAHPKIMAFVTHGGMLSTTESIYHAKPVIGLPIFSDQFFNMAHAEQNGYGIMLDFKTLNAVEFRKAIERITSEPSYT   424
gi|158295576|ref|XP_001688832.1| IKSFIEQS-EHGVIYFSMGSNLKPSKMDKQKRNDVIKVLSSLKQNIIWKWDDDTLVVDKKKFLIGKWFPQDDILAHPNVKLFITHGGLLSCTESIYHGVPIVGIPIFGDQLLNMARAEQSGWGIGVTYNELNEQTFSKAITTVLGDP---   431
gi|158295574|ref|XP_316292.4| IKSFIEQS-EHGVIYFSMGSNLKPSKMDKQKRNDVIKVLSNLKQNIIWKWDDDTLVVDKKKFLIGKWFPQDDILAHPNVKLFITHGGLLSCTESIYHGVPIVGIPIFGDQLLNMARAEQSGWGIGVTYTELNEQTFSKAITTVLGDPSYT   435
gi|118778599|ref|XP_308743.3| IQRVLDGA-EHGVIYFSMGSNIQSSQLPVAKREAILRVFSRLKQTVLWKWEDETLPNRPANVIVKAWWPQDDVLAHPNVRLFITHGGLLSTTESLYHGVPVIGIPVFGDQYLNMAKAERTGYGLLLPYQDISEERLAHAIDRILREPSFK   430
gi|8850236|ref|NP_000454.1| FEAYINASGEHGIVVFSLGS--MVSEIPEKKAMAIADALGKIPQTVLWRYTGTRPSNLANNTILVKWLPQNDLLGHPMTRAFITHAGSHGVYESICNGVPMVMMPLFGDQMDNAKRMETKGAGVTLNVLEMTSEDLENALKAVINDKSYK   437
gi|157785611|ref|NP_001099106.1| FEAYVNASGEHGIVVFSLGS--MVSEIPEQKAMEIADALGKIPQTVLWRYTGTPPPNLAKNTKLVKWLPQNDLLGHPKTRAFITHSGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETRGAGVTLNVLEMSSEDLEKALKAVINEKTYK   437
gi|47059135|ref|NP_964007.1| FEAYVNASGEHGIVVFSLGS--MVSEIPEKKAMEIAEALGRIPQTVLWRYTGTRPSNLAKNTILVKWLPQNDLLGHPKTRAFITHSGSRGIYEGICNGVPMVMMPLFGDQMDNAKRMETRGAGVTLNVLEMTADDLENALKTVINNKSYK   439
gi|28849913|ref|NP_036815.1| FEAYVNASGEHGIVVFSLGS--MVSEIPEKKAMEIAEALGRIPQTVLWRYTGTRPSNLAKNTILVKWLPQNDLLGHPKARAFITHSGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETRGAGVTLNVLEMTADDLENALKTVINNKSYK   439
gi|118093321|ref|XP_421883.2| FEAIVNASGEHGIVVFSLGS--MVSEIPMKKAMEIADALGSVPQTVLWRYTGEVPPNLPKNVKLVKWLPQNDLLAHPKTRAFITHGGSHGVYEGICNAVPMVLMPLFGDQMDNAKRVESRGAGLTLNILEMTSKDISDALKAVINDKKYK   436
gi|47087385|ref|NP_998587.1| LEEFVNGSGEHGFVVFTLGS--MVSQLPEAKAREFFEAFRQIPQRVLWRYTGPVPENAPKNVKLMKWLPQNDLLGHPKVRAFVTHGGSHGIYEGICNGVPMVMLPLFGDQGDNAQRLVSRGVAESLTIYDVTSEKLLVALKKVINDKSYK   436
gi|82658296|ref|NP_001032505.1| LEEFVNGSGEHGFVVFTLGS--MVSQLPEAKAREFFEAFRQIPQRVLWRYTGPVPENAPKNVKLMKWLPQNDLLGHPKVRAFVTHGGSHGIYEGICNGVPMVMLPLFGDQGDNAQRLVSRGVAESLTIYDVTSEKLLVALKKVINDKSYK   435
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gi|24645837|ref|NP_652625.2| ERVKVISSQYRDQKETPLERAVYWVEHVTRHKGAKYLRSACQDLNFIQYHNLDVLATFFSVIGLTVIFVFLLVRFLVTIVNGFLYK-----PSSKLKIN   521
gi|21357701|ref|NP_652626.1| QRVRDMSDRYRDQQQTPLERAVYWVEHVSRHKGAKYLRSASQDLNFIQYHNLDAMLILYGGIIFVLYCIFLLIRLVWRLLQELFIKKDTSKPKQKAKRN   528
gi|24645835|ref|NP_652620.1| KVVQGISFRYRDQQQTPIENAIYWVEHVTRHQGAAYLKSAAQRLNWWQYHNVDVLLIIFVVMVLLLIVLPITI---YKLLKKLLLKGER-TQSTKVKRN   519
gi|158295576|ref|XP_001688832.1| -------------------------RYVLLLN----LVNSF----------------------------------------------------------   443
gi|158295574|ref|XP_316292.4| ANVKTISRRMRDQPLAPMDTAKFWVEYVLRHDGAKHLISSAQDLNFVQYNNLDVYLFIVAVFLTIVFVVRLSF----RKLYRALFKRNRNTPTGKKTN-   529
gi|118778599|ref|XP_308743.3| TVAQSISARYRDQPQEPLELAAFWVEYVIRHGGAEHLKSAGQELGFLQYHGVDVLVTIVG---GPILFVYLLS----KLLCGGRSKKNASTVNAKKKRN   522
gi|8850236|ref|NP_000454.1| ENIMRLSSLHKDRPVEPLDLAVFWVEFVMRHKGAPHLRPAAHDLTWYQYHSLDVIGFLLAVVLTVAFITFKCCAYGYRKCLGKKGRVKKAHKSKTH---   533
gi|157785611|ref|NP_001099106.1| ENIMRLSRLHKDRPIEPLDLAVFWVEFVMRHKGASHLRPAAHDLTWYQYHSLDVIGFLLAVTLTVIFITFKACAFAFRKCFGKKERVKKSHKSKTH---   533
gi|47059135|ref|NP_964007.1| ENIMRLSSLHKDRPIEPLDLAVFWVEYVMRHKGAPHLRPAAHDLTWYQYHSLDVIGFLLAIVLTVVFIVFKCCAYGCRKCFGGKGRVKKSHKSKTH---   535
gi|28849913|ref|NP_036815.1| ENIMRLSSLHKDRPIEPLDLAVFWVEYVMRHKGAPHLRPAAHDLTWYQYHSLDVIGFLLAIVLTVVFIVYKSCAYGCRKCFGGKGRVKKSHKSKTH---   535
gi|118093321|ref|XP_421883.2| ENIQRLSDLHLDRPIHPLDLAVHWVEFVMRHKGAPHLRPAAHDLNWIQYHSLDVFAFLLAVVLLSLFISVKCCMFCCRRCCFKKGRKSKSGKSKTH---   532
gi|47087385|ref|NP_998587.1| EKMMKLSAIHRDRPIEPLDLAVFWTEFVMRHKGAEHLRPAAHDLNWIQYHSLDVIGFLLLILLTVIFVTVKSCMFCFRKCFKTSQKKKKA---------   526
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