
                                                                                                                                                                                        
gi|189528839|ref|XP_001923676.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528837|ref|XP_001921577.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528842|ref|XP_001345438.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528833|ref|XP_001345556.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528835|ref|XP_001345541.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528831|ref|XP_001345569.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528829|ref|XP_001921519.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528827|ref|XP_697477.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167621474|ref|NP_001108028.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|125816799|ref|XP_001332356.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|165972457|ref|NP_001107101.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189519439|ref|XP_001922903.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|66932947|ref|NP_000005.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114643413|ref|XP_001139819.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73997689|ref|XP_534893.2| MIEKFTKALKPDDKGRYWAGGSLAMKHLGWCWRKSPTGSCHVLLAMEHRRSLAVQKPHTLLKMGARQIMQTAGIPHQRSRAGTAETTPAEGLPKILSSSEVAFLTVQIKGPTQYFSKRSTVLVKNTQNLIFVQTDKPIYELGQKGPKKEI   150
gi|157954061|ref|NP_001103265.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|28274695|ref|NP_783327.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|6978425|ref|NP_036620.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|118083282|ref|XP_416476.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|189528839|ref|XP_001923676.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528837|ref|XP_001921577.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528842|ref|XP_001345438.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528833|ref|XP_001345556.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528835|ref|XP_001345541.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528831|ref|XP_001345569.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528829|ref|XP_001921519.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528827|ref|XP_697477.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167621474|ref|NP_001108028.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|125816799|ref|XP_001332356.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|165972457|ref|NP_001107101.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189519439|ref|XP_001922903.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|66932947|ref|NP_000005.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114643413|ref|XP_001139819.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73997689|ref|XP_534893.2| ELDNCRVSGWRVASNSWSLPSHVSPFRAFTRYTYGKPVPGLETVSMCRKLFHSAYCQKQEFCEKFSQQLNSNGCIIQQVKSNLLQIKNMGYEMQLTVEAKTREERTEPVFTGYETCEITNIVTRLRFVKVDSNFRRGIPFFGQVLLIDGK   300
gi|157954061|ref|NP_001103265.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|28274695|ref|NP_783327.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|6978425|ref|NP_036620.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|118083282|ref|XP_416476.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|189528839|ref|XP_001923676.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528837|ref|XP_001921577.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528842|ref|XP_001345438.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528833|ref|XP_001345556.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528835|ref|XP_001345541.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528831|ref|XP_001345569.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528829|ref|XP_001921519.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528827|ref|XP_697477.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167621474|ref|NP_001108028.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|125816799|ref|XP_001332356.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|165972457|ref|NP_001107101.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189519439|ref|XP_001922903.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|66932947|ref|NP_000005.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114643413|ref|XP_001139819.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73997689|ref|XP_534893.2| DVPIPNKRIFISTSEANYLYNTTTNEQGLVQFSVNTTNIMANKISVMVLRVNGHVMPLLYTCQVLHQQLEGICLKALQGNVNFSVSAEAVQFLALCGNEVAEVPEIGRKDMVIKTLLVEVSRSRPLHYFSETLRIVTMKSMPEGIEQEKT   450
gi|157954061|ref|NP_001103265.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|28274695|ref|NP_783327.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|6978425|ref|NP_036620.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|118083282|ref|XP_416476.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|189528839|ref|XP_001923676.1| ---------------------------------------------------------------------------------------------------------------MALNVSC------CWKGLLLIFFLLVCVNGKT-------    26
gi|189528837|ref|XP_001921577.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528842|ref|XP_001345438.2| ----------------------------------------------------------------------------------------------------------------------------------------------M-------     1
gi|189528833|ref|XP_001345556.2| --------------------------------------------------------------------------------------------------------MAWTLVIMALNVSC------CWKGLLLNFFLFVCVNGQA-------    33
gi|189528835|ref|XP_001345541.2| ---------------------------------------------------------------------------------------------------------------MALNVSC------CWKGLLLNFFLFVCVQGQA-------    26
gi|189528831|ref|XP_001345569.2| ---------------------------------------------------------------------------------------------------------------MALIVSC------CLKGFFLIFILFLCVNGNK-------    26
gi|189528829|ref|XP_001921519.1| ---------------------------------------------------------------------------------------------------------------MTGNKFC------VWKGLILAIILLS-VNGQM-------    25
gi|189528827|ref|XP_697477.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------MENI------VWRLLILVLFFCFADGRSS-ELFYVD    29
gi|167621474|ref|NP_001108028.1| ---------------------------------------------------------------------------------------------------------------MAIMEIS------VWKWINLVLFFGFVDGAM----FALE    29
gi|167963486|ref|NP_001108188.1| ---------------------------------------------------------------------------------------------------------------MAMMEIS------VWKWINLVLFFCFVDGAM----LALE    29
gi|125816799|ref|XP_001332356.1| ---------------------------------------------------------------------------------------------------------------MAMMEIS------VWKWINLVLFFCFVDGAM----LALD    29
gi|165972457|ref|NP_001107101.1| ---------------------------------------------------------------------------------------------------------------MAMMEIS------VWKWINLVLFFGFVDGAK----LIVE    29
gi|189519439|ref|XP_001922903.1| ---------------------------------------------------------------------------------------------------------------MAVMGIS------VWKWL-IPALFCFVDGIRRFEPIHID    32
gi|66932947|ref|NP_000005.2| ---------------------------------------------------------------------------------------------------------------MGKNKL-------LHPSLVLLLLVLLPTDASVS------    26
gi|114643413|ref|XP_001139819.1| ---------------------------------------------------------------------------------------------------------------MGKNKL-------LHPSLVLLLLVLLPTDASVS------    26
gi|73997689|ref|XP_534893.2| FNSMTCTSGYQRQLNYKHRDSSYSTFGEQYGRNQDTMKYNIFPEEDYPFALKMQTVPHTCDGPKVHTSFQISLNVRSCIKPSCPGECLGSNQLQGAGYNTVWSPQGPSSCSMRKNKL-------LHPNFILLLLVFLPADASVS------   587
gi|157954061|ref|NP_001103265.1| ---------------------------------------------------------------------------------------------------------------MGKNKL-------LYPSLTLLLLLLLPTDASVS------    26
gi|28274695|ref|NP_783327.1| ---------------------------------------------------------------------------------------------------------------MGKRWLPSLALLPLPPPLLLLLLLLLPTNASAP------    33
gi|6978425|ref|NP_036620.1| ---------------------------------------------------------------------------------------------------------------MGKHRLRSLALLPL---LLRLLLLLLPTDASAP------    30
gi|118083282|ref|XP_416476.2| ---------------------------------------------------------------------------------------------------------------MGKDGS--------SKLNIFILLFFLSGDASPI------    25
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gi|189528839|ref|XP_001923676.1| ------------------------------------ARPSFMVMFPIVIESGSEAKLCASLLNPNESLVMNIYLNDG-NQSTLLLQEKAEQEFHRCFNFKAPL-AKAETVQKIKVELQGKSFEMTEERKVMFKSYDPLTFIQTDKPIYIP   138
gi|189528837|ref|XP_001921577.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528842|ref|XP_001345438.2| ------------------------------------AEPSFMVIFPAVIESGSEAKLCASLLNPNESLVMNIYLVHG-NQSTLLLQEKAEQEFHRCFNFKAPL-AVAESVQIMKVELQGESFKRTEERKVMFKSYHPLTFIQTDKPIYIP   113
gi|189528833|ref|XP_001345556.2| ------------------------------------AEPSFMVTFPAVIESGSEAKLCASLLKPNESLVMNIYLVHG-NQSTLLLQENAEQEFHRCFNFKAPL-AEAESVQKIKVELQGESFKMTEERKVMFKSYDPLTFIQTDKPIYMP   145
gi|189528835|ref|XP_001345541.2| ------------------------------------AEPSFMVTFPAVIESGSEAKLCASLLKPNESLVMNIYLVHG-NQSTLLLQENAEQEFHRCFNFKAPL-AEAESVQKIKVELQGESFKMTEERKVMFKSYDPLTFIQTDKPIYMP   138
gi|189528831|ref|XP_001345569.2| ------------------------------------TRPIFMVTFPAVIESGSDAKLCASLLKPNKTLFMNIYLVHS-NQSTLLLQEKAEQEFHRCFNFQAPL-AEAESVQKIKVELQGESFNMTEERKVMFKSYHPLTFIQMDKPFYIA   138
gi|189528829|ref|XP_001921519.1| ------------------------------------STPSFMVTFPAVIRSGSEAKLCASLLNPNESLVMNIYLNQE-NQSTLLLQEKAEQEFHRCFNFQAPL-VEAESVQTMKVELQGKNFKMTEERKVMLRRYYPLTFIQTDKPIYIP   137
gi|189528827|ref|XP_697477.3| -----------------------------------------MVTFPAIIRSGSEAKLCMSLLKPEKNLQLTITLVSS-NQNRTLLQEKTEKEFHRCLDFQAP---ESASVQEIYVEAQGKYTHLIEKRKVKFVSHNPLTLIKTDKPIYNP   105
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|167963454|ref|NP_001108172.1| NPS-----------------------HIGPVTDGRGPGPFFMVTFPSLIESGSDAKLCASLLNPKDRFIMTISLLDEKNIETRLVRQASQRKLHRCFKFQAPQ-VNGDSVQTVRVVVQGQSFKMTEESKVMFRSYLPLTFIQTDKPLYNP   155
gi|167621474|ref|NP_001108028.1| VPR---------------------PREPVVTADEQISGPLFMVTFPSLIESGSGAKLCASLLKPQGSLTITITLVDDKNTETQLARQTTQRKLHRCFNFQAPL-VNGDSVQTVRVVVQGQSFKMTEERKVMFRSYLPLTFIQTDKPLYNP   157
gi|167963486|ref|NP_001108188.1| APR---------------------PREPVVTADEQISGPLFMVTFPSLIESGSGAKLCASLLKPQGSLTITITLVDDKNTETQLVRQTTQRKLHRCFNFQAPL-ISGDSVQTVRVVVQGQSFKMTEERKVMFRSYLPLTFIQTDKPLYNP   157
gi|125816799|ref|XP_001332356.1| APR---------------------PREPVVTADEQISGPLIMVTFPSLIESGSGAKLCASLLKPQGSLTITITLIDDKSAETQLARQTTQRKLHRCFNFQAPL-VSGDSVQTVRVVVQGQSFKMTEERKVMFRSYLPLTFIQTDKPLYNP   157
gi|165972457|ref|NP_001107101.1| APK---------------------PIEPLVNADEQISGPLFLVTFPSLIESGSGAKLCASLLKPQGSLTITITLIDDKSAETRLVRQTTQRKLHRCFNFQAPL-VNGDSVQTVRVVVQGQSFKMTEERKVVFRSYLPLTFIQTDKPLYNP   157
gi|189519439|ref|XP_001922903.1| DPSDPGPVIDRPVIIEKSIFRPIIPRPVIIDEPVIVNGPIFMVMFPSLIESGSDAKLCVSLLKPEGSLTMTISLVDDKNTETQLVQQTSQRKLHRCFNFQAPQ-VSGDSVQTVRVVVQGPSITMTEERKVMFRSYLPLTFIQTDKPLYNP   181
gi|66932947|ref|NP_000005.2| ------------------------------------GKPQYMVLVPSLLHTETTEKGCVLLSYLNETVTVSASLESVRGNRSLFTDLEAENDVLHCVAFAVPKSSSNEEVMFLTVQVKGPTQEFKKRTTVMVKNEDSLVFVQTDKSIYKP   140
gi|114643413|ref|XP_001139819.1| ------------------------------------GKPQYMVLVPSLLHAETTEKGCVLLSYLNETVTVSASLESVRGNRSLFTDLEAENDVLHCVAFAVPKSSSNEEVMFLTVQVKGPTQEFKKRTTVMVKNEDSLVFVQTDKSIYKP   140
gi|73997689|ref|XP_534893.2| ------------------------------------GKPQYMVLVPSLLHSEIPEKGCLILSYLNETVTVSATLESVRENRSLFTDLVGEKDLFSCISFTVPRSPSNEEVMFLTIQVKGPTQEFKRRTTVVVKNQESLVFVQTDKPIYKP   701
gi|157954061|ref|NP_001103265.1| ------------------------------------GKPQYMVLVPSLLHTETPEKGCLLLSHLNETVTVSASLESVRENRSLFTDVVAEKDLFHCVSFTLPRSPTSQEVMFLTIQVKGPTQEFKKRTTVLVKNEESLVFVQTDKPIYKP   140
gi|28274695|ref|NP_783327.1| ------------------------------------QKPIYMVMVPSLLHAGTPEKGCLLFNHLNETVTVKVSMESVRGNQSLFTDLVVDKDLFHCASFIVPQSSSN-EVMFLTVQVKGPTHEFRRRSTVLIKTKESLVFAQTDKPIYKP   146
gi|6978425|ref|NP_036620.1| ------------------------------------QKPIYMVMVPSLLHAGTPEKACFLFSHLNETVAVRVSLESVHGNQSLFTDLVVDKDLFHCTSFTVPQSSSD-ELMFFTVQVKGATHEFRRQSTVLVKKKESLVFAQTDKPIYKP   143
gi|118083282|ref|XP_416476.2| ------------------------------------TEPQYMVLLPFLIHTDSPEKICVQLTHLNESVTLNAAIEYQGENRSLIDDVVSEKDLFTCIPFTIPKSRSQSTVTFITVTVKGETLQFRNRKSVLVKNSESLIFVQTDKPIYKP   139
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gi|189528839|ref|XP_001923676.1| GQTVNFRIVTLDKNFAPLDQQYSSVVLEDSQDNRIGQWTNVSSTR-WILQRSYELNPECREGTYKLKTFIGEMEVLHY-FKVKKYVLPKFEVTVKKPNKVSVDEEELSIEVCA-KYTYGQPVPGKSWVKVCRNSVPYF---HTKDFNPLC   282
gi|189528837|ref|XP_001921577.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189528842|ref|XP_001345438.2| GQTVNFRIVTLDKNFAPLDQQYSSVVLEDSQDNRIGQWTNVSSTR-WILQRSYELNPECREGTYKLKAFIGERMISHY-FKVKKYVLPKFEVAVKKPNKVSVDEEELLIEVCA-KYTYGQPVPGKSWVKVCRNSMRHF---HTKDFNPLC   257
gi|189528833|ref|XP_001345556.2| GQIVNFRVVTMDTNFAPVDQQYSIIVLEDSQDNRIGQWTNVSSTR-WILQRSYELNPECREGAYKLKAFIGERMSSHY-FQVKKYVLPKFEVTVKKPKTVSVVEEELLIEVCA-KYTYGQPVPGKSWVKVCRNPLPYI---I---FFPLC   286
gi|189528835|ref|XP_001345541.2| GQIVNFRVVTMDTNFAPVDQQYSIIVLEDSQDNRIGQWTNVSSTR-WILQRSYELNPECREGAYKLKAFIGERMILHD-FQVKKYVLPKFEVTLKKPKTVSVVEEELLIEVCA-KYTYGQPVPGKSWVKVCRDPLPYI---F---FFPLC   279
gi|189528831|ref|XP_001345569.2| GQTVNFRVVTMDKSFRPLDQQYSAVVLEDSQDNRIGQWTNVSSTR-WILQRSYDLNPEAREGTYKVKAFIGERMISHD-FDVKKYVLPKFGVFVISPNPVSIDDEFMVIEVCG-KYTYGKPVLGKSSVKVCRKTLDTH---S-----PLC   277
gi|189528829|ref|XP_001921519.1| GQTVFFRVISMDANFVPLDQTVR--------------------LL-WILQLSHELNPEARQGLYKLKAYIGERMISNG-FEVKNYVLPKFDVTIKQPETQSIGDNEIKIEVCG-KYTYGQPLPGNAWVEVCRDSFKYV---SIP-EVHLC   260
gi|189528827|ref|XP_697477.3| GKTVQFRIFTIDFDFKPVDETYKLIAIQDNRGNRINQWINATSTHGKILQLSHSLNPEASVGLYELSVETNKGKFLEF-FQVKEYVLPKFEVKIHKPKLVRGNEKEVKLGVCG-RYTHGRPVLG--------------------------   227
gi|153945757|ref|NP_001093623.1| ---------------------------------------------------------------------------------------------------------------------------------------MLS---EDVRIT---     9
gi|167963454|ref|NP_001108172.1| GQTV-FNYLSQCIKVQVTPTPSSNFTLKSLNDDHSYTLSANGRKT-FKWDLTASVLGTLNV------------TVSAE-ASPSQELCDNDIVTVPSSGRIDVVTRSLLVLAEGVKRTFTRSWL------LCPKGSMLS---ENVKIT---   278
gi|167621474|ref|NP_001108028.1| GQTVNFRVVTMSDKLVPLDQMYNLVVLEDFRNIRINQWTNVSSVN-WILELSHVLIPEAQVGTYTLRAYIGNRIISQS-FDVKQYVLPKFDVTVNAPQTYSVADVGLKVEACG-KYTFGQPVPGQVLVQVCRQPLTYV---QDPKVTSIC   301
gi|167963486|ref|NP_001108188.1| GQTVNFRVVTMSDKLVPLDQMYNLVVLEDFRNIRINQWTNVSSVN-WILELSHVLIPEAQVGTYTLRAYIGDRIISQS-FDVKQYVLPKFDVTVNAPQTYSVADVGLKVEACG-KYTFGQPVPGQVLVQVCRQPLTYV---QDPKVTSIC   301
gi|125816799|ref|XP_001332356.1| GQTVNFRVVTMSDKLVPLDQMYNLVVLEDFRNIRINQWTNVSSVN-WILELSHVLIPEAQVGTYTLRAYIGDRIISQS-FDVKQYVLPKFDVTVNAPQTYSVADVGLKVEACG-KYTFGQPVPGQVLVEVCRQPFTFA---QDPKVTSIC   301
gi|165972457|ref|NP_001107101.1| GQTVNFRVVTMSDKLVPLDQMYNLVVLEDFRNIRINQWTNVSSVN-WILELSHVLIPEAQVGTYTLRAYIGDRIISQS-FDVKQYVLPKFDVTVNTLQIYSVADAGLKVEACG-KYTFGQPVPGQVLVQVCRQPLAFI---QDPKVTSIC   301
gi|189519439|ref|XP_001922903.1| GQTVNFRVVTMSDKLVPLDQMYNLVVLEDFRNIRINQWTNVSSTN-WILELSHDLIPESPVGKYTLRAYIGDRIISQS-FDVKKYVLPKFDVTLNTPQTYSVADVGLKVEACG-KYTFGQPVPGQVFVEVCRQPVTYV---QDPKVTSVC   325
gi|66932947|ref|NP_000005.2| GQTVKFRVVSMDENFHPLNELIPLVYIQDPKGNRIAQWQSFQLEG-GLKQFSFPLSSEPFQGSYKVVVQKKSGGRTEHPFTVEEFVLPKFEVQVTVPKIITILEEEMNVSVCG-LYTYGKPVPGHVTVSICRKYSDAS-DCHGEDSQAFC   287
gi|114643413|ref|XP_001139819.1| GQTVKFRVVSMDENFHPLNELIPLVYIQDPKGNRIAQWQSFQLEG-GLKQFSFPLSSEPFQGSYKVVVQKKSGGRTEHPFTVEEFVLPKFEVQVTVPKIITILEEEMNVSVCG-LYTYGKPVPGHVTVSICRKYSDAS-DCHGEDSQAFC   287
gi|73997689|ref|XP_534893.2| DQTVKFRVVSLDENFHPLNELIPLVYIQDPKGNRITQWQKLRLEN-GLKQLSFPLSSEPFQGSYKVVVQKESGERTEHPFTVEEFVLPKFEVKVTMPRIITILEEEVNVSVCG-LYTYGKPVPGHITMRVCRKYSNPS-NCYSGESQAVC   848
gi|157954061|ref|NP_001103265.1| EQTVKFRIVLLDESFHPLNELVPLVYVEDPKGNRIAQWQNLEVEN-GLQQLTFPLSSEPFQGSYKVVVQKGSGGTAEHPFTVEEFVLPKFEVQVRMPKIITILEEEVQVSVCG-LYTYGKPVPGRVTMNMCRKYRNPS-NCYGEESNAVC   287
gi|28274695|ref|NP_783327.1| GQMVRFRVVSLDENFHPLNELIPLLYIQDSKKNRIAQWQNFRLEG-GLKQLSFPLSSEPTQGSYKVVIRTESGRTVEHPFSVKEFVLPKFEVKVAVPETITILEEEMNVSVCG-IYTYGKPVPGHVTVNICRKYSNPS-SCFGEESLAFC   293
gi|6978425|ref|NP_036620.1| GQTVRFRVVSLDESFHPLNELIPLLYIQDPKNNRIAQWQNFNLEG-GLKQLSFPLSSEPTQGSYKVVIRTESGRTVEHPFSVEEFVLPKFEVRVTVPETITILEEEMNVSVCG-IYTYGKPVPGRVTVNICRKYSNPS-NCFGEESVAFC   290
gi|118083282|ref|XP_416476.2| GQTVLFRIVSLDENFHPLNEVLPLVYIEDPKKNRLYQWTKAELKE-GLIQLSFNLTTEPIQGTYAVVAQKAFGKTIHHPFSVEEYVLPKFEVTVKMPKVITILDEKLKVTVCG-LYTFGKPVPGHVSFRVCRKFEHPATACYGEEAKAVC   287
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                                             *    .           .      :       *:   :                 .                .::      .                                                         
gi|189528839|ref|XP_001923676.1| SEETTEITKTGCAIHNFGVSVFLN-STLKERLKDSLHVEAVVTEEGTEITMAKSESVPLTYEIGKVKVIDLPNTYEHGSV-IEGKIKLFDFKDAPIPNKEVYLLEGENWSSKLLLNLTTDSDGLASFSLNTSSLSKKDISLIANVYPDTR   430
gi|189528837|ref|XP_001921577.1| ---MTKITKTGCAIHNFGVSVFLN-STLKERLKDSLHVEAVVTEEGTEITMAKSESVPLTYEIGKVKVIDLPNTYEHGSV-IEGKIKLFDFKDAPIPNKEVYLLEGENWSSKLLLNLTTDSDGLASFSLNTSSLSKKDISLIANVYPDTR   145
gi|189528842|ref|XP_001345438.2| SEETTEITKAGCAIHNFGISVFLN-STLKERLMNSLHVEAVVTEEGTEITMTKSESVPLTYEIGKVTLIDLPKTYEHGSV-IEGKIKLFDFKDAPIPNKEVYLLEGENWSSKLLLNLTTDSDGLASFSLNTSSLSKKDISLIASVYPDTH   405
gi|189528833|ref|XP_001345556.2| LEETLEITKTGCAIHNFGLSMILN-STLKDNLKDSLHVEAVVTEEGTEITMTKSESVHLTYEIGKITLIDLPKTYEPGSV-IEGKIKLSDFKDAPIPNKEVYLLEGENWSSKLLLNLTTDSDGLASFSLNTSSLSKKDISLIANVYPDTR   434
gi|189528835|ref|XP_001345541.2| LGETLEITKTGCAIHNFGLSMILN-STLKNNLKDSLHVEAVVTEEGTEITRTKSESVHLTYEIGKATLIDLPKTYEHGSV-IKGKIKLFDFKDAPIPNKEVYLLEGENWSSKLLLNLTTDSDGLASFSLNTSSLSKKDISLIASVYPDTR   427
gi|189528831|ref|XP_001345569.2| VKESTEISKTGCANHTLALSVFFY-PTHHQLLND-LHIEATITEEETEITMTQSNTISLTYEIGKVTFTDLPKTYEYGSV-IEGKVKLARFRGTAVPGKHIYILENYSWPPKVLLNLTTDSNGLANFSLNTLRFVKSDINLMASAYPGYR   424
gi|189528829|ref|XP_001921519.1| LNKTAQMNELGCASFIFNTSAFLN-STFENDLQNSLLVNTNVTEEGTDIVMTKSETISLTYELGKVTFAELPDLFEHGSI-IEGKIKVAHFNGTPVYNKSVYLLEGRSWSSQLLLNLTTDRNGLAVFSFNTASLPSSDLHLMASLTSEVH   408
gi|189528827|ref|XP_697477.3| -----RLNKTGCAFEMFPLSSFIQKSVVEYITSQSLEFTASITEEGTGITEGGTEKVTLSYIIGTVKFIDVPDFYEEGSV-IKAKVKVELFNGQPVSNIKLVVYVPSGIG-----ELITDINGLANFTIDTSFGIGTTLILTVSFLFASL   366
gi|153945757|ref|NP_001093623.1| FPKNVIQGSARCSVSVIG--DIMG-RALK-NLANLLQMPYGCGEQNMIILGPNIYILRYLKVTAQLTPAIQDTAMTYLQSGYQGQLNYRHSDGS--------------------------------------------------------    99
gi|167963454|ref|NP_001108172.1| FPANVIKGSARCSVSVIG--DIMG-RSLR-NLANLLQMPYGCGEQNMIILAPNIYTLRYLKETAQLTQAIQDTATSYLQSGYQGELNYRHRDGS--------------------------------------------------------   368
gi|167621474|ref|NP_001108028.1| LNKSTKTNNTGCASLTLSTSSYFG-TSFESNLQNSFVVNVNLTEEGTGVVMSKSTTVSITFEVGKVTFVDLPKFYNYGST-VNGKISVSDFNGNPIYNKAVYLLDSSIWPNKLLFNLTTNNYGFAKFSLDTTSFPQADLNLVASATPQSY   449
gi|167963486|ref|NP_001108188.1| LNKSTKTNNTGCAALTLSTSSFFG-TSFESNLQNWFIVNVNLTEEGTGVVMSKSTTVSITFEVGKVTFVDLPKFYNYGST-VNGKISVSDFNGNPIYSKAVY------------------------------------------------   401
gi|125816799|ref|XP_001332356.1| LIKSTKTNNTGCASLTLSTSSFFG-TSFESNLQNSFVVNVNLTEEGTGVVMSKSTTVSITFEVGKVTFVDLPKFYNYGST-VNGKISVSDFNGNPINSKAVYLLDSSIWPNKLLFNLTTNKNGFAKFSLDTTSFPQADLNLVASATPQSY   449
gi|165972457|ref|NP_001107101.1| LNKSTRTNNTGCASLTLGTSSFFG-TSFESNLQNSFIVNVNLTEEGTGIVMSKSTTVSITFEVGKVTFVDLPKFYNYGST-VNGKISVSDFNGNPIYNKAVYLLDSSIWPNKVLFNLTTNYNGFAKFSLDTTSFPQADLNLVASATPQSY   449
gi|189519439|ref|XP_001922903.1| LKKSTKTTDTGCASLALSTSVFFG-TSFENNLQNSFVINVNITEEGTGVVMSKSTTVSITFEVGKVKFVDLPKFYNYGST-VNGKISASDFNGNPINNKVVYLLDSSQWPHKMLFNLTTNKNGFAEFSLWTTSFPKADLNLVASATPQSY   473
gi|66932947|ref|NP_000005.2| EKFSGQLNSHGCFYQQVKTKVFQL---KRKEYEMKLHTEAQIQEEGTVVELTGRQSSEITRTITKLSFVKVDSHFRQGIP-FFGQVRLVDGKGVPIPNKVIFIRGNEANYYS---NATTDEHGLVQFSINTTNVMGTSLTVRVNYKDRSP   430
gi|114643413|ref|XP_001139819.1| EKFSGQLNSHGCFYQQVKTKVFQL---KRKEYEMKLHTEAQIQEEGTVVELTGRQSSEITRTITKLSFVKVDSHFRQGIP-FFGQVRLVDGKGVPIPNKVIFIRGNEANYYS---NATTDEHGLVQFSINTTNVMGTSLTVRVNYKDRSP   430
gi|73997689|ref|XP_534893.2| EKFSHQLNSQGCFSQQIKTKIFQM---KRQGYEMKLEVEAKIQEEGTEVELTGKGSTEITRTITKLSFVKVDPYFRQGIP-FFGQVQLMDGKGVPMPNELIFITANEANYNS---NATTDERGLVQFSINTTNIMGTSLTVRVRHKDSRS   991
gi|157954061|ref|NP_001103265.1| EKFSGELNNEGCFSQQVNTKIFQL---KRQEFEMKIEVEAKIQEEGTEVELTGKGATEITTTITKLSFVTVDSNLRRGIP-FTGKVLLVDGKGVPMPNKVIFITANEANHNS---NTTTDEHGLAQFSITTTKIKGTSLSIRVKYKDHSP   430
gi|28274695|ref|NP_783327.1| EKFSQQLDGRGCFSQLVKTKSFQL---KRQEYEMQLDVNAKIQEEGTGVEETGKGLTKITRTITKLSFVNVDTHFGQGIP-FVGQVLLVDGRGTPIPYEMIFIGADEANQNI---NTTTDKNGLARFSINTDDIMGTSLTVRAKYKDSNV   436
gi|6978425|ref|NP_036620.1| EKLSQQLDGRGCFSQLVKTKSFQL---KRQEYEMQLDVHAKIQEEGTGVEETGKGLTKITRTITKLSFVNVDSHFRQGIP-FVGQVLLVDGRGTPIPYETIFIGADEANLYI---NTTTDKHGLARFSINTDDIMGTSLTVRAKYKDSNA   433
gi|118083282|ref|XP_416476.2| DEFSGQTDNHGCISKLVKTKLFQL---KRTGYENKLHVDAKIEEEETGIVLTGTSFSEITTTISKITFENSDSYYKPGIP-FFGQVKLVDGSGSPIANETVRISLQ-GGQEM---NYTTNEEGRALFALNTSTLYFNSVGIRATHKTHSY   429
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gi|189528839|ref|XP_001923676.1| FRQYKTPYFSRDKKTVKLF-QTATPYSPTFSKLIIENIEQPIKCGTEITATVKYYFVGETVEDFN-TDIVYIVLSKGVIVHHGYEKVEVKSS-NGVASGTMSFELSVGADVAPVVRILAYCVLPSENIIAASKSLDIEKCFGNKVSLQFS   577
gi|189528837|ref|XP_001921577.1| FRQYKTPYFSRDKKTVKLF-QTATPYSPTFSKLIIENIEQPIKCGTEITATVKYYFVGETVEDFN-TDIVYSVLSKGVIVHHGYEKVEVKSS-NGVASGTMSFELSVGADVAPVVRILAYCVLPSENIIAASKSLDIEKCFGNKVSLQFS   292
gi|189528842|ref|XP_001345438.2| FREYKTPYFSTDKKTVQVF-QTADPYTPILSELIMENIEQPIKCGTEITATVKYYFVGETVEGFN-TDIVYIVLSKGVIVRHGYEKLEVKSSSNRVSSGTVSFKLSVGADVAPVVQILVYCVLPSENIVAANKRLSIEKCFGNKVSLQFS   553
gi|189528833|ref|XP_001345556.2| YYGYKTPYFSTDKKTVQLF-RIATVYSPTLSELIIEDIEQPLKCGTEITATVKYYFVGETVEDFS-TDIVYMVLSRGVIVHHGFEKVEVKSSSNGLASGTMSFKLSVGADVAPVVQILAYCVLPSENVIAANKRLDTEKCFGNKVSLQFS   582
gi|189528835|ref|XP_001345541.2| YYGYKTPYFSTDKKTVQLF-QIATAYSPTLSELIIEDIEQPIKCGTEITATVKYYFVGETVEDFS-TDIVYMVLSRGVIVHHGFEKVEVKSSSNGVASGTMSFKLSVGADLTPVVQILAYCVLPSENVIAANKTLDTEKCFGNKVSLQFS   575
gi|189528831|ref|XP_001345569.2| SYFQKSPYFNTDEKTVQFFPKPAASYTPTFSELIIENIEQPLKCGTEITATVKYYFVKETVKIFN-ADIVYMVLSRGVIIHHGYEKVEVKSS-NAVASGTMSFKLSVGADVAPLVQILAYCVLPSENIAIHSENFHVEKCLKNKVSLQFS   572
gi|189528829|ref|XP_001921519.1| YG-YKTPYFTADEKTVRLL-QPATPYSPTLSELIIENIEQPLKCDTEITATVKYYFVGETVKDFN-TDIVYMVLSRGVIIHHGYEKVEVKSSSNGVASGTMSFKLSVGADVAPVVQILAYCVLPSEIVIAGSRKLDVEKCFRNKVSLQFS   555
gi|189528827|ref|XP_697477.3| LSTPEFVPFSFDSAHKTLQ-KKPKQDSFNKSQLDIKALEEPLKCGVEISVTVQYTIARETAESVT---IVYLVLSRAQIVSHGYESIELKGS-DRVVKGEVTFKVPFRSRMAPEIQFLAYCVLPSENVLAASKTFQTEKCFENKVSLRFS   511
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    99
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   368
gi|167621474|ref|NP_001108028.1| FSSNSPYFTTDSQVVQLS---QTDPDTPTFSDLSIVKLEQPLKCGTTYSVTVKYLFVGE-TGDYS-ADIIYMVMSRGVIVLHGFKTVQARAF-NTLTKGMVTFDLSILAKMAPMVQILVYSVLPSQTVVTGSASFDTEKCFSNQVSLQFS   593
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   401
gi|125816799|ref|XP_001332356.1| FSSNSPYFTTDSQVVQLS---QTDPDTPTFSDLSIVKLEQPLKCGTTYSVTVKYLFVGE-TGDYS-ADIIYMVMSRGVIVLHGFKTVQARAS-NTLTKGTVTFDLSILAKMAPVVQILVYSVLPSQTVVTGSALFDTEKCFANQVSLQFS   593
gi|165972457|ref|NP_001107101.1| FSYYSPYFTTDSQVVQLS---QTDPDTPTFSDLSIVKLEQPLKCGTTYSVTVKYLFVGE-TGDYS-ADIIYMVMSRGVIVLHGFKTVQARAS-NTLTKGTVTFDLSILANMAPMVQILVYSVLPSQTVVTGSASFDTEKCFSNQVSLQFS   593
gi|189519439|ref|XP_001922903.1| YGYNSPYFTTDSQVVRLSR--TAAPDTPTFSDLSIVKLEQPLKCGTTYPVTVTYSFVGE-TGDYS-ADIIYMVMSRGVIILHGFISVQALAS-DTLTKGTVTFDLSIVAKMAPVVQILVYSVLPSQTVVTGSASFDTEKCFSNQVSLQFS   618
gi|66932947|ref|NP_000005.2| CYGYQWVSEEHEEAHHTAY----LVFSPSKSFVHLEPMSHELPCGHTQTVQAHYILNGGTLLGLKKLSFYYLIMAKGGIVRTGTHGLLVKQE---DMKGHFSISIPVKSDIAPVARLLIYAVLPTGDVIGDSAKYDVENCLANKVDLSFS   573
gi|114643413|ref|XP_001139819.1| CYGYQWVSEEHEEAHHTAY----LVFSPSKSFVHLEPMSHELPCGQTQTVQAHYILNGGALQGLEKLSFYYLIMAKGGIVRTGTHGLLVKQE---DMKGHFSISIPVKSDIAPVARLLIYAVLPTGDVIGDSAKYDVENCLANKVDLSFS   573
gi|73997689|ref|XP_534893.2| CYGYQWLSIEHKEADHTAN----LVFSLSKSFVHLEPMPRELPCGQTQTIQAHYILNGQVLQELKELVFYYLIMAKGGIVRKGTHVLPVEQG---EMKGHFSMSVPVESDIAPVARLLIYAILPDGEVVGDSAKYKVENCLANKVDLSFR  1134
gi|157954061|ref|NP_001103265.1| CYGYQWLSEEHQDAYHSAN----LVFSRSNSFVYLEPLPRELPCGKTQTVQAHYVLKGQVLKDLKELVFYYLIMAKGGIVRSGTHTLPVEQG---DMQGHFSMSVPVESDIAPVARLLIYAILPDGEVVGDSARYEIEHCLANKVGLNFS   573
gi|28274695|ref|NP_783327.1| CYGFRWLTEENVEAWRTAN----AVFSPSRSFVHLESLPYKLRCEQTLAVQAHYILNDEAVLERKELVFYYLMMAKGGIVRAGTHVLPVTQG---HKKGHFSILISMETDLAPVARLVLYTILPNGEVVGDTVKYEIEKCLANKVDLVFH   579
gi|6978425|ref|NP_036620.1| CYGFRWLTEENVEAWHTAY----AVFSPSRSFLHLESLPDKLRCDQTLEVQAHYILNGEAMQELKELVFYYLMMAKGGIVRAGTHVLPLKQG---QMRGHFSILISMETDLAPVARLVLYAILPNGEVVGDTAKYEIENCLANKVDLVFR   576
gi|118083282|ref|XP_416476.2| CFDHSWVNPNYEDGYLHVK----RFYSPSRSFLKIEPSPETLSCGSSAEVRVHYILTPEAVGEKKKIVFYYLVMAKGIIKKAGTSILDLDKE---SVNGVFILQLPVEADFAPVAQVLVYTVTPSREVIADSTKFNIEKCFNNKVGLSFS   572
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gi|189528839|ref|XP_001923676.1| PAKAVPGEKNTLQLSAQPGSLCGLSAVDQSVLILESGKRLDADKIFSLLPFQYV-YYPY-----SAEDEQPCLPVRPRRSVLTDN-VYNSLKSVGLKMASNLA-VRVPECLSFRGLTYHR----------FRDIVMYHTSGRVGLGSSIE   709
gi|189528837|ref|XP_001921577.1| PAKAVPGEKNTLQLSAQPGSLCGLSAVDQSVLILESGKRLDADKIFSLLPFQYV-YYPY-----SAEDEQPCLPVRPRRSVLTDN-VYNSLKSVGLKMASNLA-VRVPECLSFRGLTYHR----------FRDIVMYHTSGRVGLGSSIE   424
gi|189528842|ref|XP_001345438.2| PAKAVPGEKNTLQLSAQPGSLCGLSAVDQSVLILESGKRLDADKIFNLLPVQSVSYYPY-----SVEDEQPCLHVRPRRSVLTDN-VYENLKRVGLKMASNLF-VRVPECLSYRGLTYHRKIGTCTAIYVPRTGVVNTARSRMGFSRPES   696
gi|189528833|ref|XP_001345556.2| PAKAVPGEKNTLQLSAQPGSLCGLSAVDQSVLILESGKRLDADKIFNLLPVQSVSYYPY-----SVEDEQACLYVRPRRSVLTDN-TYETLKSVGLKMATNLA-VRVPDCLSYRGLTYHKNL--------VMYPDHRPVPVMFALGMAGV   717
gi|189528835|ref|XP_001345541.2| PAKAVPGEKNTLQLSAQPGSLCGLSAVDQSVLILESGKRLEADKIFNLLPVHSVSDYPY-----SVEDGQACLYVRPRRSLLTDN-TYETLKSVGLKMATNLA-VRVPECLLYKGLAYHKNFGK------LMYRQNAPAPGMFAQGMAGV   712
gi|189528831|ref|XP_001345569.2| PAKAVPGEKNTLQLSAQPGSLCGLSAVDQSVLMLESGKRLDADKIFNLLPVKYGSGYPS-----SLPDEKECFYMMA---VPIEN-IFKSSKRIGLKMATNLAGVQEWAENTAPGSTSVEDQCG-RVHKQHSHLCVFVFQVRLSSVQDLS   712
gi|189528829|ref|XP_001921519.1| PAKAVPGEKNTLQLSAQSGSLCGLSAVDQSVLILESGKRLNADKIFNLLPVQYMSDYLY-----SVEDEQECLHVRSRRAVHTDS-AYETLKSVGLKMATNLI-VREPQCLTYRGLNYHR----------SFADYSEDFVVKMAMNYE-E   687
gi|189528827|ref|XP_697477.3| PTTAVPGEENTLQLSAQPGSLCGISAVDQSVLILESGQRLDADKVFKMLP---TMTFTY-----DVEDQMECLKFRSKRSLRTGDAVFETFKNMGLKVATNLV-IRIPHCIKFRDVLFQR---------AYGGKTSVCYISLSLALHIYT   643
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    99
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   368
gi|167621474|ref|NP_001108028.1| PSTAVPGEGSILTVSAQAGSLCGLSAIDQSVLIMQSGGRLSAEAVFNMLPLQSLSDYPY-----GAEDQQNCLNVRPRRAVPTDQ-AYNTFKSVGMKIATNLP-VREPECLKFKDLLYYRNFWG--VRDAVFAMAEKA-----PVSLAMA   729
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   401
gi|125816799|ref|XP_001332356.1| PASAVPGEGSILTVSAQAGSLCGLSAIDQSVLIMQSGGRLSAEAVFNMLPLQSLSDYPF-----GAEDQQNCLNVRPRRAVPTDQ-AYNTFKSVGIKIATNLP-VREPECLKFKDLLYYRNFHG--VFPLREVAFAVSGKAPAPLAMAEM   734
gi|165972457|ref|NP_001107101.1| PATAVPGEGSILTVSAQAGSLCGLSAIDQSVLIMQSGGRLSAEAVFNMLPLQSLSDYPY-----GAEDQQDCLNVRPRRAVPTDQ-AYNTFKSVGMKIATNLP-VREPECLKFKDLLYYRNFHR--VIPFRGTGFAMAEMAPAPLAMAEI   734
gi|189519439|ref|XP_001922903.1| PATAVPGEGSILTVSAQAGSLCGLSAIDQSVLIMQSGGRLSAEAVFNLLPLQSLSNYPP-----GAEDQQNCFYVRSRRAVPTNQ-AYNTFKSVGIKIATNLP-VRAPPCMTYKDVIYFPNFRG--VVPLQEAVFAMAREAPAPIAKAEV   759
gi|66932947|ref|NP_000005.2| PSQSLPASHAHLRVTAAPQSVCALRAVDQSVLLMKPDAELSASSVYNLLPEKDLTGFPG-PLNDQ--DDEDCINRHNVYINGITYTPVSSTNEKDMYSFLEDMGLKAFTNSKIRKPKMCPQLQQYEMHGPEGLRVGFYESDVMG-RGHAR   719
gi|114643413|ref|XP_001139819.1| PSQSLPASHAHLRVSAAPQSVCALRAVDQSVLLMKPDAELSASSVYNLLPEKDLTGFPG-PLNDQ--DDEDCINRHNVYINGITYTPVSSTNEKDMYSFLEDMGLKAFTNSKIRKPKMCPQLQQYEMHGPEGLRVGFYESDVMG-RGHAR   719
gi|73997689|ref|XP_534893.2| PTQSLPASQAHLQISASPQSLCALRAVDQSVLLAKPEAELSAASVYNLLPVKDLSGFPG-SLNQQEEDDRDCVHHHNIYINGVKYSPVSNTNEKDMYSFLKDMGLKVFTNTKIHKPKVCEQPEHMVAHSSRRLFASPVVSELQRSHELTD  1283
gi|157954061|ref|NP_001103265.1| PGQSFPASQAHLRVTASPQSLCALRAVDQSVLLMRPEAELSAATVYNLLPVKDLSSFPS-SVNQQEEDNEDCISHDNVYINGIMYFPVSNTNEKDMYSFLQDMGLKAFTNSKIHKPKICPQPEEHRIQHHT-LLASPVRAEMGRNRDFVH   721
gi|28274695|ref|NP_783327.1| PNIGLPATRAFLSVMASPQSLCGLRAVDQSVLLTKPEAELSASLVYDLLPVKDLTGFPK-GVNQQEEDTNGCLKQNDTYIR-NPVLPRQNTNEEDMYGFLKDMGLKVFTNLNIRKPKVCERLGVNK---------IPAAYHLVSQGHMDA   718
gi|6978425|ref|NP_036620.1| PNSGLPATRALLSVMASPQSLCGLRAVDQSVLLMKPETELSASLIYDLLPVKDLTGFPQ-GADQREEDTNGCVKQNDTYINGILYSPVQNTNEEDMYGFLKDMGLKVFTNSNIRKPKVCERLRDNKG--------IPAAYHLVSQSHMDA   717
gi|118083282|ref|XP_416476.2| SSEGLPSSDTHLLFRASPKSLCAVRAVDSSVLLMKPEADLSHSSVYSLLPVKELHDYHHGTDMLLEEPLEDCVPLKKIILNGITYSPVVEMNEDDTYSILKEMGLKVFTNSKVKKPWYCST-----------ESYAPAGIHIAASEGLAR   711
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gi|189528839|ref|XP_001923676.1| SSTFDNS-AVTIRTIFPETWIWDLAEVGDSGSTEVPVTVPDTITTWETEAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEIFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRQTFKWILTPSVLGVVN   857
gi|189528837|ref|XP_001921577.1| SSTFDNS-AVTIRTIFPETWIWDLAEVGDSGSTEVPVTVPDTITTWETEAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEIFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRQTFKWILTPSVLGVVN   572
gi|189528842|ref|XP_001345438.2| SLVNRDSPTVTIRTVFPETWIWDLAEVGDSGSAEVPVTVPDTITTWETEAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEIFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRQTFKWILTPSVLGVMN   845
gi|189528833|ref|XP_001345556.2| DGPVGNSPSVTIRTVFPETWIWELAEVGDSGSAEVPVTVPDTITTWETEAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEIFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRKTFKWILTPSVLGVVN   866
gi|189528835|ref|XP_001345541.2| DGLVGNSPSVTIRTVFPETWIWELAEVGDSGSAEVPVKVPDTITTWETEAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEIFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRKTFKWILTPSVLGVVN   861
gi|189528831|ref|XP_001345569.2| LATGVATVDENVRSVFPKTWLWQLIEISDSGSAEVPVTVPDTITSWETEAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEMFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRKTFKWILTPSVIGVVN   861
gi|189528829|ref|XP_001921519.1| DSFAVNSPDATIRTVFPETWIWQLAEVGDSGSAEVPVTVPDTITTWEMDAFCLS-STGLGLAPPAQLTVFQPFFLELSLPYSIIRGEIFELKATVFNYLSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRQTFKWILTPSVFGVVN   836
gi|189528827|ref|XP_697477.3| DQKIKGTLEETIRTFFPETWIWEIVEVGDSGSAEVPVTVPDTITSWATEAFCLS-STGLGLAPPAKLIVFQPFFLELSLPYSIVRGEIFELKATVFNYQSKCIMVKVSPAPSSDYTLKASSDDQYSSCLCANGRKTFKWILTPSVLGVVN   792
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    99
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   368
gi|167621474|ref|NP_001108028.1| G-TGGSSVDMTIRTYFPETWIWQLSLVGDSGSTSVPLTVPDTITTWDTEAFCLS-SNGFGLAPPALLTSFQPFFLELTLPYSIIRGEAFELVATVFNYLLQCIKIQVTPTPSSNYTLTPI-NDLSSSTLSTNWRKTIKWALTASVIGTVN   876
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   401
gi|125816799|ref|XP_001332356.1| A-GTGGSSVVTLRTYFPETWIWQLSLVGDSGSTSVPLTVPDTITTWDTEAFCLS-SNGFGLAPPALLTSFQPFFLELTLPYSIIRGEAFELVATVFNYLLQCIKIQVTPTPSSNYTLTPI-NDQSSSTLSTNWRKTIKWALTASVIGTVN   881
gi|165972457|ref|NP_001107101.1| GGTRGSSVDVTIRTYFPETWIWQLATVGDSGSTSVPLTVPDTTTTWDTEAFCLS-SNGFGLAPPVLLTSFQPFFLELTLPYSIIRGEAFELVATVFNYLLQCIKIQVTPTPSSNYTLTPI-NDQSSSTLSTNWRKTIKWALTASVIGTVN   882
gi|189519439|ref|XP_001922903.1| A--GSSSVDVTIRTYFPETWIWQLAHVGDSGSSSVPLTVPDTITTWDTEAFCLS-SSGFGLALPVLLTSFQPFFLELTLPYSIIRGEFFELKATVFNYLSQCIKVQVTPTPSSNFTLKSL-DDQDSSTISANGRKTFKWALTASVIGTLN   905
gi|66932947|ref|NP_000005.2| LVHVEEPHTETVRKYFPETWIWDLVVVNSAGVAEVGVTVPDTITEWKAGAFCLSEDAGLGISSTASLRAFQPFFVELTMPYSVIRGEAFTLKATVLNYLPKCIRVSVQLEASPAFLAVPVEKEQAPHCICANGRQTVSWAVTPKSLGNVN   869
gi|114643413|ref|XP_001139819.1| LVHVEEPHTETVRKYFPETWIWDLVVVNSSGVAEVGVTVPDTITEWKAGAFCLSEDAGLGISSTASLRAFQPFFVELTMPYSVIRGEAFTLKATVLNYLPKCIWVSVQLEASPAFLAVPVEKEQAPHCICANGRQTVSWAITPKSLGNVN   869
gi|73997689|ref|XP_534893.2| MVHFSEPLTETVRKYFPETWIWDLVVVDSSGVAEVEVTVPDTITEWKAGALCLSNDTGLGLSLPTSLQAFQPFFVELTMPYSVIRGEAFNLKATVLNYLSKCIRVSVQLDPNPAFLVQ--EKEQESHCICGNGRQTVSWAVTPKALGNVN  1431
gi|157954061|ref|NP_001103265.1| FDDTSEPPTETVRKYFPETWIWDLVVVSSSGVHEVEVTVPDTITEWKAGALCLSRDTGLGLSPTASLRVFQPFFVELTMPYSVIRGEAFTLKATVLNYLPKCIRVSVQLEASPAFLAVP-EKEQETYCICGNGRQTVSWAVTPKSLGNVN   870
gi|28274695|ref|NP_783327.1| FLESSESPTETTRSYFPETWIWDLVIVDSTGVAEMEVTVPDTITEWKAGAFCLSNDTGLGLSPVIDFQAFQPFFVDLTMPYSVIRGEAFTLKATVLNYLQTCIRVGVQLEASPDFLATPEEKEQKSHCICMNERHTMSWAVIPKSLGNVN   868
gi|6978425|ref|NP_036620.1| FLESSESPTETRRSYFPETWIWDLVVVDSAGVAEVEVTVPDTITEWKAGAFCLSNDTGLGLSPVVQFQAFQPFFVELTMPYSVIRGEAFTLKATVLNYLPTCIRVAVQLEASPDFLAAPEEKEQRSHCICMNQRHTASWAVIPKSLGNVN   867
gi|118083282|ref|XP_416476.2| TPTTPEEVTETIRKYFPETWIWSLVSISSEGNAELDVTIPDTITEWKASAFCMSPDTGFGLSPTVSLRAFQPFFVELTLPYSVVRGEAFTLKATVFNYLTACIRVSVILAQSTQFLATPVEKEEDSHCLCENGRKTVAWLVTPKSLGLVE   861
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gi|189528839|ref|XP_001923676.1| VTVSAEAEASQTVCDNEIVSVPERGRIDIVTRSLLVQAEGIEKTETNSWLLCPK------------------------------------GDSLSENVDLTVPKDVIEGSAKSSVSVIGDILGRALQNLHGLLRMPYGCGEQNMAVLSPN   971
gi|189528837|ref|XP_001921577.1| VTVSAEAEASQTVCDNEIVSVPERGRIDIVTRSLLVQAEGIEKTETNSWLLCPK------------------------------------GDSLSENVDLTVPKDVIEGSAKSSVSVIGDILGRALQNLHGLLRMPYGCGEQNMAVLSPN   686
gi|189528842|ref|XP_001345438.2| ITVSAEAEASQTVCDNEIVSVPERGRIDIVTRSLLVQAEGTEKTETNSWLLCPK------------------------------------GDSLSEEMNLTLPKDVIEGSAKSSVSVIGDILGRALQNLHGLLRMPYGCGEQNMAVLSPN   959
gi|189528833|ref|XP_001345556.2| VTVSAEAEASQTVCDNEIVSVPERGRIDIVTRSLLVQAEGIEKTETNSWLLCPK------------------------------------GDSLSEKVDLTLPKDVIEGSAKSSVSVIGDILGRALQNLHGLLRMPYGCGEQNMAVLSPN   980
gi|189528835|ref|XP_001345541.2| VTVSAEAEASQTVCDNEIVSVPERGRIDIVTRSLLVQAEGIEKTETNSWLLCPK------------------------------------GDSLSEKVDLTLPKDVIEGSAKSSVSVIGDILGRALQNLHGLLRMPYGCGEQNMAVLSPN   975
gi|189528831|ref|XP_001345569.2| VTVRAEAEASQTVCDNEIVSVPERGRIDTVTRSLLVQAEGIKKAKTNSWLLCPK------------------------------------GDSLLEEIDLTLPKDMIEGSVTSSVSVIGDIVGRSLKKLHRTLWRIYRSGNQNIAILSPS   975
gi|189528829|ref|XP_001921519.1| ITVSAEAEASQTLCDNEIVSVPERGRIDTVTRSLRVQAEGVEKIKIYSWLLCPQ------------------------------------GSRVSDEVTLTLPSDVIKGSVRSSVSVLGDILGRALQNLHGLLKMPYGCGEQNIAVLSPN   950
gi|189528827|ref|XP_697477.3| VTVSAEAEASQTVCDNEIVSVPERGRIDTVTRSLRVNAEGIEKTKSHSWLLCPK------------------------------------GQNHLEEVELAFPQNVIEGSGRATVSVLGDLLGRALKNLDGLLRMPYGCGEQNIAVLSPN   906
gi|153945757|ref|NP_001093623.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    99
gi|167963454|ref|NP_001108172.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   368
gi|167621474|ref|NP_001108028.1| VTISAEASPSQELCGDQDVTVPSRGRIDIVTRSLRVLAEGVERTFTRSWLLCPK------------------------------------GSVLSESVKITLPTNVIQGSASCSVSVIGDIMGRALNNLANLLQMPSGCGEQNMIILAPN   990
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   401
gi|125816799|ref|XP_001332356.1| VTISAEASPSQELCGDQDVTVPSRGRIDIVTRSLRVLAEGVERTFTRSWLLCPK------------------------------------GSMLSESVKITLPTNVIQGSASCSVSVIGDIMGRALNNLANLLQMPSGCGEQNMIILAPN   995
gi|165972457|ref|NP_001107101.1| VTISAEASPSQELCGDQDVTVLSRGRIDIVTRSLRVLAEGVERTFTRSWLLCPK------------------------------------GSMLSESVKITLPKSVIQGSASCSVSVIGDIMGRALNNLANLLQMPSSCGEQNMIILAPN   996
gi|189519439|ref|XP_001922903.1| VTVSGEASPSQELCGNQDVTVPSRGRIDIVTRSLLVLAEGVERTFIRSWLLCPK------------------------------------GTTLSEVVKITFPTNVIQGSAKCSVSVIGDIMGRALKNLDNLLRMPSGCGEQNMIILAPN  1019
gi|66932947|ref|NP_000005.2| FTVSAEALESQELCGTEVPSVPEHGRKDTVIKPLLVEPEGLEKETTFNSLLCP------------------------------------SGGEVSEELSLKLPPNVVEESARASVSVLGDILGSAMQNTQNLLQMPYGCGEQNMVLFAPN   983
gi|114643413|ref|XP_001139819.1| FTVSAEALESQELCGTEVPSVPEHGKKDTVIKPLLVEPEGLEKETTFNSLLCP------------------------------------SGGEVSEELSLKLPPNVVEESARASVSVLGDILGSAMQNTQNLLQMPYGCGEQNMVLFAPN   983
gi|73997689|ref|XP_534893.2| FTVSAEALESQELCGTEVTVVPEYGKKDTIIKSLLVEPEGLETETTFNSLLCA------------------------------------SDAEVSEQLSLKLPKNVVEESARASISVLGDILGSAMQNIQNLLRMPYGCGEQNMVLFAPN  1545
gi|157954061|ref|NP_001103265.1| FTVSAEAVESQELCGSEVPVVPEHGRKDTIIKPLLVEPEGLEKEVIFNSLLCPSVDFVFLGAEDGGQVLRHFPPAAATDTAADAHDPARPGAKVSESLSLKLPPNVVEESARASFSVLGDILGSAMRNTQNLLQMPYGCGEQNMARFAPN  1020
gi|28274695|ref|NP_783327.1| FTVSAEALDSKELCRNEVPVVPERGKKDTIIKSLLVEPEGLENEVTFNSLLCP------------------------------------TGAEVSEQISLKLPSDVVEESARASVTVLGDILGSAMQNTQDLLKMPYGCGEQNMVLFAPN   982
gi|6978425|ref|NP_036620.1| FTVSAEALNSKELCGNEVPVVPEQGKKDTIIKSLLVEPEGLENEVTFNSLLCP------------------------------------MGAEVSELIALKLPSDVVEESARASVTVLGDILGSAMQNTQDLLKMPYGCGEQNMVLFAPN   981
gi|118083282|ref|XP_416476.2| FLVSTEALQNQQPCRNTTVETPEKGRKDTVIRQLLVEPEGVEKETVQNLVLCLK------------------------------------GESVKEKFSLLLPSNVVQDSGRAYFSVLGDLMGTAMQNLHQLLQMPFGCGEQNMVLFAPN   975
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gi|189528839|ref|XP_001923676.1| IYILQYLENTKQLTSAIREKASSFLKSGYQRQLNYKHFDGAYSTF----GYGDGNTWLTAFVLRSFGKAQKYTFIDPQIIQSAKDWLISRRDSDGCFIQQGRLFNNRMKGGVTDNVTMTAYITASLLELETPVTDPVVTKGLSCLRSVIE  1117
gi|189528837|ref|XP_001921577.1| IYILQYLENTKQLTSAIREKASSFLKSGYQRQLNYKHFDGAYSTF----GYGDGNTWLTAFVLRSFGKAQKYTFIDPQIIQSAKDWLISRRDSDGCFIQQGRLFNNRMKGGVTDNVTMTAYITASLLELETPVTDPVVTKGLSCLRSVIE   832
gi|189528842|ref|XP_001345438.2| IYILQYLENTKQLTSAIREKASSFLKSGYQRQLNYKHFDGAYSTF----GYGDGNTWLTAFVLKSFGKAQKYTFIDPQIIQSAKDWLISRRNSDGCFIQQGRLFNNRMKGGVNNNVTMTAYITASLLELETPVTDPVITKGLSCLRSVIE  1105
gi|189528833|ref|XP_001345556.2| IYILQYLENTKQLTSAIREKASSFLKSGYQRQLNYKHFDGAYSTF----GYGDGNTWLTAFVLRSFGKAQKYTFIDPQIIQSAKDWLISRRDSDGCFIQQGRLFNNRMKGGVNDNVTMTAYITASLLELETPVTDPVITKGLSCLRSVIE  1126
gi|189528835|ref|XP_001345541.2| IYILQYLENTKQLTSAIREKASSFLKSGYQRQLNYKHFDGAYSTF----GYGDGNTWLTAFVLRSFGKAQKYTFIDPQIIQSAKDWLISRRDSDGCFIQQGRLFNNRMKGGVNDNVTMTAYITASLLELETPVTDPVITKGLSCLRSVIE  1121
gi|189528831|ref|XP_001345569.2| IYILQYLENTKQLTSAIREKASSFLKSGYQRQLKYRHRNGAYSTF----GNGKGNAWLTAFVLKSFVKAQKYIYIDPQIIKSAKKWLIGTQDPEGCFIQHGRLFNNRLKGGVSDHVTMTAYITASLLELETSVTDPVIIKGLSCLRSVIK  1121
gi|189528829|ref|XP_001921519.1| IYILQYLENTKQLTSAIREKASGFLKSGYQRQLNYRHHDGSYSTF----GNGEGNTWLTAFVLRSFDKAQRYIFVDPQIIQSAKDWLISRRDSDGCFIQQGRLFNSRMKGGVNDKVTMTAYITASLLELETPVTNPVVTKGLSCLRFVIE  1096
gi|189528827|ref|XP_697477.3| IYILQYLENTNQLTSAIRERASGFLKSGYQRQLNYLNLDGSYTTF----GQGEGNTWLTAFVLRTFGKAQDYIFIDPPKIEKSKEWLVSHQRPDGSYQIKGKLFNNRMKGGVSDSVTITAYITASLLELNIPVTDPAVSKGLSHLKQYAG  1052
gi|153945757|ref|NP_001093623.1| -----------------------------------------FSTF----GYDESNTWLTAFVMRTFGLARSFTYIDPNVLQSAKDWLISKQGSNGCFVQQGTLYHNDMRGGVGDNVTMTGYIVAALLEIGVPVTDPVVTKALSFLRPLVG   204
gi|167963454|ref|NP_001108172.1| -----------------------------------------FSTF----GYDASNTWLTAFVMRTFGLARSFTYIDPNVLKGAKDWLISTQGSDGCFVQQGTLYHNDMKGGVDDNVTMTGYIVASLLEIGVPVTDLVITRALSFLRPLVG   473
gi|167621474|ref|NP_001108028.1| VYILRYLTVTAQLTPAIQDTATSYLLTGYQGELNYRHSDGSFSTF----GYDASNTWLTAFVMRTFGLARSFTYIDPNVLKGAKDWLIGTQGSDGCFVQQGTLYHNDMKGGVGDNVTMTGYIVASLLEIGVPATDPVITKALSFLRPLVG  1136
gi|167963486|ref|NP_001108188.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   401
gi|125816799|ref|XP_001332356.1| VYILRYLTVTAQLTPAIRDTATGYLLTGYQGQLNYRHSDGSFSTF----GYDPSNTWLTAFVMRTFGLARSFTYIDPNVLAGAKNWLISTQGSDGCFVQQGTLYHNDMKGGVGDNVTMTGYIVASLLEIGVPVTDPVITKALSFLRPLVG  1141
gi|165972457|ref|NP_001107101.1| VYILRYLTVTAQLTPAIQDTATSYLLTGYQGELNYRHSDGSFSTF----GYDASNTWLTAFVMRTFGLARSFTYIDPNVLKGAKDWLIGTQGSDGCFVQQGTLYHNDMKGGVGDNVTMTGYIVASLLEIGVPATDPVITKALSFLRPLVG  1142
gi|189519439|ref|XP_001922903.1| IYILRYLTVTAQLTPVIRDTATGYLQIGYQGELNYRHTDGSFSTF----GYDPSNTWLTAFVMRTFGLARSFTYIDPNVLKSAKDWLISTQGSDGGFVQQGTLYHKDMKGGVGDNVTMTGYIVLSLLEIGVPVTDPVITKALSFLRPLVG  1165
gi|66932947|ref|NP_000005.2| IYVLDYLNETQQLTPEIKSKAIGYLNTGYQRQLNYKHYDGSYSTFGERYGRNQGNTWLTAFVLKTFAQARAYIFIDEAHITQALIWLSQRQKDNGCFRSSGSLLNNAIKGGVEDEVTLSAYITIALLEIPLTVTHPVVRNALFCLESAWK  1133
gi|114643413|ref|XP_001139819.1| IYVLDYLNETQQLTPEIKSKAIGYLNTGYQRQLNYKHYDGSYSTFGERYGRNQGNTWLTAFVLKTFAQARAYIFIDEAHITQALIWLSQRQKDNGCFRSSGSLLNNAIKGGVEDEVTLSAYITIALLEIPLTVTHPVVRNALFCLESAWK  1133
gi|73997689|ref|XP_534893.2| IYVLNYLNKTHQLTPEVMSKAIGYLNTGYQRQLKYKHRDGSYSTFGEQYGKNKGNTWLTAFVLKTFAQARTHIFIDEAHITQALMWLSQKQKDNGCFRSSGSLLNNAIKGGVEDEVTLSAYVTIALLEIPLSTTHPVVRSALFCLESAWK  1695
gi|157954061|ref|NP_001103265.1| IYVLDYLNETQQLTAELKSKAILYLNTGYQRQLLYKHFDGSYSTFGEHRGNSEGNTWLTAFVLKSFAQARGYIFIDEAHITEALTWLAQKQKSNGCFRSTGTLLNNAIKGGVDDEVTLSAYITIALLEMPLPVTHPVVRNALFCLDSAWK  1170
gi|28274695|ref|NP_783327.1| IYVLDYLNETEQLTQEIKTKAITYLNTGYQRQLNYKHRDGSYSTFGDKPGRSHANTWLTAFVLKSFAQARRYIFIDESHITQALTWLSQQQKDNGCFRSSGSLLNNAMKGGVEDEVTLSAYITIALLEMSLPVTHPVVRNALFCLDTAWK  1132
gi|6978425|ref|NP_036620.1| IYVLDYLNETQQLTQEIKTKAIAYLNTGYQRQLNYKHRDGSYSAFGDKPGRNHANTWLTAFVLKSFAQARKYIFIDEVHITQALLWLSQQQKDNGCFRSSGSLLNNAMKGGVEDEVTLSAYITIALLEMSLPVTHPVVRNALFCLDTAWK  1131
gi|118083282|ref|XP_416476.2| IYVLDYLNKTGQLSEEVKSKAIGYLVSGYQRQMNYKHPDGSYSTFGPRY-RQPGNTWLTAFVLKSFARARSHIFIDEKHIQDALIWLSQNQKENGCFRSSGVLLNNAMKGGVNDEVTLTAYITIALLEIPLPVTHSVVRNALFCLETAGN  1124
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gi|189528839|ref|XP_001923676.1| DVK------NTYTTALLAYTFSLARDTNTRQQLFSKLEDLAISDGPLVHWSQSASADD---------SASLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1249
gi|189528837|ref|XP_001921577.1| DVK------NTYTTALLAYTFSLARDTNTRQQLFSKLEDLAISDGPLVHWSQSASADD---------SASLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-   964
gi|189528842|ref|XP_001345438.2| DVK------NTYTTALLAYTFSLARDTNTRQQLFNKLEDLAISDGPLVHWSQSASADD---------SASLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1237
gi|189528833|ref|XP_001345556.2| EVK------NTYTTALLAYTFSLARDTNTRQQLFNKLEDLAISDGPLVHWSRSASADD---------SASLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1258
gi|189528835|ref|XP_001345541.2| EVK------NTYTTALLAYTFSLARDTNTRQQLFNKLEDLAISDGPLVHWSQSASADD---------SASLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1253
gi|189528831|ref|XP_001345569.2| DVK------NTYTTALLAYTFSLARDTNTRQQLFNKLEDLAISDGPLVHWSQSASADD---------SDSLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1253
gi|189528829|ref|XP_001921519.1| DVK------NTYTTALLAYTFSLARDTNTRQQLFNKLENLAISDGPLVHWSQSASADD---------SDSLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1228
gi|189528827|ref|XP_697477.3| DIR------NLYTSALLSYTFSLAKDKEVRDSLLNKLKNIAISEGPLVHWSQSASADD---------SDSLDVEISSYVLLAVLTADSLTT-ADLGFANRIVSWLVKQQNAYGGFSSTQDTVVALQALSLYATKVFS-SDGSSTVTVQS-  1184
gi|153945757|ref|NP_001093623.1| NLG------NTYVTALLAYTFSLAGETSTRAQLLNSLRNTAISEGTTLHWSQTTSGD------------TLAVEISAYVLLAVLNVQPVTT-ATLGYANRIVNWLVAQQNPYGGFTSTQDTVVALQAMALYASLVFS-SGGSSTVTVQSS   334
gi|167963454|ref|NP_001108172.1| NLG------NTYVTALLAYTFSLAGETSTRAQLLNSLRNTAISEGTTLHWSQTTSGD------------TLAVEISAYVLLAVLTVQPVTT-ANLGYANRIVNWLVAQQNPYGGFTSTQDTVVALQALALYAAQVFS-PGGSSKVTVQSS   603
gi|167621474|ref|NP_001108028.1| YLG------NTYVTALLAYTFSLAGETSTRAQLLSSLRNTAISEGTTLHWSQTTSGD------------TLAVEISAYVLLAVLTVQPVTT-ANLGYANRIVSWIVAQQNPYGGFSSTQDTVVALQALALYAAQAFT-PGGSSTVTIQSS  1266
gi|167963486|ref|NP_001108188.1| -----------------------------------------------------------------------------------------------------------------------------------AAQAFT-PGGSSTVTVQSS   419
gi|125816799|ref|XP_001332356.1| NLG------NTYVTALLAHTFSLAGETNTRAQLLSSLRNTAISEGTTLHWSQTTSGD------------TLAVEISAYVLLAVLTVQPVTT-ANLGYANRIVNWIVAQQNPYGGFSSTQDTVVALQALALYAAQAFT-PGGSSTVTVQSS  1271
gi|165972457|ref|NP_001107101.1| NLG------NAYVTALLAYTFSLAGETSTRAQLFSSLRNTAISEGTTLHWSQTTSGD------------TLAVEISAYVLLADLTVQPVTT-ANLGYANRIVSWIVAQQNPYGGFSSTQDTVVALQALALYAAQAFT-PGGSSTVTVQSS  1272
gi|189519439|ref|XP_001922903.1| NLG------NTYVTALLAYTFSLAGETSTRAQLLHSLRNTAISEGTTLHWSQTTSGD------------TLAVEISAYVLLAVLTVHPVTT-ANLGYANRIVNWLVAQQNPYGGFTSTQDTVVALQALALYAAQVFS-PGGSSTVTVQSS  1295
gi|66932947|ref|NP_000005.2| TAQEGDHGSHVYTKALLAYAFALAGNQDKRKEVLKSLNEEAVKKDNSVHWERPQKPKAPVGHFYEPQAPSAEVEMTSYVLLAYLTAQPAPTSEDLTSATNIVKWITKQQNAQGGFSSTQDTVVALHALSKYGAATFTRTGKAAQVTIQSS  1283
gi|114643413|ref|XP_001139819.1| TAQEGDHGSHVYTKALLAYAFALAGNQDKRKEVLKSLNEEAVKKDNSVHWERPQKPKAPVGHFYEPQAPSAEVEMTSYVLLAYLTAQPAPTSEDLTSATKIVKWITKQQNAQGGFSSTQDTVVALHALSKYGAATFTKTGKAAQVTIQSS  1283
gi|73997689|ref|XP_534893.2| SAKEGPHGKHVYTKALLAYAFALAGNQEKRREILTLLNEEAVKEESSVHWERPQKPRAPVERFYQPRAPSAEVEMTSYVLLAYLVAQPAPTSEELTSASRIVKWITKQQNSQGGFSSTQDTVVALQSLSRYGAATFTRTGKPTQVTIQYS  1845
gi|157954061|ref|NP_001103265.1| SAKEGSQGSHVYTKALLAYAFALAGNQERRTEVLTSLYEEAVKEDNTIHWTRPQKPRLLTEDIYQPRAPSAEVEMTAYVILAHVTAQPAPNPEDLKRATSIVKWISKQQNCQGGFSSTQDTVVALHALSRYGAATFTSARKAAQVTIQSS  1320
gi|28274695|ref|NP_783327.1| SARRGASGNHVYTKALLAYAFALAGNQDTKKEILKSLDEEAVKEDNSVHWTRAQKPRVPADLWYQPQAPSAEVEMTAYVLLAYLTTELVPTREDLTAAMLIVKWLTKQQNSHGGFSSTQDTVVALHALSKYGAATFTRAKKAAHVTIQSS  1282
gi|6978425|ref|NP_036620.1| SARGGAGGSHVYTKALLAYAFALAGNQDTKKEILKSLDEEAVKEEDSVHWTRPQKPSVSVGLWYQPQATSAEVEMTAYVLLAYLTTEPAPTQEDLTAAMLIVKWLTKQQNSHGGFSSTQDTVVALHALSKYGSATFTRAKKAAQVTIRSS  1281
gi|118083282|ref|XP_416476.2| GKE-----NHVYTKALLAYAFALAGKEEKRKEFLSSLEKEAVKKDGSVHWQRPGKEPEADLPYYRNKAPSAEVEMTAYVLLAHLTTQPAPSQEELSFASLIAKWIIGQQNPNGGFSSTQDTVVALQALSLYGASTYAKSGAASKVSLRSG  1269
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gi|189528839|ref|XP_001923676.1| --AGDSHHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQMAQFYNIPTP-TEAKT-LSIDAEVEGDCKKTFGQNLMLNVTVTYDGPQ--NRTNMVIVDIKLLSGFTAD-TSMLKTQRQSFDSLDFFGHAPVERIDSKDDHVLVYL  1392
gi|189528837|ref|XP_001921577.1| --AGDSHHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQMAQFYNIPTP-TEAKT-LSIDAEVEGDCKKTFGQNLMLNVTVTYDGPQ--NRTNMVIVDIKLLSGFTAD-TSMLKTQRQSFDSLDFFGHAPVERIDSKDDHVLVYL  1107
gi|189528842|ref|XP_001345438.2| --AGDSHHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQMAQFYNILTP-TEAKT-LSIDAEVEGDCKKTFGKSLLLNFTVTYDGPQ--AKTNMVIVDIKLLSGFTAD-TSMLKTQQQSYAS-------PVERIDSKDDHVLVYL  1373
gi|189528833|ref|XP_001345556.2| --AGDSHHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQIAQFYNIPTP-TEAKT-LSIDAKIEGDC-EALGQNFIFDFTVKYDGPE--EKTNMAIVDIKLLSGFTAD-TSALGTSSGTYVS-------LVERVDSKDDHVIVYL  1393
gi|189528835|ref|XP_001345541.2| --AGDSHHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQIAQFYNIPTP-TEAKT-LSIDAKIEGDC-EALGQNFIFDFTVKYDGPE--EKTNMAIVDIKLLSGFTAD-TSALGTSSGTYVS-------LVERVDSKDDHVIVYL  1388
gi|189528831|ref|XP_001345569.2| --AGDSHYFNVNQDNKLVYQEKQLANVPGKYKIEVKGSACVSVQMAQFYNILTP-KEVKT-LSIDVKIEGDCKKTFGNKLLLEFTVNYDGPH--ETTNMLIVDVKLLSGFTADDTTMFGSSSGFYVP-------LVEQVDYKDDHVIVYL  1390
gi|189528829|ref|XP_001921519.1| --AGDSQHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQIPLFYNIPTPPPTIKT-LSVEASVTGDCLASTAKNLMLNFTIKYSGTQ--TRTNMVIVDIKLLSGFTAD-TSMLAIPPHMYAL-------LVERVDSEDDHIMVYL  1365
gi|189528827|ref|XP_697477.3| --AGDSHHFDVNQDNKLLYQEKQLANVPGKYSIEVKGSACVSVQMSLFYNIPTP-KKSNK-LEFSVKTEGTCQNTDWQILDVILNIVYKGIQYIETSNMIIVDMKLLSGFSAEPIFMDEVKK------------AVSRVESSDEHIIVYL  1318
gi|153945757|ref|NP_001093623.1| VPAGDVYNFAVTPNNRLLYQESPLNNFPGTYSVVASGSTCVSVQVACFYNIPTP-VVVAKTLSVVAKVTGNCKASPVN-LMLTFTVKYTGPK--PTTNMLLVDIKVLSGFTAD-TSLLGSPPNFSP--------LVQRVDTEGDRVLVYL   471
gi|167963454|ref|NP_001108172.1| VPTGDVFHFAVTPNNRLLYQESPLKNFPGTYSVAATGSACVSVQVVCFYNVPTPPVRFSKTLSVGAKVTGDCQAVPVN-LMLTFTVRYTGPK--PTTNMVLVDIKLLSGFTAD-TSLLGSPPNFTP--------FVQRVDAEGDHVLVYL   741
gi|167621474|ref|NP_001108028.1| VPAGDIFNFAVTPNNRLLYQRNSLNNFPGTYSVVARGSACASVQVACFYNIPTP-VTVARTLSVVAKVTGDCQAATVN-LMLTFTVKYNGRK--PTTNMVLVDIKVLSGFTAD-TSLLGSPPNFAP--------LVQRVDSNGDHVLVYL  1403
gi|167963486|ref|NP_001108188.1| VPAGDIFNFAVTPNNRLLYQRNSLNNFPGTYSVVARGSACASVQVACFYNIPTP-LTVARTLSVVAKVTGDCQAAPVN-LMLTFTVKYNGRK--PTTNMVLVDIKVLSGFTAD-TSLLGSPPNFAP--------LVQRVDSNGDHVLVYL   556
gi|125816799|ref|XP_001332356.1| VPAGDIFNFAVTPNNRLLYQRNSLNNFPGTYSVVARGSACASVQVACFYNIPTP-VMVARTLSVVAKVSGDCQAAPVN-LMLTFTVKYNGRK--PTTNMVLVDIKVLSGFTAD-TSLLGSPPNFAP--------LVQRVDSNGDHVLVYL  1408
gi|165972457|ref|NP_001107101.1| VPAGDVFNFAVTPNNRLLYQRNSLNNFPGTYSVVARGSACASVQVACFYNIPTP-VTVARTLSVVAKVTGDCQAAPVN-LMLTFTVKYNGRK--PATNMVLVDIKVLSGFTAD-TSLLGSPPNFAP--------LVQRVDSNGDHVLVYL  1409
gi|189519439|ref|XP_001922903.1| VPAGDVFNFAVTPNNRLLYQRNSLNNVPGTYSVVARGSACASVQVSCFYNIPTP-ITVSKTLSVVAKVTGNCQAAPVN-LMLTFTVKYTGPK--PTTNMVLVDIKVLSGFTAD-TSLLGSPPNFTP--------FVQRVESDGDHVLVYL  1432
gi|66932947|ref|NP_000005.2| --GTFSSKFQVDNNNRLLLQQVSLPELPGEYSMKVTGEGCVYLQTSLKYNILPEKEEFPFALGVQTLPQTCDEPKAHTSFQISLSVSYTGSR--SASNMAIVDVKMVSGFIPLKPTVKMLERSN----------HVSRTEVSSNHVLIYL  1419
gi|114643413|ref|XP_001139819.1| --GTFSSKFQVDNNNRLLLQQVSLPELPGEYSMKVTGEGCVYLQTSLKYNILPEKEEFPFALGVQTLPQTCDEPKAHTSFQISLSVSYTGSR--SASNMAIVDVKMVSGFIPLKPTVKMLERSN----------HVSRTEVSSNHVLIYL  1419
gi|73997689|ref|XP_534893.2| --GTFFTKFQVDDDNRLLLQQTSLPKVPEEYTMTVTGGGCVYLQTSLKYNILPEREESPFALEVQTLPQTCDRPKAHTSFHILLNVSYTGSR--PESNMVITDVKMVSGFIPLKPTVKMLERSS----------HVSRTEVSNNHVLIYL  1981
gi|157954061|ref|NP_001103265.1| --GTFSTKFQVENSNRLLLQQVSLPEVPGEYSMSVTGEGCVYLQTSLKYNILPKKDEFPFALEVQTLPQTCDGPKAHTSFQISLSVSYIGSR--PASNMAIVDVKMVSGFIPLKPTVKMLERS-----------NVSRTEVSNNHVLIYL  1455
gi|28274695|ref|NP_783327.1| --GAFYTKFQVNNDNQLLLQRVTLPTVPGDYTAKVAGEGCVYLQTSLKYSVLPREKEFPFALVVQTLPGTCEDLKAHTTFQISLNISYIGSR--SDSNMAIADVKMVSGFIPLKPTVKMLERSV----------HVSRTEVSNNHVLIYL  1418
gi|6978425|ref|NP_036620.1| --GTFSTKFQVNNNNQLLLQRVTLPTVPGDYTVKVTGEGCVYLQTSLKYSVLPREEEFPFAVVVQTLPGTCEDPKAHTSFQISLNISYTGSR--SESNMAIADVKMVSGFIPLKPTVKMLERSV----------HVSRTEVSNNHVLIYL  1417
gi|118083282|ref|XP_416476.2| --GDFQQDFHVDPSNRLLLQHVALPQVPGEYSIEVSGKGCVYLQTSLRYNVQPKQESAPFLLHVHTSPETCEDSKAHKVFDIGINVSYTGER--SVSNMVIIDVKMLSGFIPVKSSVRKLAHHQ----------VIERTEFSTNHVLVYV  1405
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gi|189528839|ref|XP_001923676.1| EEVLKEDPVNLQIGLNQIIQVKNLKPAVIKVYDYYQTSDQSEMEYSSHCE---------  1442
gi|189528837|ref|XP_001921577.1| EEVLKEDPVNLQIGLNQIIQVKNLKPAVIKVYDYYQTSDQSEMEYSSHCE---------  1157
gi|189528842|ref|XP_001345438.2| KEVPKADPVNLQIGLNQIIQVKNLKPAVIKVYDYYQTSDQSEMEYSSHCE---------  1423
gi|189528833|ref|XP_001345556.2| KEISKNVAMNYQIQMKQVLQVKNLKPAVVKVYDYYQTSDQSEIEYSFHCEALKNIN---  1449
gi|189528835|ref|XP_001345541.2| KEIPKNVAMNYQIQMKQVLPVKNLKPAVVKVYDYYQTSDQSEIEYSFHCEALKNIN---  1444
gi|189528831|ref|XP_001345569.2| KEVPKHFPVNYQIQMKQVLHVMNLKPAVIKVYDYYQTSDQSETEYYFHC----------  1439
gi|189528829|ref|XP_001921519.1| KEVPKNSPQLYTIQMKQAFPVRSLRPAVIKVYDYYQTSDQSETLYSSPCA---------  1415
gi|189528827|ref|XP_697477.3| NEIRNNINYRLPFRIKRIFSVKNLKPAVIKVYDYYQTSERAEAEYTNHCA---------  1368
gi|153945757|ref|NP_001093623.1| QEVPKGVPVTYSIQLTQTVAVKNLKPAVINVYDYYQRSESFETTYTSVCS---------   521
gi|167963454|ref|NP_001108172.1| QEVPKGVPVTFSIQLTQAVAVKNLKPAVINIYDYYQRSDRFETKYTSCR----------   790
gi|167621474|ref|NP_001108028.1| QEVPKGIPVTFSIQLTQTVAVQNLKPAVINIYDYYQRNDKFETTYKSPCP---------  1453
gi|167963486|ref|NP_001108188.1| QEVPKGVPVTFSIQLTQAVAVQNLKPAVINIYDYYQRNDKFETTYKSPCP---------   606
gi|125816799|ref|XP_001332356.1| QEVPKGVPVTFSIQLTQTVAVQNLKPAVINIYDYYQRNDKFETTYKSPCP---------  1458
gi|165972457|ref|NP_001107101.1| QEVPKGVPVTFSIQLTQTVAVQNLKPAVINIYDYYQRSDKFETTYKSPCP---------  1459
gi|189519439|ref|XP_001922903.1| QEVPKGVPVTFSIQLTQAVAVQNLKPAVIYIYDYYQRNDKFETTYKSPCP---------  1482
gi|66932947|ref|NP_000005.2| DKVSN-QTLSLFFTVLQDVPVRDLKPAIVKVYDYYETDEFAIAEYNAPCS---KDLGNA  1474
gi|114643413|ref|XP_001139819.1| DKVSN-QTLSLFFTVLQDVPVRDLKPAIVKVYDYYETDEFAIAEYNAPCS---KDLGNA  1474
gi|73997689|ref|XP_534893.2| DKVTN-QTLSLSFMVLQDVPVRDLKPAIVKVYDYYETDEFAIAEYNAPCS---KDHGNA  2036
gi|157954061|ref|NP_001103265.1| DKVTN-ETLTLTFTVLQDIPVRDLKPAIVKVYDYYETDEFAVAEYSAPCS---KDIGNA  1510
gi|28274695|ref|NP_783327.1| DKVSN-QMLTLFFMVQQDIPVRDLKPAIVKVYDYYEKDEFAVAKYSAPCS---AGYGNA  1473
gi|6978425|ref|NP_036620.1| DKVSN-QTVNLSFTVQQDIPIRDLKPAVVKVYDYYEKDEFAVAKYSAPCS---TDYGNA  1472
gi|118083282|ref|XP_416476.2| EKLSN-VTLSFSFTVEQDIPVQGLKPAQVKVYDYYETDEFAIQEYSAPCTTAKAEQGNA  1463
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