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gi|58331148|ref|NP_005931.2| MAPAAWLRSAAARALLPPM-------LLLLLQPPPLLAR-ALPPDAHHLHAERRGPQPWHAALPSSPAPAP-ATQEAPRPASSLR-PPRCGVPDP---------------SDGLSARNRQKRFVLSGGRWEKTDLTYRILRFPWQLVQEQ   125
gi|114685393|ref|XP_515022.2| MCAAVQRRRCCCP---------------------------GSAPDAHHLHAERRGPQPWHAALPSSPAPAP-ATQEAPRPASSLR-PPRCGVPDP---------------PDGLSARNRQKRFVLSGGRWEKTDLTYRILRFPWQLVQEQ   106
gi|73995874|ref|XP_543534.2| MARAPRLRGAALRALLLPL-------LLLLLPPPPLLAWAPRPPDAHRRHPVRRGPQPWHEAGPSSLVPAP-TAQDTPQPASSPR-PPRCGVPDP---------------PDGLSARNRQKRFVLSGGRWDKTDLTYRILRFPWQLVREQ   126
gi|6678894|ref|NP_032632.1| MARAACLLRAISRVLLLPLP---LLLLLLLLLPSPLMAR-ARPPESHRHHPVKKGPRLLHAALPNTLTSVP-ASHWVPSPAGSSR-PLRCGVPDL---------------PDVLNARNRQKRFVLSGGRWEKTDLTYRILRFPWQLVREQ   129
gi|6981212|ref|NP_037112.1| ------------------------------------MAR-ARPPENHRHRPVKRVPQLLPAALPNSLPSVP-ASHWVPGPASSSR-PLRCGVPDP---------------PDVLNARNRQKRFVLSGGRWEKTDLTYRILRFPWQLVREQ    96
gi|119909610|ref|XP_584877.3| MGRSRGRPGAHILS------------------------------DAPRRHPVSRGPQPWPDAPPDSDAPAL-ATQEALPLAGRPR-PPRCGVPDL---------------PDGPSARNRQKRFVLSGGRWEKTDLTYRILRFPWQLLREQ   103
gi|118098674|ref|XP_001232777.1| MQESDRPGRSSPPGMARPPLPAAALLAAALLHCAPAAPARRHKPDMSRKHHTWKEQSPWLSSLVGTGVPAKGFPMGADEQAARWN-PPRCGVPDLPV------------LPDGQNGRNRQKRFVLSGGRWDKTDLTYKIIRFPWQLVKSK   137
gi|189522615|ref|XP_692205.3| MRVSGLLACAFALHVLLTAR-CLPLHGGQGLAKHKESPGLSYIPHLHSEKRRGRVPHPQDTFKPPAWPKEEPHINTPLRNSSRATGPKRCGVPDY---------------PEQRDVHLRQKRYVLFGGRWPKTDLTYKIQRFPWQMREDK   134
gi|125825560|ref|XP_694153.2| MRSAQLLSALFYCIACIHS-----------LPVPDGNSHRYRPAADWPQKTHHHGLKKRGRLHHVQDTLNEDFSNKRAQPHTQFWNRPRCGVPDYPSEKGGSSLHFSAHKGGLLGGRHRRKRFDLFPGRWDKTDLTYKIIQSPRQMNLER   139
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gi|58331148|ref|NP_005931.2| VRQTMAEALKVWSDVTPLTFTEVHEGRADIMIDFARYWHGDDLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGDDQGTDLLQVAAHEFGHVLGLQHTTAAKALMSAFYTFRYPLSLSPDDCRGVQHLYGQPWPTV----TSRTPAL   271
gi|114685393|ref|XP_515022.2| VRQTMAEALKVWSDVTPLTFTEVHEGRADIVIDFARYWHGDDLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGDDQGTDLLQVAAHEFGHVLGLQHTTAAKALMSAFYTFRYPLSLSPDDRRGVQHLYGQPWPTV----TSRTPAL   252
gi|73995874|ref|XP_543534.2| VRQTVAEALQVWSEVTPLTFTEVHEGRADIMIDFTRYWHGDNLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGNNQGTDLLQVAAHEFGHTLGLQHTTAAKALMSPFYTFRYPLSLSPDDRRGIQHLYGQPRTAP----TSRPPAV   272
gi|6678894|ref|NP_032632.1| VRQTVAEALQVWSEVTPLTFTEVHEGRADIMIDFARYWHGDNLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGDNQGTDLLQVAAHEFGHVLGLQHTTAAKALMSPFYTFRYPLSLSPDDRRGIQHLYGRPQMAP----TSPAPTL   275
gi|6981212|ref|NP_037112.1| VRQTVAEALRVWSEVTPLTFTEVHEGRADIMIDFTRYWHGDNLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGD-KGTDLLQVAAHEFGHVLGLQHTTAAKALMSPFYTFRYPLSLSPDDRRGIQHLYGRPQLTP----TSPTPTL   241
gi|119909610|ref|XP_584877.3| VRQTVAEALQVWSDVTPLTFTEVHEGRADIVIDFTRYWHGDNLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGDNQGTDLLQVAAHEFGHVLGLQHTTAAKALMSPFYTFRYPLSLSPDDRRGIQQLYGRPQLAP----TSRPPDL   249
gi|118098674|ref|XP_001232777.1| VRRTIEEALKVWSDVTPLTFTEVQEGRADIVIDFTRYWHGDNLPFDGPGGILAHAFFPKTHREGDVHFDYDETWTIGNNLGTDLLQVAAHEFGHVLGLQHTTVSKSLMSPFYIFRYPLSLSEDDKQGIQYLYGKPKLDPDP--TPTQPAE   285
gi|189522615|ref|XP_692205.3| VRRIFQEALKVWSDVTPLTFTEVVNQEADIVIDFTRYWHGDNLPFDGPGGILAHAFFPRTHREGDIHFDYDESWTVGNELGTDLLQVAAHEFGHVLGLQHSLVPGAIMSPFYSFSYPLKLSEDDKKGIQYLYGPPVRAQ-----------   273
gi|125825560|ref|XP_694153.2| VRYVIREALRAWSDETPLNFTEVLSGRADIMFDFYRYSHGDYLNFDGPGGILAHAFFPRTYREGEIHFDMDESWTLGNSMGTDLLQVATHEIGHVLGLQHSKVPGAVMAPFYTFSNPVRLSEDDKRGIQALYGSKRSDETVKAAERRPTF   289
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gi|58331148|ref|NP_005931.2| GPQAGIDTNEIAPLEP-DAPPDACEASFDAVSTIRGELFFFKAGFVWRLRGGQLQPGYPALASRHWQGLPSPVDAAFEDAQGHIWFFQGAQYWVYDGEKPVLGPAPLTELGLVRFPVHAAL-VWGPEKNKIYFFRGRDYWRFHPSTRRVD   419
gi|114685393|ref|XP_515022.2| GPQAGIDTNEIAPLEP-DAPPDACEASFDAVSTIRGELFFFKAGFVWRLRGGQLQPGYPALASRHWQGLPSPVDAAFEDAQGHIWFFQGAQYWVYDGEKPVLGPAPLTELGLVRFPVHAAL-VWGPEKNKIYFFRGRDYWRFHPSTRRVD   400
gi|73995874|ref|XP_543534.2| GPQAGVDTNEIAPLEP-EAPPDACEITFDAVSTIRGELFFFKAGFVWRLRGGRLQPGYPALASRHWQGLPSPVDAAFEDAQGHIWFFQGAQYWVYNGEKPVLGPAPLSELGLLGSPIQAAL-AWGPEKNKIYFFGGRDYWRFHLSTRRVD   420
gi|6678894|ref|NP_032632.1| SSQAGTDTNEIALLEP-ETPPDVCETSFDAVSTIRGELFFFKAGFVWRLRSGRLQPGYPALASRHWQGLPSPVDAAFEDAQGQIWFFQGAQYWVYDGEKPVLGPAPLSKLGLQGSPVHAAL-VWGPEKNKIYFFRGGDYWRFHPRTQRVD   423
gi|6981212|ref|NP_037112.1| SSQAGTDTNEIALQEP-EVPPEVCETSFDAVSTIRGELFFFKAGFVWRLRSGQLQPGYPALASRHWQGLPSPVDAAFEDAQGQIWFFQGAQYWVYDGEKPVLGPAPLSKLGLQGSPVHAAL-VWGPEKNKIYFFRGGDYWRFHPRTQRVD   389
gi|119909610|ref|XP_584877.3| GPGTGADTNEIAPLEP-DAPPDACQVSFDAAATIRGELFFFKAGFVWRLRGGRLQPGYPALASRHWQGLPSPVDAAFEDAQGHIWFFQGAQYWVYDGEKPVLGPAPLSELGLQGSPIHAAL-VWGSEKNKIYFFRSGDYWRFQPSARRVD   397
gi|118098674|ref|XP_001232777.1| LPQPDLETNEITNTEP-SCRPDACETAFDAAATIRGELFFFTSRYVWRLRAGKLQAGYPALASRHWQGIPSSVDATFEDPLGNIWFFQDSQYWIYDGERRVSGPTPTVELGLPASPVQAAL-VWGAEKNKIYIFSGGNYWRFNPHTRQVD   433
gi|189522615|ref|XP_692205.3| -PQIPAETNDIPS----AFPPDACHTDFDAVSIIRGELFFFKASYAWRIRDGRLQAGYPALASRHWSGIPQKIDAAYEDKKGNIWFFEGSNYWVFDAEHRIKGPDSLLSLGLRVSNIQAALRVKEHHSQHTYFFKSGNYWRLDPQENRVD   418
gi|125825560|ref|XP_694153.2| TERNEIDATFFPPVHPNPSHPDACQTNFDAVSMIRGELFFFKSGYVWRIRDGKLQAGYPALASRHWRGIPDNIDAAFEDMSGNIWFFQGQNYWVFDAERQITGPDSVQRLGLLVNDIQAALMWGDTKAQKIYFFKKGSYWRFNLKENRVE   439
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gi|58331148|ref|NP_005931.2| SPVPRRA-TDWRGVPSEIDAAFQDADGYAYFLRGRLYWKFDPVKVKALEGFPRLVGPDFFGCAEPA-NTFL------------   488
gi|114685393|ref|XP_515022.2| SPVPRRA-TDWRGVPSEIDAAFQDADGYAYFLRGRLYWKFDPVKVKALEGFPRLVGPDFFGCAEPA-NTFL------------   469
gi|73995874|ref|XP_543534.2| SPVPRRA-TDWRGVPSEIDAAFRDADGYAYFLRGRLYWKFDPVKVKALEGFPRLVGPDFFGCTEPA-NTFR------------   489
gi|6678894|ref|NP_032632.1| NPVPRRS-TDWRGVPSEIDAAFQDAEGYAYFLRGHLYWKFDPVKVKVLEGFPRPVGPDFFDCAEPA-NTFR------------   492
gi|6981212|ref|NP_037112.1| NPVPRRT-TDWRGVPSEIDAAFQDAEGYAYFLRGHLYWKFDPVKVKVLESFPRPIGPDFFDCAEPA-NTFR------------   458
gi|119909610|ref|XP_584877.3| SPVPRRV-TDWRGVPSEIDAAFQDAEGFAYFLRGRLYWKFDPVKVKALEGFPRLVGPDFFSCTEAA-NTFR------------   466
gi|118098674|ref|XP_001232777.1| NVYPRTM-ADWRGVPQEIDAAFQDELGFAYFLRGQDYWKFDPVQVKVLEGYPRQISQDFFSCTPSS-NSFR------------   502
gi|189522615|ref|XP_692205.3| TSAPRRIQQDWWGVPEEIDAAFQEASGFVVFISRRQYWKFDPVQRKVLEGYPRYIGADFFGFVLVSLNGFPATKDPVFASDLT   501
gi|125825560|ref|XP_694153.2| SMHPRSM-SDWRGIPSDIDAAFQDRFGFAHFLRGKQYWKFDPVEVRVLEGYPRYIGVDFFGCSAAL---YR------------   506
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