
                                                                                                                                                                                        
gi|45433552|ref|NP_942122.2| -----------------------------------------------------MEKLLRLCCWYSWLLLFYYNFQVRGVYSRSQ--DHPGFQVLASASHYWPLENVDGIHELQDTTG--------------------------------D    63
gi|77736075|ref|NP_001029736.1| -----------------------------------------------------MKKLLPLCCWHSWLLLFYCDFQVRGAHTRSH--VHPGFEVLASASHYWPLENVDGIHELQETTG--------------------------------D    63
gi|124486787|ref|NP_001074811.1| -----------------------------------------------------MKDLPAFPCSWVWLLWSFCSVQVCSTQPRAQ--EHPGFAVLASASHYWPLENVDGILELQDTTGALRTLNLTVPLSHNATFVFTNDSAYSNLSATVD    95
gi|73995023|ref|XP_543354.2| -----------------------------------------------------MRKLW-LRRGHSWLLLLYCAFQVHRVCSGSP--AHPGFEILASASHYWPLENVDGIHELQDTTG--------------------------------D    62
gi|118098440|ref|XP_415094.2| MRAALEVPVSATGWGALSAAARMEQKRLNGDTLRAAEQHGSWRRRATENRIRLLEENGHIFRRQDFIMTKYVCSSESDYLYGANNAVLRGFKVFSSASHYWPLEDVDGIHEFRDTNG--------------------------------D   118
gi|56693273|ref|NP_001008601.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|45433552|ref|NP_942122.2| IVEGKVNKGIYLKEEKGVTLLYYGRYNSSCISKPEQCGPEGVTFSFFWKTQGEQSRPIPSAYGGQVISNGFKVCSSGGRGSVELYTR-DNSMTWEASFSPPGPYWTHVLFTWKSKEGLKVYVNGTLSTSDPSGKVSRDYGESNVNLVIGS   212
gi|77736075|ref|NP_001029736.1| IVEGKVNKGIYLKEGKGVTFLYYRKNKTSCISNPAQCGPEGVSFSFFWKTQGEQSTSIPSAYGGQVISNGFKVCSRGGKGSVELYTH-NKSVTWEASFSPPGHYWTHVLFTWKSEEGLKVYVNGTLRTSDPSGKASPAYGESNDNLVL--   210
gi|124486787|ref|NP_001074811.1| IMEGKVNKGIYLKEEKGVTFLYYGTYKSSCISNPAQCGPEGVTFSFFWKTQGDQTRPAPYAYGGQVVSDGFKVCSSGGKGSVELYTR-DNSMTWKATFNPPGPYWTHVLFTWKSKEGLKVYVNGTLSTSDPSGKVSHTYGDPHVNLVIGS   244
gi|73995023|ref|XP_543354.2| IVEGKVSKGIYLKEEKGVTLLYYGRYKASCISSPAQCDPDGVTFSFFWKTQGEQSRPTPSAYRGQVVSDGFKVCSSGGKGSVELYTR-ENSMTWEATFSPPGPYWTHVLFTWKSKEGLKVYVNGTLSTSDPSGKVSHAYGEPSVNLVIGS   211
gi|118098440|ref|XP_415094.2| IVEGMVNKGIYVTEKKGVTFLFFGRYQNSCISNPEVCGPEGVTFSFFWKTQDQQTK-FPPASGGQVISSGFKICSSEGEGSVEFYTRGNAMMKWKASFSPPGPYWTHILFTWKSREGLKVYVNGTLNTTDPDGKVFYDYGDPSANLLTGT   267
gi|56693273|ref|NP_001008601.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|45433552|ref|NP_942122.2| EQDQAKCYENGAFDEFIIWERALTPDEIAMYFTAAIGKHALLSSTLPSLFMTSTASPVMPTDAYHPIITNLTEERKTFQSPGVILSYLQNVSLSLPSKSLSEQTALNLTKTFLKAVGEILLLPGWIALSEDSAVVLSLIDTIDTVMGHVS   362
gi|77736075|ref|NP_001029736.1| --DLTKSYENRAFDEFIIWERALTPDEIAMYFTAAIGEQLSLSSTPPSFSVTPTVNTMAPTNAYHPIITNLTEERKNFRRPGVVLSYLQNMSLSLPNKSLSEETAFNLTKTFLNTVGEVLRLPSWTAVSEDSAVVPGLIDTIDTVMSHIT   358
gi|124486787|ref|NP_001074811.1| EQDQTKRYENGAFDEFIIWERALTPDEIKMYFTAAIGKHALLSSTPP---AMPTAHTVIPTDAYHPIITNLTEERKRFQRPGTVLRYLQNVSLRLPNKSLSEETALNLTETFLRTVGEVLLLPSWTHESEDNAMTLGLVDTIDTVMGHIS   391
gi|73995023|ref|XP_543354.2| EQDETKHYEDGAFDEFIIWERVLTPDEIAMYFTAAIGKHALLSSTPQSFFMTPPANTMMPTNAYHPIITNLTEKRKNFQSPGIVLSYLQNMSHKLPDKPLSQEMALNLTKAFLKAMEEVLQLPSWIDVSEDNAMVVGLIETVDTVMGHIS   361
gi|118098440|ref|XP_415094.2| EGDQTKRYVNGAFDEFIIWERALTPNEIEQYFTAAIGVQFLLSSTLSWSTMTTTTKPVLSTNAYHPIITNLTKERGNFHSSDILLEYLENVSFSLPNKSLSENTALSLTEAFLKVIEDFLLLPNWLEIPETAHIFGSLIQTIDSVMVHMT   417
gi|56693273|ref|NP_001008601.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|45433552|ref|NP_942122.2| SNLHGSTPQVTVEGSSAMAEFSVAKILPKTVNSSHYRFPAHGQSFIQIPHEAFHRHAWSTVVGLLYHSMHYYLNNIWPAHTKIAEAMHHQDCLLFATSHLISLEVSPPPTLSQNLSGSPLITVHLKHRLTRKQHSEATNSSNRVFVYCAF   512
gi|77736075|ref|NP_001029736.1| YNLQASKPQVAIVGSSSMADFSVAKVLPKTMNSSHYRFPARGQNYIEIPHEAFHSQAWTTIVGLLYHSVHYYLSNIQPASTKIAEAANYKNCLLSATSYLISLEVSPTPKLSQNLSGSPLITVHLRHHLVS-------------------   489
gi|124486787|ref|NP_001074811.1| SNLQSREPHVTLTGSSSTAEFTVAKVLPPALSAPHYRFPAHGHSYIEIPREALHSQAWTTIVGLLYHTMHYYLKNIHPTSTEIPEAVNCRDCLLSVASHLISLEVSPPPTLSQNLSGSPLITVHLRHKLTQKQYSDATNESNRLFLYCAF   541
gi|73995023|ref|XP_543354.2| SSLVTNEPQVTIIGSSSMAEFSVAKLLPETINSSHYRFPAQGQSYIKVPHDAFRSQAWVTIVGLLYHRMHDYLDNILPAKTTIAEAANYKSHTLSAVSYLISLEVSPPPVLSQNLSGAPLVTVQLRHRLSRRQRNEATNSSNQVFLYCAF   511
gi|118098440|ref|XP_415094.2| RNLEENSLSLTVEGSSSVADYTLAKMHPKTLNLSHYRFPSRGQSFISIPSEAFQERAWITIVGMFYHNMHYYFHSINPMDTKIAEAAAYKGYMISAASYLISIKVDPPPKLSHNLSGSPLITIQLTHRLTPRQYSLALNKSNRVHLYCAF   567
gi|56693273|ref|NP_001008601.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|45433552|ref|NP_942122.2| LDFSSGEGVWSNHGCALTRGNLTYSVCRCTHLTNFAILMQVVPLELARGHQVALSSISYVGCSLSVLCLVATLVTFAVLSSVSTIRNQRYHIHANLSFAVLVAQVLLLISFRLEPGTTPCQVMAVLLHYFFLSAFAWMLVEGLHLYSMVI   662
gi|77736075|ref|NP_001029736.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   489
gi|124486787|ref|NP_001074811.1| LNFSSGEGVWSSQGCALTEGNLTYSVCHCTHLTNFAILMQVVPLKLTHGHQVALSSISYVGCSLSVLCLAATLVTFAVLSSVSTIRNQRYHIHANLSFAVLVAQVLLLISFSMEPGTVPCQVLAVLLHYFFLTAFAWMLVEGLHLYSMVI   691
gi|73995023|ref|XP_543354.2| LDFSSGEGVWSNQGCALAEGNLSYSICHCTHLTNFAILMQVVPLELTHEHKMALLSITYIGCSVSLVCLVLTLGTFAMLSSVSTIRNQRYHIHANLSFAVLVAQILLLVSFSFKPGTVPCRVMAMLLHYFFLSAFAWMLVEGLHLYSMVI   661
gi|118098440|ref|XP_415094.2| LDYSNGTGVWSNEGCVRESGDLNYSVCLCNHLTNFAILMQVVPLKLTREHQVALSSITYIGCALSIFCLTITLVTFAVLSSVSTIRNQRYHIHANLSFAVLVAQILLVTSFQFSPGTVPCKILAILLHFFFLSAFAWMLVEGFHLYSMVI   717
gi|56693273|ref|NP_001008601.1| --------------------------------------------------------------------------------------------------------------------------MAVLLHFFFLCAFSWMLVEGLHLYSMVI    28
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gi|45433552|ref|NP_942122.2| KVFGSEDSKHRYYYGMGWGFPLLICIISLSFAMDSYGTSNNCWLSLASGAIWAFVAPALFVIVVNIGILIAVTRVISQISADNYKIHGDPSAFKLTAKAVAVLLPILGTSWVFGVLAVNGCAVVFQYMFATLNSLQGLFIFLFHCLLNSE   812
gi|77736075|ref|NP_001029736.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   489
gi|124486787|ref|NP_001074811.1| KVFGSEDSKHLYYYGIGWGCPLLICIISISSSMDSYGTSDSCWLALGSGAIWAFVGPALLVIVVNIVILVAVTRVISHISTDSYKIHGDPSAFKLTAKAVAVLLPILGTSWVFGVLAVSDRALVFQYMFAILNSLQGLFIFLFHCLLNSE   841
gi|73995023|ref|XP_543354.2| KVFGSENSKHRYYYGIGWGFPFLVCVISVSSAMSSYGTSMNCWLSISTGAVWAFVAPALSIIVVNVGILIAVTRVISQISADNYKIHGDPSAFKLTAKAVAVLLPILGTSWVFGVLAVNSQALAFQYVFAILNSLQGFFIFLFHCFLNSE   811
gi|118098440|ref|XP_415094.2| KVFGSEESKHLYYYGIGWGCPLVICVISATSSLDSYGESDNCWLSLENGAIWAFVAPALFVILVNIGILIAVTRVISRISADNYKVHGDANAFKLTAKAVAVLLPILGSSWIFGILAINAHTLIFQYMFAVFNSLQGFFMFLFHCLLNSE   867
gi|56693273|ref|NP_001008601.1| KVFGSEGSKHFYYYAIGWGCPLVICVVSMTSSLHSYGEDDNCWLSLKNGAIWAFVAPALFVILVNIGILVAVTRIISRISAENYKVHGDANSVKLTTKAVAVLLPILGISWVFGVLAVNDHSLLFQYMFAVFNSLQGFFIFLFHCLLNSE   178
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gi|45433552|ref|NP_942122.2| VRAAFKHKTKVWSLTSSSARTSNAKPFHSDLMNGTRPGMASTKLSPWDKSSHSAHRVDLSAV   874
gi|77736075|ref|NP_001029736.1| --------------------------------------------------------------   489
gi|124486787|ref|NP_001074811.1| VRAAFKHKTKVWSLTSSSARTANTKPFSSDTVNGTRPGTASTKLSPWDKSSHSAHRVDLSAV   903
gi|73995023|ref|XP_543354.2| VRAAFKHKTKVWTLTSSSSRNTNVKPFSSDIINGTRPGTVSTKLSPWDRGSHSAHRMDLSTV   873
gi|118098440|ref|XP_415094.2| VRAAFKHKTKVWSLTSSSARNINVKPFNSDIMSGNRPGTTPTKLNTWDKSTNSANRIDLSAV   929
gi|56693273|ref|NP_001008601.1| VRAAFKHKTKVWTLTSSSIRNINVKPFNSDIMNGNKGGMSPTKMNTWDKSTNSANRIDLSAV   240
                         .......910.......920.......930.......940.......950.......960..


