
                                                                                                                                                                                        
gi|21356279|ref|NP_651959.1| --------------------------------------------------------------------------------------------------------------------------------------------MFSRPSLCGT   150
gi|158291541|ref|XP_313043.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|4505143|ref|NP_002386.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|114608383|ref|XP_518610.2| MAGILDGTARVVDLSGDPSRVLPSCNPPRCLSDRRLCLNRSGSHLLASSGAFSSLPGQGDPGLTLPAPCPRPGSLGSAEPPSALRLGMPTWREATTAVIISPCASRRLPCWGHRLRSGPSRRVHPLSPPTPAPSRWAFPSAAAAATAAVS   150
gi|6678912|ref|NP_032641.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|7106353|ref|NP_036732.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|73973868|ref|XP_532217.2| ----------------------------------------------------------------------------------------------------------------------------------MVLSPFQAHFNCRTEQPPQC   150
gi|194670273|ref|XP_613987.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|45383538|ref|NP_989634.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|15225262|ref|NP_179580.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|115439879|ref|NP_001044219.1| -----------------------------------------------------------------------------------------------------------------------------------------------------M   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                              *                         :.::** :**:   ::** *. .  *. *       . :    :::*: * .* :***:**: .: .::*.::*:*****
gi|21356279|ref|NP_651959.1| VGKLCRCGTSATGKTAVAAATVPTARHYHEVVGDII--CPSQVRGIDHIRD----------PRLN-----KGLAFTLEERQTLGIHGLQPARFKTQEEQLQLCKIAVNRYTEPLNKYLYLSDLYDRNERLFFRFLSENIEDLMPIVYTPT   300
gi|158291541|ref|XP_313043.4| ---------SLTKAATSAAVQAFQARDYHEVTGDII--VPSMVQGIDHLRD----------PRLN-----KGLAFTLEERQILGIHGLQPARFKSQEEQLELCRISISRYQEDLNKYLYLVDLQDRNERLFFRLISEDVEKMMPIVYTPT   300
gi|4505143|ref|NP_002386.1| ----------------------------MEPEAPRR--RHTHQRGYLLTRN----------PHLN-----KDLAFTLEERQQLNIHGLLPPSFNSQEIQVLRVVKNFEHLNSDFDRYLLLMDLQDRNEKLFYRVLTSDIEKFMPIVYTPT   300
gi|114608383|ref|XP_518610.2| TVTPAASAACTVRAARPGLTPPPNPAPAMEPEAPRR--SHTHQRGYLLTRN----------PHLN-----KDLAFTLEERQQLNIHGLLPPSFNSQEIQVLRVVKNFEHLNSDFDRYLLLMDLQDRNEKLFYRVLTSDIEKFMPIVYTPT   300
gi|6678912|ref|NP_032641.1| ----------------------------MEPRAPRR--RHTHQRGYLLTRD----------PHLN-----KDLAFTLEERQQLNIHGLLPPCIISQELQVLRIIKNFERLNSDFDRYLLLMDLQDRNEKLFYSVLMSDVEKFMPIVYTPT   300
gi|7106353|ref|NP_036732.1| ----------------------------MDPRAPRR--RHTHQRGYLLTRD----------PHLN-----KDLAFTLEERQQLKIHGLLPPCIVNQEIQVLRVIKNFERLNSDFDRYLLLMDLQDRNEKLFYSVLMSNVEKFMPIVYTPT   300
gi|73973868|ref|XP_532217.2| KVHYVIGFSAYWQTVR-DFNASVLQKELNSSTTPQT--KEEVWTGTGTTGNRVSMKYFWKYPHWGQICNTQDLAFTLEERQQLNIHGLLPPCFISQDIQVLRIIKNFERLTSDFDRYLLLMDLQDRNEKLFYSVLMSDLEKFMPIVYTPT   300
gi|194670273|ref|XP_613987.4| ---------------------------MGTSCVDST--WSKARRGHGRAR-------------------PRDLAFTLEERQQLNIHGLLPPSFISQDVQVLRVLKNFERLNSDFDRYLLLMDLQDRNEKLFYKVLMSDIEKFMPIVYTPT   300
gi|45383538|ref|NP_989634.1| -----------------------------------------MKRGYEVLRD----------PHLN-----KGMAFTLEERQQLNIHGLLPPCFLSQDVQVLTILKNFERLTSDLDRYILLMSLQDRNEKLFYKVLTSDIEKFMPIVYTPT   300
gi|15225262|ref|NP_179580.1| ---MEKVTNSDLKSSVDGGVVDVYGEDSATIEHNITPWSLSVSSGYSLLRD----------PRYN-----KGLAFTEKERDTHYLRGLLPPVVLDQKLQEKRLLNNIRQYQFPLQKYMALTELQERNERLFYKLLIDNVEELLPIVYTPT   300
gi|115439879|ref|NP_001044219.1| AGRGEGNGAATMAGVATGGVEDAYGEDRATEDQPITPWAVCVASGHSLLRD----------PRHN-----KGLSFTEKERDAHYLRGLLPPVVLSQELQEKRLLQNVRQFQVPLQRYMALMDLQERNERLFYKLLIDNVEELLPVVYTPT   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  ** ***::.  :*:*:                  **::: :::*::  ::. ***  ::.* **************. ************:* .*: *  ***: :****:*  **:* :*:***::*  *  *. :::*** *    **
gi|21356279|ref|NP_651959.1| VGLACQRFGLIYRRPH------------------GLFITYNDRGHIFDVMKNWPEPNVRAICVTDGERILGLGDLGACGMGIPVGKLALYTALAGIKPHQCLPIVVDVGTNNIDLLEDPLYVGLRQKRVVGREYDEFIDEFMEAVVQRYG   450
gi|158291541|ref|XP_313043.4| VGLACQKFGLIYRRPR------------------GLFVTINDRGHVFDVLRNWPEPDVRAIVVTDGERILGLGDLGACGMGIPVGKLALYTALAGIPPHQCLPIVIDVGTNNKDLLEDPLYIGLRHQRVQGKEYDEFIDEFMQAVVKRYG   450
gi|4505143|ref|NP_002386.1| VGLACQQYSLVFRKPR------------------GLFITIHDRGHIASVLNAWPEDVIKAIVVTDGERILGLGDLGCNGMGIPVGKLALYTACGGMNPQECLPVILDVGTENEELLKDPLYIGLRQRRVRGSEYDDFLDEFMEAVSSKYG   450
gi|114608383|ref|XP_518610.2| VGLACQQYSLVFRKPRNLLSIHCMPGTLPSIENRGLFISIHDRGHIASVLNAWPEDVIKAIVVTDGERILGLGDLGCNGMGIPVGKLALYTACGGMNPQECLPVILDVGTENEELLKDPLYIGLRQRRVRGSEYDDFLDEFMEAVSSKYG   450
gi|6678912|ref|NP_032641.1| VGLACQQYSLAFRKPR------------------GLFISIHDKGHIASVLNAWPEDVVKAIVVTDGERILGLGDLGCNGMGIPVGKLALYTACGGVNPQQCLPITLDVGTENEELLKDPLYIGLRHRRVRGPEYDAFLDEFMEAASSKYG   450
gi|7106353|ref|NP_036732.1| VGLACQQYSLAFRKPR------------------GLFISIHDKGHIASVLNAWPEDVVKAIVVTDGERILGLGDLGCNGMGIPVGKLALYTACGGVNPQQCLPITLDVGTENEELLKDPLYIGLRHRRVRGPEYDAFLDEFMEAASSKYG   450
gi|73973868|ref|XP_532217.2| VGLACQQYSLAFRKPR------------------GLFISIHDRGHIASVLNAWPEDVIKAIVVTDGERILGLGDLGCNGMGIPVGKLALYTACGGMNPQECLPVILDVGTENEALLKDPLYIGLRQRRVRGPEYDDFLDEFMEAVSSKYG   450
gi|194670273|ref|XP_613987.4| VGLACQQYSLAFRKPR------------------GLFISIHDRGHISSVLNAWPEDVIKAIVVTDGERILGLGDLGCNGMGIPVGKLALYTACGGMNPQQCLPVMLDVGTENEELLKDPLYIGLRQRRVRGPEYDDFLDEFMEAVSLKYG   450
gi|45383538|ref|NP_989634.1| VGLACQHYGLAFRRPR------------------GLFITIHDRGHIAAMLKSWPESVIKAIVVTDGERILGLGDLGCYGMGIPVGKLALYTACGGVKPYECLPVMLDVGTDNEALLKDPLYIGLRHKRIRGQAYDDLLDEFMEAVTSSYG   450
gi|15225262|ref|NP_179580.1| VGEACQKFGSIFRRPQ------------------GLFISLKDKGKILDVLKNWPERNIQVIVVTDGERILGLGDLGCQGMGIPVGKLALYSALGGVRPSACLPVTIDVGTNNEKLLNDEFYIGLRQKRATGQEYSELLNEFMSAVKQNYG   450
gi|115439879|ref|NP_001044219.1| VGEACQKYGSIFRRPQ------------------GLYISLKEKGRILELLRNWPEKSIQVIVVTDGERILGLGDLGCQGMGIPVGKLALYTALGGVRPSACLPITIDVGTNNEDLLKDEFYIGLRQKRATGQEYSDLLDEFMAAIKQNYG   450
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gi|21356279|ref|NP_651959.1| QNTLIQFEDFGNHNAFRFLDKYRNTYCTFNDDIQGTASVAVAGLYASKRITGKSFKDYTFLFAGAGEAAIGIADLTVKAMVQD-GVPIEEAYNRIYMVDIDGLLTKSRKVGNLDGHKIHYAKDINPMSDLAEIVSTIKPSVLIGASAAAG   600
gi|158291541|ref|XP_313043.4| QNTLIQFEDFGNHNAFRFLDKYRNTYCTFNDDIQGTASVAVAGMLAAKRITNKRISDNTFLFLGAGEAAVGIADLVVKAMQAE-GTGLQEARDKIWMFDIDGLLAKGRPEGRLGGHKAYYAKDHGVMKNFADVVKEVKPSVLIGASAAGG   600
gi|4505143|ref|NP_002386.1| MNCLIQFEDFANVNAFRLLNKYRNQYCTFNDDIQGTASVAVAGLLAALRITKNKLSDQTILFQGAGEAALGIAHLIVMALEKE-GLPKEKAIKKIWLVDSKGLIVKGR--ASLTQEKEKFAHEHEEMKNLEAIVQEIKPTALIGVAAIGG   600
gi|114608383|ref|XP_518610.2| MNCLIQFEDFANVNAFRLLNKYRNQYCTFNDDIQGTASVAVAGLLAALRITKNKLSDQTILFQGAGEAALGIAHLIVMALEKE-GLPKEKAIKKIWLVDSKGLIVKGR--ASLTQEKEKFAHEHEEMKNLEAIVQEIKPTALIGVAAIGG   600
gi|6678912|ref|NP_032641.1| MNCLIQFEDFANRNAFRLLNKYRNKYCTFNDDIQGTASVAVAGLLAALRITKNKLSDQTVLFQGAGEAALGIAHLVVMAMEKE-GLSKENARKKIWLVDSKGLIVKGR--ASLTEEKEVFAHEHEEMKNLEAIVQKIKPTALIGVAAIGG   600
gi|7106353|ref|NP_036732.1| MNCLIQFEDFANLNAFRLLNKYRNKYCTFNDDIQGTASVAVAGLLAALRITKNKLSDQTVLFQGAGEAALGIAHLIVMAMEKE-GLSKEKARQKIWLVDSKGLIVKGR--ASLTEEKEVFAHEHEEMKNLEAIVQKIKPTALIGVAAIGG   600
gi|73973868|ref|XP_532217.2| MNCLIQFEDFANINAFRLLKKYQNRYCTFNDDIQGTASVAVAGILAALRITKNKLSDQKILFQGAGEAALGIAHLIVMAMEKE-GLPKEKAMKNIWLVDSKGLIVKGR--AALTQEKEQFAHEHEEMKNLEAIVQEIKPTALIGVAAIGG   600
gi|194670273|ref|XP_613987.4| MNCLIQFEDFANINAFRLLRKYQNQYCTFNDDIQGTASVAVAGILAALRITKNKLSDQTVLFQGAGEAALGIAHLIVMAMEKE-GLSKEQAIEKIWLVDSKGLIVKGR--AALTQEKEEFAHEHKEMKNLEAIVQDIKPTALIGVAAIGG   600
gi|45383538|ref|NP_989634.1| MNCLIQFEDFANVNAFRLLHKYRNKYCTFNDDIQGTASVAVAGLLAALRITKNRLSDHTVLFQGAGEAALGIANLIVMAMKKE-GMSKDEAVKRIWMVDSKGSIVKGR--ASLTEEKSRFAHEHAEMRNLEDIVKDIKPSVLIGVAAIGG   600
gi|15225262|ref|NP_179580.1| EKVLIQFEDFANHNAFELLAKYSDTHLVFNDDIQGTASVVLAGLVSAQKLTNSPLAEHTFLFLGAGEAGTGIAELIALYMSKQMNASVEESRKKIWLVDSKGLIVNSRK-DSLQDFKKPWAHEHEPVKDLLGAIKAIKPTVLIGSSGVGR   600
gi|115439879|ref|NP_001044219.1| QKVLVQFEDFANYNAFTLLEKYRANNLVFNDDIQGTAAVVLAGLIAAQKFVSGTLADHTFLFFGAGEAGTGIAELVALEISNQSKVPVEDARKKIWLLDSKGLIVSSRK-DSLQPFKKRYAHEHEPVKDLLDAVKVIKPTALIGSAGVGQ   600
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gi|21356279|ref|NP_651959.1| IFTPEILRTMADNNERPVVFALSNPTSKAECTAEDAYKHTDARVIFSSGSPFPPVQIG-DKTFYPGQGNNAYIFPGVGLGVICTGTHHIPDEMFLIAAQELANFVEPSDIERGSLYPPLSSIRNVSMNIAVGVTKCAYDRGLASTYPEPQ   750
gi|158291541|ref|XP_313043.4| AFTPEILQAMGQFNERPIIFALSNPTSKAECTAQAAYDNTEGRCIFASGSPFPPVQYG-GKTFITGQGNNAYIFPGVALGVIVTGTHHIPEDMFLIAAQVVADHVSEADLEKGSLYPPLSAIKECSMDIAVGVTNYAYQKGLASTYPEPE   750
gi|4505143|ref|NP_002386.1| AFSEQILKDMAAFNERPIIFALSNPTSKAECSAEQCYKITKGRAIFASGSPFDPVTLPNGQTLYPGQGNNSYVFPGVALGVVACGLRQITDNIFLTTAEVIAQQVSDKHLEEGRLYPPLNTIRDVSLKIAEKIVKDAYQEKTATVYPEPQ   750
gi|114608383|ref|XP_518610.2| AFSEQILKDMAAFNERPIIFALSNPTSKAECSAEQCYKITKGRAIFASGSPFDPVTLPNGQTLYPGQGNNSYVFPGVALGVVACGLRQITDNIFLTTAEVIAQQVSDKHLEEGRLYPPLNTIRDVSLKIAEKIVKDAYQEKTATVYPEPQ   750
gi|6678912|ref|NP_032641.1| AFTEQILKDMAAFNERPIIFALSSPTSKAECSADECYKVTKGRAIFASGSPFDPVTLPDGRTLFPGQGNNSYVFPGVALGVVACGLRHIDDKVFLTTREVISQQVSDKHLQEGRLYPPLNTIRGVSLKIAVKIVQDAYKEKMATVYPEPQ   750
gi|7106353|ref|NP_036732.1| AFTEQILKDMAAFNERPIIFALSNPTSKAECSAEECYKVTKGRAIFASGSPFDPVTLPDGRTLFPGQGNNSYVFPGVALGVVACGLRHINDSVFLTTAEVISQQVSDKHLEEGRLYPPLNTIRDVSLKIAVKIVQDAYKEKMATVYPEPQ   750
gi|73973868|ref|XP_532217.2| AFSEQILKDMAAFNERPIIFALSNPTSKAECTAEQCYKLTKGRAIFASGSPFDPVTLPNGRTLYPGQGNNSYVFPGVALGVVACGLRHITDNIFLTTAEIIAQQVSDKHLEEGRLYPPLDTIRDVSLKIAAKIVKDAYQEKTATVYPEPP   750
gi|194670273|ref|XP_613987.4| AFSEQIIKDMAAFNERPIIFALSNPTSKAECTAEQCYKLTKGRAIFASGSPFDPVTLPSGKTLYPGQGNNSYVFPGVALGVVACGLRHITDKIFLTTAEVIAQQVSDKHLEEGRLYPPLDTIRDVSLKIAEKIVKDAYQEKTATVYPEPP   750
gi|45383538|ref|NP_989634.1| AFTKQIIQDRAAFNKNPIIFALSNPTSKAECTAEQCYKYTEGRGIFASGSPFDPVTLPNGKTLYPGQGNNSYVFPGVALGVISCGLKHIGEDVFLTTAEVIAQQVSEENLQEGRLYPPLVTIQQVSLKIAVRIAEEAYRNNTATTYPQPE   750
gi|15225262|ref|NP_179580.1| SFTKEVIEAMSSINERPLIMALSNPTTQSECTAEEAYTWSKGRAIFASGSPFDPVEYE-GKVFVSTQANNAYIFPGFGLGLVISGAIRVHDDMLLAAAEALAGQVSKENYEKGMIYPSFSSIRKISAQIAANVATKAYELGLAGRLPRPK   750
gi|115439879|ref|NP_001044219.1| SFTKEVIEAMSSINERPIILALSNPTSQSECTAEQAYSWSKGRAIFGSGSPFDPVKYN-DKLFVPAQANNAYIFPGFGLGVVISGAIRVKDEMILAAAEGLADQVTPEHVDKGLIYPPFSCIRKISANIAARVAAKAYDLGLASHLPRPK   750
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gi|21356279|ref|NP_651959.1| DKRKWLENQLYNFNYESSMPASWVWPRMP-YIKTREESPLIAAIK-------   802
gi|158291541|ref|XP_313043.4| DKKSYIESHLYNYNYQSAMPVTWPWPKQHESSKTREINPTKLQA--------   802
gi|4505143|ref|NP_002386.1| NKEAFVRSQMYSTDYDQILPDCYSWPEEVQK----IQTKVDQ----------   802
gi|114608383|ref|XP_518610.2| NKEAFVRSQMYSTDYDQILPDCYSWPEEVQK----IQTKVDQ----------   802
gi|6678912|ref|NP_032641.1| NKEEFVSSQMYSTNYDQILPDCYPWPAEVQK----IQTKVNQ----------   802
gi|7106353|ref|NP_036732.1| NKEEFVSSQMYSTNYDQILPDCYSWPEEVPENTDQSQSVTQQLEFLTLLIRS   802
gi|73973868|ref|XP_532217.2| NKEAFVRSQMYDTDYDQILPDCYSWPEEAQK----IQTKLDQ----------   802
gi|194670273|ref|XP_613987.4| NKEAFVRSQMYSTDYDQILPDCYPWPKEAQK----IQTKLD-----------   802
gi|45383538|ref|NP_989634.1| DLEAFIRSQMYSTDYNSFVADSYTWPEDAMK------VKL------------   802
gi|15225262|ref|NP_179580.1| DIVKCAESSMYSPTYRLYR---------------------------------   802
gi|115439879|ref|NP_001044219.1| DLVKYAESCMYSPIYRSYR---------------------------------   802
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