
                                                                                                                                                                                        
gi|18858477|ref|NP_571747.1| MFFA-----LLFLIGILLGQVQG--------------------------------------------WSEPRIRLSSGALAGTDVILESGSPLQLVCEGDGPVTFLPRLAKHKRYISKEVGKIRSFRVEKTTVDFTGTYKCVYMNGNDSN   150
gi|189542982|ref|XP_001918812.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|126723423|ref|NP_001032948.2| MELG----PPLVLLLAT--VWHG--------------------------------------------QGAPVIEPS-----GPELVVEPGETVTLRCVSNGSVEWDGPISPYWTLDPESPGSTLTTR--NATFKNTGTYRCTELEDPMAG   150
gi|71361659|ref|NP_001025072.1| MELG----APLVLLLAT--AWHGVQILSGEKSRTTIHIYLLAGRRAVTTEIVLMGQRSTDVQRVNDCQGAPVIEPS-----GPELVVEPGATVTLRCVSNGSVEWDGPISPYWTLDSESPGSILITK--NATFKNTGTYRCTELEDPMRG   150
gi|73954200|ref|XP_546306.2| MGLG----APLVLLVAT--AWHV--------------------------------------------RGVPVIEPR-----GPELVVEPGTAVTLRCVGNGSVEWEGPISPHWNLDPDSPSSILSTN--NATFLNTGTYRCTEPGSPLGG   150
gi|115495211|ref|NP_001068871.1| MGPR----TLLILLVVT--AWHG--------------------------------------------QGVPVIEPS-----GPELVVEPGTAVTLRCTSNGSVKWDGPVSPYWTLDSDAPRSILTTN--NATFLHTGTYRCTEPGDPLAG   150
gi|27262659|ref|NP_005202.2| MGPG----VLLLLLVAT--AWHG--------------------------------------------QGIPVIEPS-----VPELVVKPGATVTLRCVGNGSVEWDGPPSPHWTLYSDGSSSILSTN--NATFQNTGTYRCTEPGDPLGG   150
gi|118097472|ref|XP_414597.2| MGPGDVGPGLLLLLLTTPAVWHG--------------------------------------------SASPVISPD-----ISALVVNVSDPVLLRCSGESEVKW------YPEKFANHASSTLSIP--RTTHRDTGTYRCAYINSSDKG   150
gi|189534206|ref|XP_001919824.1| MFDK--------------------------------------------------------------EFAAPVIKLNGTPLKDSEVVLSANTSFVLHCDGQAEIIWKTRRRIHQKNLSQNE---LVVQ--KATAEHTGTYRCSYRSHTDIY   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|18858477|ref|NP_571747.1| LSSSVHVFVRDSRVLFVSPSTSLRYVRKEGEDLLLPCLLTDPEATD-FTFRMDNGSAAPYGMNITYDPRKGVLIRNVHPGFNADYICCARIGGAEKVSKIFSINIIQRLRFPPYVYLKRNEYVKLVGERLQISCTTNNPNFYYNVTWTHS   300
gi|189542982|ref|XP_001918812.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|126723423|ref|NP_001032948.2| -STTIHLYVKDPAHSWN--LLAQEVTVVEGQEAVLPCLITDPALKDSVSLMREGGRQVLRKTVYFFSPWRGFIIRKAKVLDSNTYVCKTMVNGRESTSTGIWLKVNRVHPEPPQIKLEPSKLVRIRGEAAQIVCSATNAEVGFNVILKRG   300
gi|71361659|ref|NP_001025072.1| -STAIHLYVKDPVRPWN--LLAQEVTVFEGQEAVLPCLITDPTLKDSVSLVREWGRPVSRKTVYSFLPWRGFIIHKAKFLDSHTYMCKAVVNARESTSIGIRLKVNRAHPGPPHIILEPTKLVRIRGEAAQIVCSATHSEVEFNVILKRG   300
gi|73954200|ref|XP_546306.2| -SATIHIYVKDPVRPWK--VLTQEVTVLEGQDALLPCLLTDPALEAGVSLMRVRGRPVLRQTNYSFSPWYGFTIHKAQFTETQGYQCSARVGGRTVTSMGIWLKVQKVIPGPPTLTLKPAELVRIQGEAANIECSASNVDVNFDVFLQHE   300
gi|115495211|ref|NP_001068871.1| -TATIHLYVKDPARPWR--VLAEEVTVLEGQDALLPCLLTDPALEAGVSLVRVRGRSVLRQTSYSFSPWYGFTIHKAKFIESQDYECSVRVAGRVVKSLSIRLKVQKVIPGPPTLTLEPEELVRIQGETAKIVCSASDVDVNFDVFLQRG   300
gi|27262659|ref|NP_005202.2| -SAAIHLYVKDPARPWN--VLAQEVVVFEDQDALLPCLLTDPVLEAGVSLVRVRGRPLMRHTNYSFSPWHGFTIHRAKFIQSQDYQCSALMGGRKVMSISIRLKVQKVIPGPPALTLVPAELVRIRGEAAQIVCSASSVDVNFDVFLQHN   300
gi|118097472|ref|XP_414597.2| -IASVHLYVRDPNNVWY--VPYFRISVTKGGNAEFPCFITAPEYGSNVTLIRNDGSKLSPGTNYSFSPEKGITLYHVEHEQKGQYQCQTVVNGKIEKSSRIRLIVVEGQEKPVQVMVDPADHVRIVGEPFEVTCVVTAPSHKYDIKWVTA   300
gi|189534206|ref|XP_001919824.1| --SEIHLYVKDPDKAFTT-SQTRVIVIKEGSSFLLDCLLTNP-AGTEFSLQMTNGSAVPPGMNYTADPRRGILIPNLQPSYTGDYVCMVNMSGVQWKSKVFQITVIKKAQEPPSVSLPALQYVRIVGESLQIPCYIQNHNHYYNFTWSSP   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                        
gi|18858477|ref|NP_571747.1| SRMLPK-AEEKSTMEGDRLAIESILTIPSVQLSHTGNITCTGQNEAGANSSTTQLLVVEEPYIRLSPKLSSKLTHRGLSIEVSEGDDVDLGVLIEAYPPLTSHKWETPTSHNASLP----ENRFFNHNDRYEALLLLKRLNFEEIGQYTL   450
gi|189542982|ref|XP_001918812.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|126723423|ref|NP_001032948.2| DTKLE--IPLNSDFQDNYYKKVRALSLNAVDFQDAGIYSCVASNDVGTRTATMNFQVVESAYLNLTSEQS-------LLQEVSVGDSLILTVHADAYPSIQHYNWTYLGPFFEDQR--KLEFITQRAIYRYTFKLFLNRVKASEAGQYFL   450
gi|71361659|ref|NP_001025072.1| DTKLE--IPINSDFQDNAYKKVLTLNLNAVDFQDAGIYSCVANNAAGSNTATMNFQVVESAYLNLTSEQS-------LLQEVSVGENLDLTVIADAYPGLQRYNWTYLGPFFEDPH--NLEFRTQWTTYSYSFKLHLNRVKPLEAGRYSL   450
gi|73954200|ref|XP_546306.2| DTKLT--IPQQSDFQGNQYQKVLTLELDHVGFQDAGNYTCVATNVRGISSTSMIFRVVESAYLNLTSEQS-------LLQEVTVGEKVDLQVKVEAYPSLEGYNWTYLGPFSDQQA--KLKFVITKDTYRYTSTLSLPRLKPSEAGRYSF   450
gi|115495211|ref|NP_001068871.1| DTKLA--ISQQSDFRDNRYQKVLTLELDHVGFQDAGNYTCVATNARGVHTTSMVFRVVDSAYLNLTSEQN-------LLQEVAVGEKLELRVKVEAYPSLQSFNWTYEGPFFGSQP--KLNFETTNNTYRYTSKLTLPRLKPSEAGLYSF   450
gi|27262659|ref|NP_005202.2| NTKLA--IPQQSDFHNNRYQKVLTLNLDQVDFQHAGNYSCVASNVQGKHSTSMFFRVVESAYLNLSSEQN-------LIQEVTVGEGLNLKVMVEAYPGLQGFNWTYLGPFSDHQPEPKLANATTKDTYRHTFTLSLPRLKPSEAGRYSF   450
gi|118097472|ref|XP_414597.2| TNSVK--SNGKPDIYDGNYIINDTLSIPAVTMEDSGKYTCIANNSAGFRNASTMLRVVERGYVILTPVQA-------TNQEVAEGDSLKLQVHIEAYPKLLHWHWEHTDSLKNSGSN-KLNSEMVPKNNWYNNTLFLDHLEGEERGLYTF   450
gi|189534206|ref|XP_001919824.1| KKVLNFEREIKKKKKCEQVCATIYLTFQQLKMSDTENLTCTAMNEAGRNSSTAVLRVVEKPYLELTPILSSEYKGNETNVVRMHGDQLELGVHIQAYPDVEWAKWKTPSSNHSYEET----FHKIHDSDIYMATIRLKNVGAQDYGDYIF   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|18858477|ref|NP_571747.1| NVKNSMKSASITFDIKMYTKPVARVKWENVT---TLSCRSYGYPAPSILWYQCTGIRTTCPENTTDLQPIQTQTVEFQKE-SFGAVGVESVLTVGP-NRRMTVVCVAFNLVGQGSDTFS--------MEVSDQIFTSAMCGSTVAMVVLG   600
gi|189542982|ref|XP_001918812.1| -------------------------------------------------------------------------------------------------------------------------------MGVSS------------------   600
gi|126723423|ref|NP_001032948.2| MAQNKAGWNNLTFELTLRYPPEVSVTWMPVNGSDVLFCDVSGYPQPSVTWMECRGHTDRCDEAQALQVWNDTHPEVLSQK-PFDKVIIQSQLPIGTLKHNMTYFCKTHNSVGNSSQYFRAVSLGQSKQLPDESLFTPVVVACMSVMSLLV   600
gi|71361659|ref|NP_001025072.1| MAQNKAGWNNLTFELTLRYPPEVSVTWIPVNGSDVLLCDVSGYPQPNVTWMECRGHTDRCDEAQASQVWDDTQPEVLSQK-PFHRVILQSQLPIGTLKHNMTYVCRAHNNVGNSSQFFRAISLGQSKQLPDEYLFTPVVVACISVMSLLV   600
gi|73954200|ref|XP_546306.2| LARNTRGGDSLTFELTLLYPPEVRITWTTVNGSDALLCEASGYPQPNVTWLQCRGHTDRCDEAQALVLEDS-YSEVLSQE-PFHKVIVHSLLAMGTMEHNMTYECRALNSVGNSSQAFRPIPIGAHIQPPDEPLFTPVLVTCMSIMVLLL   600
gi|115495211|ref|NP_001068871.1| QARNARGEDTLTFELTLLYPPEVEVMWTLSSGSKALLCEASGYPQPNVTWVQCS------------------------------------------------------------------------------------------------   600
gi|27262659|ref|NP_005202.2| LARNPGGWRALTFELTLRYPPEVSVIWTFINGSGTLLCAASGYPQPNVTWLQCSGHTDRCDEAQVLQVWDDPYPEVLSQE-PFHKVTVQSLLTVETLEHNQTYECRAHNSVGSGSWAFIPISAGAHTHPPDEFLFTPVVVACMSIMALLL   600
gi|118097472|ref|XP_414597.2| YAFNSETNSSVTFSVSVKSPPRIGDVMVSASDSGKLLCTAIGYPAPHIEWYQCPTHSDRYED--YILLLNDSSPHVVNIL-PFQEVQVESIIPFQDLGTNFTFCCVAVNSEGSTSDILHSVFR--SVMAPPNQLFSPILTTCMCTSVLLL   600
gi|189534206|ref|XP_001919824.1| SAGSTSVNASIIFTVHVYQKPTTVIKWEN----GVVSCAATGYPIPSIQWFQYEVNRALCSDNRTSGVELMANQSISEQSGEYEPVLVKSALPEITANADLIFECVATNTAGDDCDFYTFTFSGPRPTSVWSTS-VLISLGLSGALSVAT   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|18858477|ref|NP_571747.1| LLLIFMIYKYKQKPRYEIRWKIIEATNGNNYTFIDPTQLPYNEKWEFPRDKLKLGKTLGAGAFGKVVEATAYGLGKEDNITRVAVKMLKASAHPDEREALMSELKILSHLGQHKNIVNLLGACTHGGPVLVITEYCCHGDLLNFLRSKAE   750
gi|189542982|ref|XP_001918812.1| ----------RQTQTREDSW---------------------------------------CWCVGKVVEATAYGLGKEDNITRVAVKMLKASAHPDEREALMSELKILSHLGQHKNIVNLLGACTHGGPVLVITEYCCHGDLLNFLRSKAE   750
gi|126723423|ref|NP_001032948.2| LLLLLLLYKYKQKPKYQVRWKIIERYEGNSYTFIDPTQLPYNEKWEFPRNNLQFGKTLGAGAFGKVVEATAFGLGKEDAVLKVAVKMLKSTAHADEKEALMSELKIMSHLGQHENIVNLLGACTHGGPVLVITEYCCYGDLLNFLRRKAE   750
gi|71361659|ref|NP_001025072.1| LLLLLLLYKYKQKPKYQVRWKIIESYEGNNYTFIDPTQLPYNEKWEFPRNNLQFGKTLGAGAFGKVVEATAFGLGKEDAVLKVAVKMLKSTAHADEKEALMSELKIMSHLGQHENIVNLLGACTHGGPVLVITEYCCYGDLLNFLRRKAE   750
gi|73954200|ref|XP_546306.2| LLLLLLFYKYKQKPKYQVRWKIIESYEGNSYTFIDPTQLPYNEKWEFPRNNLQFGKTLGAGAFGKVVEATAFGLGKEDAVLKVAVKMLKSTAHADEKEALMSELKIMSHLGQHENIVNLLGACTHGGPVLVITEYCCYGDLLNFLRRKAE   750
gi|115495211|ref|NP_001068871.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|27262659|ref|NP_005202.2| LLLLLLLYKYKQKPKYQVRWKIIESYEGNSYTFIDPTQLPYNEKWEFPRNNLQFGKTLGAGAFGKVVEATAFGLGKEDAVLKVAVKMLKSTAHADEKEALMSELKIMSHLGQHENIVNLLGACTHGGPVLVITEYCCYGDLLNFLRRKAE   750
gi|118097472|ref|XP_414597.2| LLLLFLLYKYNQKPKYQVRWKIIEACEGNNYIFIDPTQLPYNEKWEFPRNNLQFGKTLGAGAFGKVVEATAFGLGKEDSVLKVAVKMLKSTADTDEQEALMSELKIMSHLGHHANIVNLLGACTYGGPILVITEYCRYGDLLNFLRKKAE   750
gi|189534206|ref|XP_001919824.1| LWMLILLYKNRKAQKYEIQWKIIEVNDGNNYTFIDPSQLPYNKKLEFPRNKLKLGQVLGAGAFGKVVQATAIGLVKDETITRVAVKMLKPSARFEEREALMSELKILNYIGPHENIVNLLGACTQGGPMLMITEYCCHGDLLNFLRQRVE   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                                                                                                                                                                        
gi|18858477|ref|NP_571747.1| NFLNFVMTIPNFPEPMTDYKNVSTERMFVRSDSGISSTCSDHYLDMRPVTSRPTNSA--------LDSSSECQEDSWPLDMDDLLRFSSQVAQGLDFLAAKNCIHRDVAARNVLLTNSRVAKICDFGLARDIMNDSNYVVKGNARLPVKW   900
gi|189542982|ref|XP_001918812.1| NFLNFVMTIPNFPEPMTDYKNVSTERMFVRSDSGISSTCSDHYLDMRPVTSRPTNSA--------LDSSSECQEDSWPLDMDDLLRFSSQVAQGLDFLAAKNCIHRDVAARNVLLTNSRVAKICDFGLARDIMNDSNYVVKGNARLPVKW   900
gi|126723423|ref|NP_001032948.2| AMLGPSLSPGQDSEGDSSYKNIHLEKKYVRRDSGFSSQGVDTYVEMRPVSTSS-SDS--------FFKQDLDKEASRPLELWDLLHFSSQVAQGMAFLASKNCIHRDVAARNVLLTSGHVAKIGDFGLARDIMNDSNYVVKGNARLPVKW   900
gi|71361659|ref|NP_001025072.1| AMLGPSLSPGQDPEGDSSYKNIHLEKKYVRRDSGFSSQGVDTYVEMRPVSTSS-NDS--------FFKQDLDKEASRPLELWDLLHFSSQVAQGMAFLASKNCIHRDVAARNVLLTSGHVAKIGDFGLARDIMNDSNYVVKGNARLPVKW   900
gi|73954200|ref|XP_546306.2| AMLGPSVSVGQDPGAGAGYKNIHLEKKYVRRDSGFSSQGVDTYVEMRPVSTSSSNDS--------FSEQDLDKEDGRPLELRDLLHFSSQVAQGMAFLASKNCIHRDVAARNVLLTSGRVAKIGDFGLARDIMNDSNYIVKGNARLPVKW   900
gi|115495211|ref|NP_001068871.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
gi|27262659|ref|NP_005202.2| AMLGPSLSPGQDPEGGVDYKNIHLEKKYVRRDSGFSSQGVDTYVEMRPVSTSS-NDS--------FSEQDLDKEDGRPLELRDLLHFSSQVAQGMAFLASKNCIHRDVAARNVLLTNGHVAKIGDFGLARDIMNDSNYIVKGNARLPVKW   900
gi|118097472|ref|XP_414597.2| YIIIQDSALDTSLDSTADYKNIDLEKKYIRSDSGFASQGLETYVEMRPISSSSSVSSDSAQSRGKSSEEDETREDLQPLNLSDLLQFSSQVAQGMAFLASKNCIHRDLAARNVLVSDGRVAKICDFGLARDIMNDSNYVVKGNARLPVKW   900
gi|189534206|ref|XP_001919824.1| TFVNTVLGVQSFAEDSNLYKNVTIQKQHPARN---AYSGLDSFRDTPSGQMPKEPFQ---------ESCNEELENMLSLDNMDLLMFSYQVAQGMDFLASKNCIHRDLAARNVLVADCRIVKICDFGLARDIMNDTNYVVKGNARLPVKW   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                                                                                                                                  :  ***
gi|18858477|ref|NP_571747.1| MAPESIFECVYTVQSDVWSYGIMLWEIFSLGKSPYPNILVDSKFYKMIKCGYQMSRPDFAPPEMYTIMKMCWNLDAAERPTFSKISQMIQRMLGETSEQQDTQEYKNIPTEAEAEQ------QLESCDPVKHEDESFETSCDQEEEDQPL  1050
gi|189542982|ref|XP_001918812.1| MAPESIFECVYTVQSDVWSYGIMLWEIFSLGKSPYPNILVDSKFYKMIKCGYQMSRPDFAPPEMYTIMKMCWNLDAAERPTFSKISQMIQRMLGETSEQQDTQEYKNIPTEAEAEQ------QLESCDPVKHEDESFETSCDQEEEDQPL  1050
gi|126723423|ref|NP_001032948.2| MAPESIFDCVYTVQSDVWSYGILLWEIFSLGLNPYPGILVNNKFYKLVKDGYQMAQPVFAPKNIYSIMQSCWDLEPTRRPTFQQICFLLQEQARLERRDQDYANLPSSGGSSGSDS-GGGSSGGSSSEPEEESSSEHLACCEPGDIAQPL  1050
gi|71361659|ref|NP_001025072.1| MAPESIFDCVYTVQSDVWSYGILLWEIFSLGLNPYPGILVNNKFYKLVKDGYQMAQPVFAPENIYSIMQSCWDLEPTKRPTFQQICFLLQEQARLERREQDYANLPSSSSSSSSSSDSGGGSGGSSSEPEEESSSEHLACCEPGDIAQPL  1050
gi|73954200|ref|XP_546306.2| MAPESIFDCVYTVQSDVWSYGILLWEIFSLGLNPYPGILVNSKFYKLVKDGYQMAQPAFAPKNIYSVMQACWALEPTRRPTFQQICSLLQEQAQADRREPDYTNLPSSSSSSG-----------SSSEPEEESSSEHLACCEQGDIAQPL  1050
gi|115495211|ref|NP_001068871.1| ----------------------------------------------------------------------------------------------------------------------------SSSEPEEESSSEHLTCCEQGDIAQPL  1050
gi|27262659|ref|NP_005202.2| MAPESIFDCVYTVQSDVWSYGILLWEIFSLGLNPYPGILVNSKFYKLVKDGYQMAQPAFAPKNIYSIMQACWALEPTHRPTFQQICSFLQEQAQEDRRERDYTNLPSSSRSGGSGS--------SSSELEEESSSEHLTCCEQGDIAQPL  1050
gi|118097472|ref|XP_414597.2| MAPESIFDCVYTVQSDVWSYGILLWEIFSLGKSPYPGMAVNSKFYSMVKRGYQMARPDFAPLEMYSIMQACWSLEPTQRPTFDQICCFIQKELDLHK-EQDYTNLPST----------------AEEDSGCDTSGCCEESCEQEESGQPL  1050
gi|189534206|ref|XP_001919824.1| MSPESIFECLYTVQSDVWSYGVLLWEIFSLGMSPYPNVAIDAQFYKMIKDGYHMPQPDFAPHEMYTIMKMCWRQEPTTRPTFADITELIAKLLPMQTSEDNETMYPELR---------------RHLMANHCNTSPVCTDQAGSEEAQPL  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                  :: ..    
gi|18858477|ref|NP_571747.1| MKPNNYQFC  1059
gi|189542982|ref|XP_001918812.1| MKPNNYQFC  1059
gi|126723423|ref|NP_001032948.2| LQPNNYQFC  1059
gi|71361659|ref|NP_001025072.1| LQPNNYQFC  1059
gi|73954200|ref|XP_546306.2| LQPNNYQFC  1059
gi|115495211|ref|NP_001068871.1| LQPNNYQFC  1059
gi|27262659|ref|NP_005202.2| LQPNNYQFC  1059
gi|118097472|ref|XP_414597.2| LKGNNYQFC  1059
gi|189534206|ref|XP_001919824.1| MRSTT----  1059
                         .........


