
                                                                                                                                                                       ** * *:*:**   .* 
gi|4505289|ref|NP_002452.1| ------------------------------------------------------------------------------------------------MASEKP-LAAVTCTAPVN----IAVIKYWGKRDEELVLPINSSLSVTLHQDQLK   150
gi|114664085|ref|XP_001135547.1| ------------------------------------------------------------------------------------------------MASEKP-LAAVTCTAPVN----IAVIKYWGKRDEELVLPINSSLSVTLHQDQLK   150
gi|73956933|ref|XP_546783.2| ------------------------------------------------------------------------------------------------MASEKP-LLAVTCTAPVN----IAVIKYWGKRDEDLVLPINSSLSVTLHQDQLK   150
gi|115495513|ref|NP_001068892.1| ------------------------------------------------------------------------------------------------MASEKP-IVVVTCTAPVN----IAVVKYWGKRDEELILPINSSLSVTLHQDQLK   150
gi|20149736|ref|NP_619597.1| ------------------------------------------------------------------------------------------------MASEKPQDLMVTCTAPVN----IAVIKYWGKRDEALILPINSSLSVTLHQDQLK   150
gi|13592005|ref|NP_112324.1| ------------------------------------------------------------------------------------------------MASEKPQDLMVTCTAPVN----IAVIKYWGKRDEALILPINPSLSVTLHQDQLK   150
gi|118096575|ref|XP_423130.2| ----------------------------------------------------------------------MPCQAVLCCAKWCQAIPSGAMPCQAVLCCAKQRSAAHSGTVPWQALPYLSTSPAGGKRDTDLILPINSSLSVTLHQDQLR   150
gi|55925435|ref|NP_001007423.1| -----------------------------------------------------------------------------------------------MSENILQDLEMVTCTAPVN----IAVIKYWGKRDEDLILPVNASLSVTLHQDHLR   150
gi|28571205|ref|NP_573068.3| -------------------------------------------------------------------------------------------------------MFSVTCVAPVN----IALIKYWGKRHEELILPVNDSISMTLSTDELC   150
gi|118794452|ref|XP_321487.3| ------------------------------------------------------------------------------------------------------MSTSVTCIAPVN----IAIIKYWGKRDDDLILPINDSISVTLSTDHLR   150
gi|39963452|ref|XP_364905.1| --------------------------------------------------------------------------------------------------MASEQTFRATTTAPVN----IAVVKYWGKRDPKLNLPTNSSLSVTLAQSDLR   150
gi|164423595|ref|XP_001728068.1| --------------------------------------------------------------------------------------------------MASEKVYRASTTAPVN----IAVVKYWGKRDTKLNLPTNSSLSVTLSQADLR   150
gi|6324371|ref|NP_014441.1| -----------------------------------------------------------------------------------------------------MTVYTASVTAPVN----IATLKYWGKRDTKLNLPTNSSISVTLSQDDLR   150
gi|50311049|ref|XP_455548.1| -----------------------------------------------------------------------------------------------------MSIYSASTTAPVN----IATLKYWGKRDKVLNLPTNSSISVTLSQEDLR   150
gi|45200865|ref|NP_986435.1| ----------------------------------------------------------------------------------------------------------------------------------MLNLPTNSSISVTLSQEDLR   150
gi|19114939|ref|NP_594027.1| ---------------------------------------------------------------------------------------------------MDKKVYQCTVSAPVN----IAVIKYWGKRDVALNLPTNSSISVTLSQDDLR   150
gi|18410026|ref|NP_566995.1| -------------------------------------------------------------------------------------------------MATEKWVFMVTAQTPTN----IAVIKYWGKRDEVRILPVNDSISVTLDPDHLC   150
gi|15224931|ref|NP_181404.1| -------------------------------------------------------------------------------------------------MAEEKWVVMVTAQTPTN----IAVIKYWGKRDEVRILPINDSISVTLDPDHLC   150
gi|115443725|ref|NP_001045642.1| MLAAIATRVRGFCEKTYTKEGIDKSQPLDLASRFGLTLVFLGVSAPPSPISRPPASAAAGDCSRSPSLLPFRLLVRIPDARCSLFWAAADRSPSMAAAEEGQWVLMATGRSPTN----IAVIKYWGKRDEALILPVNDSISVTLDPDHLS   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  : *:            : : ***         * : *. :::                        ::: : *************** *.:                                    ::. :  :     .:: :** **
gi|4505289|ref|NP_002452.1| TTTTAVIS---KDFTEDRIWLNGREEDVG-QPRLQACLREIRCLARKRRNSRDGDPLPS--SLSCKVHVASVNNFPTAAGLASSAAGYACLA----------------------------------YTLARVYGVES---DLSEVARRGS   300
gi|114664085|ref|XP_001135547.1| TTTTAVIS---KDFTEDRIWLNGREEDVG-QPRLQACLREIRCLARKRRNSRDGDPLPS--SLSCKVHVASVNNFPTAAGLASSAAGYACLVAAGVGLSPVIPVLKRLMGEKHFRPGVQDQPGQHTYTLARVYGVES---DLSEVARRGS   300
gi|73956933|ref|XP_546783.2| TTTTAAVS---KDFTEDRIWLNGREEDVE-QPRLQACLREIRRLARKRRSTGDEDPLPL--SLTYKVHIASVNNFPTAAGLASSAAGYACLA----------------------------------YTLAQVYGVDS---DLSEVARRGS   300
gi|115495513|ref|NP_001068892.1| TTTTAAIS---RDFTEDRIWLNGREEDMG-HPRLQACLREIRRLARKRRSDGHEDPLPL--SLSYKVHVASENNFPTAAGLASSAAGYACLA----------------------------------YTLARVYGVDS---DLSEVARRGS   300
gi|20149736|ref|NP_619597.1| TTTTVAIS---KDFTEDRIWLNGREEDVG-QPRLQACLREIRRLARKRRSTEDGDTLPL--SLSYKVHVASVNNFPTAAGLASSAAGYACLA----------------------------------YTLAQVYGVEG---DLSEVARRGS   300
gi|13592005|ref|NP_112324.1| TTTTAAIS---KDFTEDRIWLNGREEDVG-QPRLQACLREIRRLARKRRSTGDGDALPL--SLGYKVHVASVNNFPTAAGLASSAAGYACLA----------------------------------YTLARVYGVEG---DLSEVARRGS   300
gi|118096575|ref|XP_423130.2| TTTTAAAC---RDFTEDRLWLNGEEVDAA-QPRLQACLREVRRLARKRR--GDDAAAPL--SLSYKVHVASENNFPTAAGLASSAAGYACLVS----------------------------------ALARLYGVEG---ELSEVARRGS   300
gi|55925435|ref|NP_001007423.1| TTTTIACS---RSFHKDCIWLNGKEQDIS-HPRLQSCLLEIRRLAQRRKNTGDPAS-----DVSNKVHICSVNNFPTAAGLASSAAGYACLV----------------------------------YTLSQLFNVEG---ELSGVARQGS   300
gi|28571205|ref|NP_573068.3| AKTTVTAS---ESFETNRMWLNGEEVPFEESSRLQRCLNEVHRLAVASG----SQKVP----PTWKLHIASVNNFPTAAGLASSAAGYACLV----------------------------------YSLSRLYDIPLN-EELTTVARQGS   300
gi|118794452|ref|XP_321487.3| TKTTITAG---PEISKNVLRLNGVEESFE-NPRIQRCLQEVKRIAKASG----KCSKPE--MLEWNVHVESENNFPTAAGLASSAAGYACFV----------------------------------YTLATLYGVES--EELSGIARMGS   300
gi|39963452|ref|XP_364905.1| TLTTATCSSDRPAAQGDSLILNG-EESDVSGARTQACFRELRARRRVLE--DADSSLPK--LSTFALKIVTENNFPTAAGLASSAAGFAALVR----------------------------------AIADLYQLPDSPAELSKIARQGS   300
gi|164423595|ref|XP_001728068.1| TLTTASCSASYP--EGDSLLLNG-EPSDVSGARPQACFRELRARRAALE--AADPSLPK--LSTMPLRIVSENNFPTAAGLASSAAGFAAFVR----------------------------------AIANLYELPASPSELSLIARQGS   300
gi|6324371|ref|NP_014441.1| TLTSAATA---PEFERDTLWLNG-EPHSIDNERTQNCLRDLRQLRKEME--SKDASLPT--LSQWKLHIVSENNFPTAAGLASSAAGFAALVS----------------------------------AIAKLYQLPQSTSEISRIARKGS   300
gi|50311049|ref|XP_455548.1| TLTTATTS---PDFAKDQLWLNG-KEESLASERTQHCLQDLRQLRRELE--EKDSSLPT--FSQWKLHIASENNFPTAAGLASSAAGFAALIK----------------------------------AIAKLYELPQSESELSKIARKGS   300
gi|45200865|ref|NP_986435.1| TLTSAATG---PELAEDRLWLNG-KPESLGNARTQQCLADLRALRRALE--TEEPDLPR--MSEWKLHIVSENNFPTAAGLASSAAGFAALVV----------------------------------AVAKLYGLPQDYSEISKIARKGS   300
gi|19114939|ref|NP_594027.1| TVTTASCS---EKFENDTLWLNGNAEEIFANKRLRVCVEELRKARLDLE--EENDDLDK--IGALKLHVVSENNFPTAAGLASSAAGYAAFCE----------------------------------AIARLYDLPWTPTQLSRIARQGS   300
gi|18410026|ref|NP_566995.1| TVTTVAVS---PAFDRDRMWLNGKEISLS-GSRYQNCLREIRGRAGDVEDMEKGIKIRKKDWEKLNLHIASHNNFPTAAGLASSAAGFACLVF----------------------------------SLAKLMNVDEDPSHLSAIARQGS   300
gi|15224931|ref|NP_181404.1| TLTTVAVS---PSFDRDRMWLNGKEISLS-GSRYQNCLREIRSRADDVEDKEKGIKIAKKDWEKLHLHIASHNNFPTAAGLASSAAGFACLVF----------------------------------ALAKLMNVNEDPSQLSAIARQGS   300
gi|115443725|ref|NP_001045642.1| ATTTVAVS---PSFPSDRMWLNGKEISLS-GGRFQSCLREIRKRAQDVEDEKKGIRIKKEDWGKLHVHIASFNNFPTAAGLASSAAGLACFVF----------------------------------TLGKLMNVKEDHGELSSIARQGS   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  ******: .*:* *  *   .* ** * ::     * ::   : *..   :   .. *:  .  :.  :: *    ** .   :  .*  ::*  * . :  ***.*** . *: **  *:.  *   :   .  *            **
gi|4505289|ref|NP_002452.1| GSACRSLYGGFVEWQMGEQADGKDSIARQVAPESHWPELRVLILVVSAEKKLTGSTVGMRASVETSPLLRFRAESVVPARMAEMARCIRERDFPSFAQLTMKDSNQFHATCLDTFPPISYLNAISWRIIHLVHRFN----AHHGDTKVAY   450
gi|114664085|ref|XP_001135547.1| GSACRSLYGGFVEWQMGEQADGKDSIARQVAPESHWPELRVLILVVSGVGRVEQQPCGLSAPWETPCALQFRAESVVPARMAEMARCIRERDFPSFAQLTMKDSNQFHATCLDTFPPISYLNAISWRIIHLVHRFN----AHHGDTKVAY   450
gi|73956933|ref|XP_546783.2| GSACRSLYGGFVEWQMGERADGKDSIARQVAPESHWPELRVLILVVSAEKKLMGSTAGMQTSVETSPLLRFRAESVVPARMAEMTRCIQERDFQGFGQLTMKDSNQFHATCLDTFPPISYLSDTSRRIVHLVHRFN----THHGQTKVAY   450
gi|115495513|ref|NP_001068892.1| GSACRSLYGGFVEWQMGERPDGKDSVACQVAPESHWPELRVLILVVSAERKPMGSTAGMQTSVETSALLKFRAEALVPPRMAEMTRCIRERNFQAFGQLTMKDSNQFHATCLDTFPPISYLSDTSRRIIQLVHRFN----AHHGQTKVAY   450
gi|20149736|ref|NP_619597.1| GSACRSLYGGFVEWQMGEQADGKDSIARQIAPEWHWPQLRILILVVSADKKQTGSTVGMQTSVETSTLLKFRAESVVPERMKEMTRCIQEQDFQGFAQLTMKDSNQFHATCLDTFPPISYLNDTSRRIIQLVHRFN----THHGQTKVAY   450
gi|13592005|ref|NP_112324.1| GSACRSLYGGFVEWQMGEQADGKDSIARQIAPEWHWPQLRVLILVVSAEKKPTGSTVGMQTSVATSTLLKFRAESIVPERMKEMTRCIQEQDFQAFAQLTMKDSNQFHATCLDTFPPISYLNDTSRRIIQLVHRFN----AHHGQTKVAY   450
gi|118096575|ref|XP_423130.2| GSACRSMLGGFVQWHRGERPDGRDSVAQQLAPETHWPELSVLVLVVSGEKKAVGSTAGMQTSVDTSPLLKYRAEVVVPERMTRMARCIRDRDFEAFGQLTMQDSNQFHATCLDTFPPIFYLNDISQRIIALAHRFN----AHHGRTKVAY   450
gi|55925435|ref|NP_001007423.1| GSACRSLYGGFVQWKLGEQSDGKDSIAEQVASELYWPELRVLILVVSAEQKSVGSTSGMHTSVETSHLLKYRADAVVPGRMEEMIRAIRLRDFPKFGELTMKDSNQFHAICLDTYPPIFYLNNISHQIISLVHRYN----QYYGETRVAY   450
gi|28571205|ref|NP_573068.3| GSACRSLYGGFVQWHRGALDDGSDSVARQIAPSDHWPNMHVLILVVNDARKKTASTRGMQQAVKTSQLIKHRVDQVVPDRIIRLREAIASHDFQAFAEITMKDSNQFHAIALDTYPPCVYMNDVSHSIVSFVHDYN----ERMGSYHAAY   450
gi|118794452|ref|XP_321487.3| GSACRSLHSGYVQWARGERADGSDSLAVQLAPASAWPDMHVLILVVSDRKKATASTHGMATSVKTSDLLKHRASVCVPERVKLVQKAIAEKDFDTFGRIAMKDSNQFHAICLDTYPPCFYLNDVSRSIIRMVDQINNLAEPNLAPVKVAY   450
gi|39963452|ref|XP_364905.1| GSACRSLFGGYVAWREGTAADGSDSLAEQVAPASHWPEMRAIVLVASAMKKGVSSTSGMQQTVATSTLFKQRIAEVVPANMKTMEEAIQNRDFASFAEVTMRDSNSFHATCADTYPPIFYMNDTSRAAIRAVEAIN----AAAGRTIAAY   450
gi|164423595|ref|XP_001728068.1| GSACRSLFGGYVAWRMGEAADGSDSMADQVAEASHWPEMRALILVASAAKKGVSSTSGMQQTVATSSLFKERITSVVPKNMEIMEKAIAERDFAAFAEVTMRDSNSFHATCADTYPPIFYMNDVSRAAIRAVEAIN----AAAGRSVAAY   450
gi|6324371|ref|NP_014441.1| GSACRSLFGGYVAWEMGKAEDGHDSMAVQIADSSDWPQMKACVLVVSDIKKDVSSTQGMQLTVATSELFKERIEHVVPKRFEVMRKAIVEKDFATFAKETMMDSNSFHATCLDSFPPIFYMNDTSKRIISWCHTIN----QFYGETIVAY   450
gi|50311049|ref|XP_455548.1| GSACRSLFGGYVAWEMGKLEDGSDSKAVEIGSLNHWPEMKAAILVVSADKKDTPSTSGMQLTVKTSDLFQERINNVVPKRFEQMKKSILEKDFPTFAELTMKDSNSFHATCLDSYPPIFYLNDTSKKVIKLCHAIN----EFYNETVVAY   450
gi|45200865|ref|NP_986435.1| GSACRSLYGGYVAWEMGAEADGSDSRAVQIADVEHWPEMRAAILVVSADRKDTPSTSGMQQTVHTSDLFKERVATVVPRRYGEMAAAIRARDFATFARLTMQDSNSFHATCLDSFPPIFYMNDTSRRIVKLCHLIN----EFYNETIVAY   450
gi|19114939|ref|NP_594027.1| GSACRSLFGGYVAWEMGELHSGADSVAVQVEPVENWPEIRVAVLVASAAKKGVSSTAGMQATVASSTLFQHRIQNIVPQRIQEMKTAIRERDFETFAKLTMTDSNQFHACCLDTFPPIFYLNDTSRAVIRVVENIN----ATAGKTIAAY   450
gi|18410026|ref|NP_566995.1| GSACRSLFGGFVKWTMGSKEDGSDSVAVQLADEKHWDDLVIIIAVVSSRQKETSSTSGMRESVETSLLLQHRAKEVVPKRILQMEEAIKNRDFASFTQLTCTDSNQFHAVCLDTSPPIFYMNDTSHRIISLVEKWN----RSEGTPQVAY   450
gi|15224931|ref|NP_181404.1| GSACRSLFGGFVKWNMGNKEDGSDSVAVQLVDDKHWDDLVIIIAVVSSRQKETSSTSGMRESVETSLLLQHRAKEVVPVRILQMEEAIKNRDFTSFTKLTCSDSNQFHAVCMDTSPPIFYMNDTSHRIISLVEKWN----RSAGTPEIAY   450
gi|115443725|ref|NP_001045642.1| GSACRSIYGGFVKWCMGKNNDGSDSIAVQLADEAHWNDLVIIIAVVSSKQKETSSTSGMRDSVETSPLLQYRAQTVVPERVLKMEEAIKSRNFESFARLTCADSNQFHAVCLDTSPPIFYMNDTSHRIISLVEKWN----QSEGTPQVAY   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450



                                  :******* :     .    .   .                                                                                                                             
gi|4505289|ref|NP_002452.1| TFDAGPNAVIFTLD-DTVAEFVAAVWHGFPPG--------------------------------------------SNGDTFLKG-----------------------------------------------------------------   600
gi|114664085|ref|XP_001135547.1| TFDAGPNAVIFTLD-DTVAEFVAAVRHGFPPG--------------------------------------------SNGDTFLKG-----------------------------------------------------------------   600
gi|73956933|ref|XP_546783.2| TFDAGPNAVVFTLE-DTVPEFVAAVQHCFPPE--------------------------------------------SNGDKFLKG-----------------------------------------------------------------   600
gi|115495513|ref|NP_001068892.1| TFDAGPNAVVFTLD-DTVAEFVAAVRHSFPPE--------------------------------------------SNGDKFLKG-----------------------------------------------------------------   600
gi|20149736|ref|NP_619597.1| TFDAGPNAVIFTLE-DTVAEFVAAVRHSFPPA--------------------------------------------ANGDKFLKG-----------------------------------------------------------------   600
gi|13592005|ref|NP_112324.1| TFDAGPNAVIFTLE-DTVAEFVAAVRHSFPPA--------------------------------------------ANGDKFLKG-----------------------------------------------------------------   600
gi|118096575|ref|XP_423130.2| TFDAGPNAVVFMLE-DTVDEFVEVVRRSFPPD--------------------------------------------SNGD----------------------------------------------------------------------   600
gi|55925435|ref|NP_001007423.1| TFDAGPNAVIYSLQ-DYLPEFVEVVRHFFPPE--------------------------------------------VNEEEFFKG-----------------------------------------------------------------   600
gi|28571205|ref|NP_573068.3| TFDAGPNACLYVLA-EHVPHLLSAIQKVFPNDL-------------------------------------------ADGGTYLRG-----------------------------------------------------------------   600
gi|118794452|ref|XP_321487.3| SFDAGPNACLFLLE-KDVAEVSAIVRRVFPFTG-------------------------------------------TSAEEYYKG-----------------------------------------------------------------   600
gi|39963452|ref|XP_364905.1| TFDAGPNAVVYFLE-QDAKVVVGSFAKIVGSVD-------------------------------------------GWKEG--AK-----------------------------------------------------------------   600
gi|164423595|ref|XP_001728068.1| TFDAGPNAVIYYLE-QDTEAVVGNLYSVLSKVD-------------------------------------------GWKAS--AV-----------------------------------------------------------------   600
gi|6324371|ref|NP_014441.1| TFDAGPNAVLYYLA-ENESKLFAFIYKLFGSVP-------------------------------------------GWDKKFTTE-----------------------------------------------------------------   600
gi|50311049|ref|XP_455548.1| TFDAGPNAVLYYLE-QSEDKLFAFLYHLFQNVS-------------------------------------------GWESKFTKE-----------------------------------------------------------------   600
gi|45200865|ref|NP_986435.1| TFDAGPNAVLYYLA-ENEARLCGFLSAVFGAND-------------------------------------------GWETTFSTE-----------------------------------------------------------------   600
gi|19114939|ref|NP_594027.1| TFDAGPNAVIYFLE-ENSEIVLNTLYAVTKNAE-------------------------------------------GWSKQ---------------------------------------------------------------------   600
gi|18410026|ref|NP_566995.1| TFDAGPNAVLIARNRKVAVQLLQGLLYYFPPKS------------------------------------------DTDMKSYVVG--------------------------------------------------------------DNS   600
gi|15224931|ref|NP_181404.1| TFDAGPNAVMIARNRKVAVELLQGLLYCFPPKP------------------------------------------DTDMKSYVLG--------------------------------------------------------------DTS   600
gi|115443725|ref|NP_001045642.1| TFDAGPNAVLIAPNRKNATILLQKLLYYFPPQDNDLSRIYLTNKMMQLYGWRQVDSKRCWTEIDRRCGGPPSSCRDEDAEPKIQGRCHRRRRRSNSLIPRTSNASPSRAWRCSSCRSRTGRSAWPWRGATRYRSLSSKDDSAARRPLSSS   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|4505289|ref|NP_002452.1| ---------------------------LQVRPAPLSAELQ------------------------------------------AALAMEPT--PGGVKYIIVTQ----------------------------------VGPGPQ-----IL   750
gi|114664085|ref|XP_001135547.1| ---------------------------LQVRPAPLSAELQ------------------------------------------AALAMEPT--PGGVKYIIVTQ----------------------------------VGPGPQ-----IL   750
gi|73956933|ref|XP_546783.2| ---------------------------LPVRPTPLSDEFK------------------------------------------AALNVDPI--PGSIKYIIATQ----------------------------------VGPGPQ-----IL   750
gi|115495513|ref|NP_001068892.1| ---------------------------LPVEPVLLSDELK------------------------------------------AVLGMDPV--PGSIRYIIATQ----------------------------------VGPGPQ-----VL   750
gi|20149736|ref|NP_619597.1| ---------------------------LQVAPVLLSDELK------------------------------------------AALVVEPS--PGGVQYIIATQ----------------------------------VGPGPQ-----VL   750
gi|13592005|ref|NP_112324.1| ---------------------------LQVAPVLLSDELK------------------------------------------TSLATEPS--PGGVQYIIATQ----------------------------------VGPGPQ-----VL   750
gi|118096575|ref|XP_423130.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|55925435|ref|NP_001007423.1| ---------------------------LPVCPADLSEEMI------------------------------------------RDINMKPT--PNGIRYMISTK----------------------------------AGPGPR-----VV   750
gi|28571205|ref|NP_573068.3| ---------------------------LPIPKVQDAES--------------------------------------------SKLDSLDVHAKNAFRYIIHTK----------------------------------VGEGPK-----EL   750
gi|118794452|ref|XP_321487.3| ---------------------------IPNDEAAMAAIPP------------------------------------------TVLDSFAPEEPNLLRYIIHTK----------------------------------VGEGPK-----RV   750
gi|39963452|ref|XP_364905.1| ---------------------------DFAAQGVEIDEA------------------------------------------------VAGLLKNGISRVIMTS----------------------------------VGEGP-------V   750
gi|164423595|ref|XP_001728068.1| ---------------------------EGLKANASFDES------------------------------------------------VVGLLKNGVSRVIMTS----------------------------------VGEGP-------V   750
gi|6324371|ref|NP_014441.1| ---------------------------QLEAFNHQFESS------------------------------------------NFTARELDLELQKDVARVILTQ----------------------------------VGSGP-------Q   750
gi|50311049|ref|XP_455548.1| ---------------------------QLSQFNAKFDEIK-----------------------------------------DDVSFYLDSELHQGVTRVILTR----------------------------------VGPGP-------Q   750
gi|45200865|ref|NP_986435.1| ---------------------------QRATFAAQFDECVR----------------------------------------GKLATDLDDELHRGVARLIFTK----------------------------------VGPGP-------Q   750
gi|19114939|ref|NP_594027.1| ----------------------------YGSSPVTVDSA------------------------------------------------AANIVSSGISRVILTR----------------------------------VGNGPR-----VL   750
gi|18410026|ref|NP_566995.1| ILKEAGLDGASG--------------VENLQPPPEIKDNI-----------------------------------------GSQDQKG------EVSYFICTR----------------------------------PGKG----PIVLH   750
gi|15224931|ref|NP_181404.1| IVKEAGLEG---------------------ELPQGIKDKI-----------------------------------------GSQDQKG------EVSYFICSR----------------------------------PGRG----PVVLQ   750
gi|115443725|ref|NP_001045642.1| LSKDDGAARWTCRAAVDLARVVESAAPEEMPPPLTVDEEVRLECFAKSSGAVLFRLYHGCLFELSLATMEVRFIGYYSLPAGEEARRAPPCREVAPSRRCCARRPWMRARRRAATSTAAGSHCRVRRTGQLLTHHAVSGHGGLARPRIEH   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                                                                                                         
gi|4505289|ref|NP_002452.1| DDPCAHLLGPDGLPKPAA---------------------------------------------------------------------   837
gi|114664085|ref|XP_001135547.1| DDPCAHLLGPDGLPKPAA---------------------------------------------------------------------   837
gi|73956933|ref|XP_546783.2| DDPHAHLLGPDGLPKPAA---------------------------------------------------------------------   837
gi|115495513|ref|NP_001068892.1| DDPGAHLLGPDGLPKPAA---------------------------------------------------------------------   837
gi|20149736|ref|NP_619597.1| DDTHDHLLGQDGLPQRDL---------------------------------------------------------------------   837
gi|13592005|ref|NP_112324.1| DDPHHHLLGPDGLPQRDL---------------------------------------------------------------------   837
gi|118096575|ref|XP_423130.2| ---------------------------------------------------------------------------------------   837
gi|55925435|ref|NP_001007423.1| EDPNLHLLGADGLPKKSAV--------------------------------------------------------------------   837
gi|28571205|ref|NP_573068.3| SADNSLLIN--GLPLK-----------------------------------------------------------------------   837
gi|118794452|ref|XP_321487.3| D--------------------------------------------------------------------------------------   837
gi|39963452|ref|XP_364905.1| KSDQHLA--------------------------------------------------------------------------------   837
gi|164423595|ref|XP_001728068.1| ATQEYLVAEDGTPVKSSS---------------------------------------------------------------------   837
gi|6324371|ref|NP_014441.1| ETNESLIDAKTGLPKE-----------------------------------------------------------------------   837
gi|50311049|ref|XP_455548.1| DTDLSLIDSATGLPSN-----------------------------------------------------------------------   837
gi|45200865|ref|NP_986435.1| DTKSSLIDPETGLPR------------------------------------------------------------------------   837
gi|19114939|ref|NP_594027.1| TIDESLIDASGNPKFIGSH--------------------------------------------------------------------   837
gi|18410026|ref|NP_566995.1| DQTQALLDPETGLPK------------------------------------------------------------------------   837
gi|15224931|ref|NP_181404.1| DQTQALLHPQTGLPK------------------------------------------------------------------------   837
gi|115443725|ref|NP_001045642.1| DDKLLPLHAFVGFASMFLRRRRRRFHVVSVHGFEMDSIHLATMVWVGLVSNILRVGLIWMLEMRKWSGLVWWSGCRGGGLGWMRPGF   837
                         .......760.......770.......780.......790.......800.......810.......820.......830.......


