
                                                                          *                                     ..                                                                    *.
gi|24642436|ref|NP_523365.2| MERGGYGGGSGQGYNNFAVPPPNYQQMPNKT-------GNYNE-----------------------------------PPPNYG----------KQ---------------------------------------------------GGG   150
gi|158301804|ref|XP_321451.4| -MADQYGG---YGSNDFGSAAPYSVPPPAIN-------QSYSQ-----------------------------------PPPMSK----------FG---------------------------------------------------GGG   150
gi|4826734|ref|NP_004951.1| MASNDYTQQATQSYGAYPTQPGQGYSQQSSQPYGQQSYSGYSQSTDTS--GYGQSSYS-SYGQSQN-----TGYGTQSTPQGYG------STGGYG-SSQS--SQSS-YGQQSSYPGYGQQPAPSSTSGSYGSSSQSSSYGQPQ---SGS   150
gi|114662160|ref|XP_001158561.1| MASNDYTQQATQSYGAYPTQPGQGYSQQSSQPYGQQSYSGYSQSTDTP--GYGQSSYS-SYGQSQNSESLSAGYGTQSTPPRYG------XXXGYG-SSQS--SQSS-YGQQSSYPGYGQQPAPSSTLGSYGSSSQSSSYGQPQ---SGS   150
gi|20982845|ref|NP_631888.1| MASNDYTQQATQSYGAYPTQPGQGYSQQSSQPYGQQSYSGYGQSADTS--GYGQSSYGSSYGQTQN-----TGYGTQSAPQGYG------STGGYG-SSQS--SQSS-YGQQSSYPGYGQQPAPSSTSGSYGGSSQSSSYGQPQ---SGG   150
gi|58865844|ref|NP_001012137.1| MASNDYTQQATQSYGAYPTQPGQGYSQQSNQPYGQQSYSGYGQSADTS--GYGQSSYGSSYGQTQN-----TGYGTQSAPQGYG------STGGYG-SSQS--SQSS-YGQQSSYPGYGQQPAPSSTSGSYGGSSQSSSYGQPQ---SGG   150
gi|27806887|ref|NP_776337.1| MASNDYTQQATQSYGAYPTQPGQGYSQQSNQPYGQQSYGGYGQSTDTS--GYGQSSYSGSYGQTQN-----S-YSTQSAPQGYG------SAGGYG-SSQS--SQSS-YGQQSSYPGYGQQPAPSSTSGSYGSSSQSSGYGQPQ---GGG   150
gi|41055170|ref|NP_957377.1| MASNDYGQTSSHGYGGYGGQSGQSYSQPSAQNYSQQSYGGYNQSSESSSAPYNQGGYSSNYGQSQS-----GGYGSQAPSQGYSQSSQSYSSGGYSNTSQPPPAQSGGYSQQSSYSGYNQ-SSPASAPGGYSSSSQSSGYGQQQQQSGGG   150
gi|17532119|ref|NP_495483.1| MAAYDQSQPDYSTPEGQQAYWAYYQQQQQQQPGGQPDQDPYAAAAYGG------------HDQAQQ-----PQNPYAPPPPGADP---------YG-------------------------------QGSGGQSGGSDPYGQSRGGGRGG   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                   .                                                        * *  .       .. . * *              *     .**    .                .  *    * **  .            
gi|24642436|ref|NP_523365.2| YDS-------------------------------------------------------GSGHRGS-----GGSGNGGGGGGSWND-------RGGNSYGNGGASKDSYNK-------------GHGGYSGGGGGGGGGGGGGSGGND---   300
gi|158301804|ref|XP_321451.4| GGG-------------------------------------------------------GAGSYGQ-----QSSGSVGGGYG------------GGQSDYNGGGGR-GDGG-------------GYGGSNRGGGGGGGGGYDRRAEGE---   300
gi|4826734|ref|NP_004951.1| YS----QQPSYG---GQQQSYG----QQQS-YNPPQGYGQQNQYNSSSGGGGGGG---GGGNYGQDQSSMSSGGGSGGGYGNQDQSGGGGS-GGYGQQDRGGRGRGGSGGGGGGGGGG--YNRSSGGYEPRGRGGGRGGRGGMGGSDRGG   300
gi|114662160|ref|XP_001158561.1| YS----QQPSYG---GQQQSYG----QQQS-YNPPQGYGQQNQYNSSSGGG-------GGGNYGQDQSSMSSGGGSGGGYGSQDQSGGGGS-GGYGQQDRGGRGRGGSGGGGGGGGGGGGYNRSSGGYEPRGRGGGRGGRGGMGGSDRGG   300
gi|20982845|ref|NP_631888.1| YG----QQSGYG---GQQQSYG----QQQSSYNPPQGYGQQNQYNSSSGGGGGG----GGGNYGQDQSSMSGGGG-GGGYGNQDQSGGGGGGYGGGQQDRGGRGRGGGGG----------YNRSSGGYEPRGRGGGRGGRGGMGGSDRGG   300
gi|58865844|ref|NP_001012137.1| YG----QQSGYG---GQQQSYG----QQQSSYNPPQGYGQQNQYNSSSGGGGGG----GGGNYGQDQSSMSGGGG-GGGYGNQDQSGGGGGGYGGGQQDRGGRGRGGGGG----------YNRSSGGYEPRGRGGGRGGRGGMGGSDRGG   300
gi|27806887|ref|NP_776337.1| YG----QQSGYG---GQQQSYG----QQQS-YNPPQGYGQQSQYNSS-GGGGGG----GGGSYGQDQPSMSSGGG-GGGYGNQDQSGG----YGGGQQDRGGRGRGGGGG----------YNRSSGGYEPRGRGGGRGGRGGMGGSDRGG   300
gi|41055170|ref|NP_957377.1| YGGSGGQSGGYGSSGGQSSGFGGSGGQHQSSQSGGGSYSPSPNYSSPPPQSYGQQSQYGQGGYNQDSPPMSGGGG-GGGYGGQD--------GGYSQDGRGGRGRGGGFG-----------GRGAGGFDRGGRGGPRG-RGGMGMGDRGG   300
gi|17532119|ref|NP_495483.1| FGGSR-----------------------------------------------------GGGGYDGGRGGSRGGYDGGRGGYGGDRGGRGGGRGGYDGERRGGSRWDDGNS-------------DRQGGPPGGRGGYQDRGPRRDGPPSGG   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                          ::*:*:.*:    .   :   *   * *  :.:   * * :*.:::**  ***. ::: *. :*: **  ::.: * *    :.:::*    :  .. *. *                        
gi|24642436|ref|NP_523365.2| --------------------MITQEDTIFVSGMDPSTTEQDIETHFGAIGIIKKDKRTMKPKIWLYKNKETGASKGEATVTYDDTNAAQSAIEWFDGRDFNG--NAIKVSLAQRQNNW-NKGGGGG----GGGGGRGGFGG-RRGGGGGG   450
gi|158301804|ref|XP_321451.4| --------------------MITQEDTIFIQGMTPETTEEEIAERFGSIGVIKRDKRTQKPKIWMYKDKETGNMKGEATVTYDDASAAQSAIGWFDNKEFNG--AIVKVTLAQRFSNWQNKGGNRGGFNKGGGGGGGGFGGGNRMGGGGD   450
gi|4826734|ref|NP_004951.1| FNKFGGPRDQGSR--HDSEQDNSDNNTIFVQGLGENVTIESVADYFKQIGIIKTNKKTGQPMINLYTDRETGKLKGEATVSFDDPPSAKAAIDWFDGKEFSG--NPIKVSFATRRADF-NRGGGNGR------GGRGRGGPMGRGGYGGG   450
gi|114662160|ref|XP_001158561.1| FNKFGGPRDQGSR--HDSEQDNSDNNTIFVQGLGENVTIESVADYFKQIGIIKTNKKTGQPMINLYTDRETGKLKGEATVSFDDPPSAKAAIDWFDGKEFSG--NPIKVSFATRRADF-NRGGGNGR------GGRGRGGPMGRGGYGGG   450
gi|20982845|ref|NP_631888.1| FNKFGGPRDQGSR--HDSEQDNSDNNTIFVQGLGENVTIESVADYFKQIGIIKTNKKTGQPMINLYTDRETGKLKGEATVSFDDPPSAKAAIDWFDGKEFSG--NPIKVSFATRRADF-NRGGGNGR------GGRGRGGPMGRGGYGGG   450
gi|58865844|ref|NP_001012137.1| FNKFGGPRDQGSR--HDSEQDNSDNNTIFVQGLGENVTIESVADYFKQIGIIKTNKKTGQPMINLYTDRETGKLKGEATVSFDDPPSAKAAIDWFDGKEFSG--NPIKVSFATRRADF-NRGGGNGR------GGRGRGGPMGRGGYGGG   450
gi|27806887|ref|NP_776337.1| FNKFGGPRDQGSR--HDSEQDNSDNNTIFVQGLGENVTIESVADYFKQIGIIKTNKKTGQPMINLYTDRETGKLKGEATVSFDDPPSAKAAIDWFDGKEFSG--NPIKVSFATRRADF-NRGGGNGR------GGRGRGGPMGRGGYGGG   450
gi|41055170|ref|NP_957377.1| FNKFGGPRDHGAGGPNMQEQDNSDNNTIFVQGLGDDYTVDSVADYFKQIGIIKVNKKTGLPMINLYTDRETGKLKGEATVSFDDPPSAKAAIDWFDGKDFNG--NPIKVSFATRRAEF-GRGGSSG------------------------   450
gi|17532119|ref|NP_495483.1| GYGGGGAASGNRE--FGSDGRVELKETVFVQGISTTANEAYIADVFSTCGDIAKNDRG--PRIKIYTDRNTGEPKGECMITFVDASAAQQAITMYNGQPFPGGSSPMSISLAKFRADAGGERGGRGG--------RGGFGGGRGGPMGGR   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                            .                   .                                                                       
gi|24642436|ref|NP_523365.2| GGGGGGGGRFDRGGGG----------GGGRYDRGGGGGGGGGGGNVQPRDGDWKCNSCNNTNFAWRNECNRCKTPKGDDEGSSGGGGGGGYGGGGGGGGYDRGNDRGSGGGGYHNRDRGGNSQGGGGGGGGGGGYSRFNDNNGGGRGGRG   600
gi|158301804|ref|XP_321451.4| RGGGGDRGGYNRGGGDRDDSRSRPPPGGGGAMGGGRGGGFGGGSGGQDREGDWNCGECNNKNFAWRNECNRCKAPKGDGDGSDGGSRGG-YGGNRNGG--------GAGGG----RDRG--SFGGGRGGGAGGQDRGYGGSNRGGRDNGG   600
gi|4826734|ref|NP_004951.1| GSGGGGRGGFPSGGGG-------------------------GGGQQRAGDWKCPNPTCENMNFSWRNECNQCKAPKPDGPG--GGPGGSHMGGNYGDD--RRGGRGGYDRGGYRGRGGDRGGFRGGRGGGDRGGFGPGKMDSRGEHRQDR   600
gi|114662160|ref|XP_001158561.1| GSGGGGRGGFPSGGGG-------------------------GGGQQRAGDWKCPNPTCENMNFSWRNECNQCKAPKPDGPG--GGPGGSHMGGNYGDD--RRGGRGGYDRGGYRGRGGDRGGFRGGRGGGDRGGFGPGKMDSRGEHRQDR   600
gi|20982845|ref|NP_631888.1| GSGGGGRGGFPSGGGG-------------------------GGGQQRAGDWKCPNPTCENMNFSWRNECNQCKAPKPDGPG--GGPGGSHMGGNYGDD--RRG-RGGYDRGGYRGRGGDRGGFRGGRGGGDRGGFGPGKMDSRGEHRQDR   600
gi|58865844|ref|NP_001012137.1| GSGGGGRGGFPSGGGG-------------------------GGGQQRAGDWKCPNPTCENMNFSWRSECNQCKAPKPDGPG--GGPGGSHMGGNYGDD--RRG-RGGYDRGGYRGRGGDRGGFRGGRGGGDRGGFGPGKMDSRGEHRQDR   600
gi|27806887|ref|NP_776337.1| GSGGGGRGGFPSGGGG-------------------------GGGQQRAGDWKCPNPTCENMNFSWRNECNQCKAPKPDGPG--GGPGGSHMGGNYGDD--RRGGRGGYDRGGYRGRGGDRGGFRGGRGGGDRGGFGPGKMDSRGEHRQDR   600
gi|41055170|ref|NP_957377.1| ----------------------------------------------------YLLVSCH---------------PMPQGQV---------------------------------------------------------------------   600
gi|17532119|ref|NP_495483.1| GGFGGDRGGYGGGGGR------------------GGFDGGRGGGGGFRGGDRGGFRGGDRGGFRGGDRGGFRGGDRGGDRGGFRGGRGVGGGNANMEQRKNDWPCEQCGNSNFAFRRECNQCQAPRPDGGSGGG----GGERRGGPPGGD   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                         
gi|24642436|ref|NP_523365.2| GGGGNRRDGGPMRNDGGMRSRPY   623
gi|158301804|ref|XP_321451.4| GYGG-----------GAMRGK--   623
gi|4826734|ref|NP_004951.1| RERPY------------------   623
gi|114662160|ref|XP_001158561.1| RERPY------------------   623
gi|20982845|ref|NP_631888.1| RERPY------------------   623
gi|58865844|ref|NP_001012137.1| RERPY------------------   623
gi|27806887|ref|NP_776337.1| RERPY------------------   623
gi|41055170|ref|NP_957377.1| -----------------------   623
gi|17532119|ref|NP_495483.1| RYRPY------------------   623
                         .......610.......620...


