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gi|31560442|ref|NP_058606.2| ------------------------------------------------------------------------------------------------------------------------------------MAGLYSLGVSVFSDQGGR   150
gi|109488726|ref|XP_213418.4| MSHPSQFTRATLVQRTDQRLLRHFRAISLEGVEPSDITGGRGGTSDWCGGRGRGARAVRRRSCSAQLARDSTGPALADKSRHHAPPPTSGTASSSLSASSKINNSWPASGECVSRLGIPRAAWERRDPGQPAMAGLYSLGVSVFSDQGGR   150
gi|4505997|ref|NP_003611.1| ------------------------------------------------------------------------------------------------------------------------------------MAGLYSLGVSVFSDQGGR   150
gi|114669737|ref|XP_511612.2| ------------------------------------------------------------------------------------------------------------------------------------MAGLYSLGVSVFSDQGGR   150
gi|73966816|ref|XP_852759.1| --------MEGAPPAPRPAPLRSGEARAYAAIPVGEQRNAEGGGLHHDPGDRAKKAGKRTAQAQRLGSSRPRAPAQLSRTSPDIARPPSGTAPSPLSPSSKINNSWPAGAECVSRRRIRRAAWDRRDPSQPAMAGLYSLGVSVFSDQGGR   150
gi|118100318|ref|XP_415890.2| ------------------------------------------------------------------------------------------------------------------------------------MEGPYSLGVSVYSDQGGR   150
gi|55925225|ref|NP_001007341.1| ----------------------------------------------------------------------------------------------------------------------------------MDMNCDLSLRVSVFSEQGGR   150
gi|292614174|ref|XP_002662171.1| ----------------------------------------------------------------------------------------------------------------------------------MDMNCDLSLRVSVFSEQGGR   150
gi|45433543|ref|NP_957384.2| ------------------------------------------------------------------------------------------------------------------------------------MDGIFSCRASIYYDQGGR   150
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                                  *****:. :                                                                                                                                      .*****:
gi|31560442|ref|NP_058606.2| KYMEDVTQIVVEPEPAAEDKPAP--VPRRALGLPATP-----TLAGVGPSEKGPMAAR----DPAPDAAASLPAGRCCRRRSSVAFFAVCDGHGGREAAQFAREHLWGFIKKQKGFTSSEPAKVCAAIRKGFLACHLAMWKKLAEWPKTM   300
gi|109488726|ref|XP_213418.4| KYMEDVTQIVVEPEPAAEDKPAP--VPRRALGLPATP-----SLVGVGPSGKGPAAAR----DPAPDAAASLPAGRCCRRRSSVAFFAVCDGHGGREAAQFAREHLWGFIKKQKGFTSSEPAKVCAAIRKGFLACHLAMWKKLAEWPKTM   300
gi|4505997|ref|NP_003611.1| KYMEDVTQIVVEPEPTAEEKPS----PRRSLSQPLPPRPSPAALPGGEVSGKGPAVAAREARDPLPDAGASPAPSRCCRRRSSVAFFAVCDGHGGREAAQFAREHLWGFIKKQKGFTSSEPAKVCAAIRKGFLACHLAMWKKLAEWPKTM   300
gi|114669737|ref|XP_511612.2| KYMEDVTQIVVEPEPTAEEKPS----PRRSLSQPLPPRPSPAALPGGEVSGKGPAVAAREARDPLPDAGASPAPSRCCRRRSSVAFFAVCDGHGGREAAQFAREHLWGFIKKQKGFTSSEPAKVCAAIRKGFLACHLAMWKKLAEWPKTM   300
gi|73966816|ref|XP_852759.1| KYMEDVTQIVVEPEPTAEEKPW----PRRSLSQPSPPRPSPPAPAGSEVPGKGPAAAAREARDPPPDAAASPAPGRCCRRRSSVAFFAVCDGHGGREAAQFAREHLWGFIKKQKGFTSSEPAKVCAAIRKGFLACHLAMWKKLAEWPKTM   300
gi|118100318|ref|XP_415890.2| KYMEDVTQIVD----------------------------------------------------------------------------------------------------------------------------------FQAEWPKTM   300
gi|55925225|ref|NP_001007341.1| KYMEDLTEVIVELEPTEDELQAAGHADPKPDQEPVSDSEPPDCSNNPLPVLIAWRNPLSTEEADGTDEPGTQPAAADSRR--SVAFFAVFDGHGGREAAMFARDHLWDFLKKQRGFWSKDYRKVCSAIRKGFIACHHAMWKKLPEWPKTL   300
gi|292614174|ref|XP_002662171.1| KYMEDLTEVIVELEPTEDELQAAGHADPKPDQEPVSDSEPPDCSNNPLPVLITWRNPLSTEEADGTDEPGTQPAAADSRR--SVAFFAVFDGHGGREAAMFARDHLWDFLKKQRGFWSKDYRKVCSAIRKGFIACHHAMWKKLPEWPKTL   300
gi|45433543|ref|NP_957384.2| KYMEDLVTMKQEDEPSEDELDAAERGE---VEAPAKDPNPDASIQDSIPGSITVT-YIQDDEPISTLQHASMPSSVHARRPRAVALFAVFDGHGGPDAARFARDHLWDHIKKQRGFWSEDDDEVCAALRKGFITCHHAMWKKLPEWPKTV   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  ************:*::*  :*:*******.****:::.*.:..::***:******:****::*********::**************:*.******* *********************:**:*********:* .:* ::*:***:**.
gi|31560442|ref|NP_058606.2| TGLPSTSGTTASVVIIRGMKMYVAHVGDSGVVLGIQDDPKDDFVRAVEVTQDHKPELPKERERIEGLGGSVMNKSGVNRVVWKRPRLTHSGPVRRSTVIDQIPFLAVARALGDLWSYDFFSGKFVVSPEPDTSVHTLDPRKHKYIILGSD   450
gi|109488726|ref|XP_213418.4| TGLPSTSGTTASVVIIRGMKMYVAHVGDSGVVLGIQDDPKDDFVRAVEVTQDHKPELPKERERIEGLGGSVMNKSGVNRVVWKRPRLTHSGPVRRSTVIDQIPFLAVARALGDLWSYDFFSGKFVVSPEPDTSVHTLDPQKHKYIILGSD   450
gi|4505997|ref|NP_003611.1| TGLPSTSGTTASVVIIRGMKMYVAHVGDSGVVLGIQDDPKDDFVRAVEVTQDHKPELPKERERIEGLGGSVMNKSGVNRVVWKRPRLTHNGPVRRSTVIDQIPFLAVARALGDLWSYDFFSGEFVVSPEPDTSVHTLDPQKHKYIILGSD   450
gi|114669737|ref|XP_511612.2| TGLPSTSGTTASVVIIRGMKMYVAHVGDSGVVLGIQDDPKDDFVRAVEVTQDHKPELPKERERIEGLGGSVMNKSGVNRVVWKRPRLTHNGPVRRSTVIDQIPFLAVARALGDLWSYDFFSGEFVVSPEPDTSVHTLDPQKHKYIILGSD   450
gi|73966816|ref|XP_852759.1| TGLPSTSGTTASVVIIRGMKMYVAHVGDSGVVLGIQDDPKDDFVRAVEVTQDHKPELPKERERIEGLGGSVMNKSGVNRVVWKRPRLSHNGPVRRSTVIDQIPFLAVARALGDLWSYDFFSGEFVVSPEPDTSVHTLDPQKHKYIILGSD   450
gi|118100318|ref|XP_415890.2| TGLPSTSGTTASVVIIRGSKMYVAHVGDSGVVLGVQDDPKDDFVRAVEVTQDHKPELPKERERIEGLGGSVINKSGVNRVVWKRPRLTHNGPVRRSTVIDQIPFLAVARALGDLWSYDFYSGEFVVSPEPDTSVHTIDPQKHKYIILGSD   450
gi|55925225|ref|NP_001007341.1| TGLPSTSGTTASVVVIRGDHMFVAHVGDSSVVLGVREDPSDKVIKAVEVTQDHKPELPKEKQRIEGLGGSVVKKSGVNRVVWKRPRLSHNGPVRRSTPIDQIPFLAVARALGDLWSYDFYSGEFVVSPEPDTSVVTLDPRRHRYIIVGSG   450
gi|292614174|ref|XP_002662171.1| TGLPSTSGTTASVVVIRGDHMFVAHVGDSSVVLGVREDPSDKVIKAVEVTQDHKPELPKEKQRIEGLGGSVVKKSGVNRVVWKRPRLSHNGPVRRSTPIDQIPFLAVARALGDLWSYDFYSGEFVVSPEPDTSVVTLDPRRHRYIIVGSD   450
gi|45433543|ref|NP_957384.2| TGLPSTSGTTASIVVLRRDRMYVAHVGDSAVVLGVQDHPSEEFIRAVEITQDHKPDLPKERERIEGLGGSVIKKSGVNRVVWKRPRLTHNGPVRRSTVIDQIPFLAVARALGDLWSYDFYSGEFVVSPEPDTAVIKLDLKQHRYIILGSD   450
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gi|31560442|ref|NP_058606.2| GLWNMVPPQDAISMCQDQEEKKYLMGEQGQSCAKMLVNRALGRWRQRMLRADNTSAIVICISPEVDNQGNFTNEDELFLNLTDSPTYNSQETCVMTSSPSSTPPIKSPEEDAWPRLSSKDHIPALVRSNAFSEKFLEVPAEIARGNIQTV   600
gi|109488726|ref|XP_213418.4| GLWNMVPPQDAISMCQDQEEKKYLMGEQGQSCAKMLVNRALGRWRQRMLRADNTSAIVICISPEVDNQGNFTNEDELFLNLTDSPTYNSQETCVMTPSPSSTPPVKSLEEDPWPRLNSKDHIPALVRSNAFSEKFLEVPAEIARGSIQTV   600
gi|4505997|ref|NP_003611.1| GLWNMIPPQDAISMCQDQEEKKYLMGEHGQSCAKMLVNRALGRWRQRMLRADNTSAIVICISPEVDNQGNFTNEDELYLNLTDSPSYNSQETCVMTPSPCSTPPVKSLEEDPWPRVNSKDHIPALVRSNAFSENFLEVSAEIARENVQGV   600
gi|114669737|ref|XP_511612.2| GLWNMIPPQDAISMCQDQEEKKYLMGEHGQSCAKMLVNRALGRWRQRMLRADNTSAIVICISPEVDNQGNFTNEDELYLNLTDSPSYNSQETCVMTPSPCSTPPVKSLEEDPWPRLNSKDHIPALVRSNAFSENFLEVSAEIARENVQGI   600
gi|73966816|ref|XP_852759.1| GLWNMIPPQDAISMCQDQEEKKYLMGEHGQSCAKMLVNRALGRWRQRMLRADNTSAIVICISPGVDSQGNFTNEDELFLNLTDSPSYNSQETCLMTPSPCSTPPVKSLEEDPWPRLNSKDHVPALVRSNAFSENYLEVPAEIARGSVHAT   600
gi|118100318|ref|XP_415890.2| GLWNMIPPQDAISMCQDHEEKKYFMGEHRQSCAKMLVNRALGRWRQRMLRADNTSAIVICISPLQDSKNNLENEEELYLNLADSPCYSSPDTNIMTPSRCCTPPVKLLEDDPWPRLNASEPVPSLMHSNVISEKYAELPNEIAKSNLPSS   600
gi|55925225|ref|NP_001007341.1| GLWNMVPPQEAVTVCQSHDEAVAPFG---MSVARRLGCHALMRWRQRMLRADNTSVIVIALPEPGKPHLPMHR-DEVILSLAEGPHCDPATGSRSNTPLIKTP-------DPDLSSASSESLPALERRNGLSG--------------VSL   600
gi|292614174|ref|XP_002662171.1| GLWNMVPPQEAVTVCQSHDEAVAPFG---MSVARRLGCHALMRWRQRMLRADNTSVIVIALPEPGKPHLPMHR-DEVILSLAEGPHCDPATGSRSNTPLIKTP-------DPDLSSASSESLPALERRNGLSG--------------VSL   600
gi|45433543|ref|NP_957384.2| GLWNMVSPQEAVSICQDNDEAKAKNQKGNVSNAVLLVNHALLRWRQRMLRADNTSAIVISLESFGTSSECLPP-YETVYNLQG-TKCGAVSKPCTNSLQTQVP-------DAPVQ-------PILEQKNNSSG--------------ASI   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                            .*. .        :  .:       . .                                **. :   *.*  *: *      .   .       .                :   .  :::  : ::***
gi|31560442|ref|NP_058606.2| VMTSKDSETLEENCPKALTLRIHDSLNNTLSVGLIPTNSTNTIMDQKNLKMSTPGQMKAQEVERTPPANFKRTLEESNSGPLMKKHRRNGLSRSSGAQASSLPTASQRRHSVKLTLRRRLRGQRKMGNPLLHQHRKTVCVC   741
gi|109488726|ref|XP_213418.4| VMTSKDSETLEENCPKALTLRIHDSLNNTLSVGLMPTNSTNTIMDQKNLKMSTPGQMKAQEVERTPPANFKRTLEESNSGPLMKKHRRNGLSRNSGAQASSLPTASQRRHSVTLTMRRRLRGQKKMGNPLLHQHRKTVCVC   741
gi|4505997|ref|NP_003611.1| VIPSKDPEPLEENCAKALTLRIHDSLNNSLPIGLVPTNSTNTVMDQKNLKMSTPGQMKAQEIERTPPTNFKRTLEESNSGPLMKKHRRNGLSRSSGAQPASLPTTSQRKNSVKLTMRRRLRGQKKIGNPLLHQHRKTVCVC   741
gi|114669737|ref|XP_511612.2| VIPSKDPEPLEENCAKALTLRIHDSLNNSLPIGLVPANSTNTVMDQKNSKMSTPGQMKAQEIERTPPTNFKRTLEESNSGPLMKKHRRNGLSRSSGAQPASLPTTSQRKNSVKLTMRRRLRGQKKIGNPLLHQHRKTVCVC   741
gi|73966816|ref|XP_852759.1| AIPSKDPEPLEENCTKALTLRIHDSLNNSLSVGLVPTNSTNTITDQKNLKMSTPGQMKAQEVERTPPANFKRTLEESNSGPLMKKHRRNGLTRSSGAQPASLPTTSQRKNSVKLTMRRRLRGQKKIGNPLLHQHRKTVCVC   741
gi|118100318|ref|XP_415890.2| GATLKDSGPQDEKCSKALALRIQESYSNGLSVSLSPSNSTISGTDQKGLKVSPNGQTKAQDAERTPTANFKRTLEESNSGPAVKKPRR-GLSRSMGVQAEGISTTPQRKNSNKLAMRRSLRGQKKLSSSLFHPPRKAVCVC   741
gi|55925225|ref|NP_001007341.1| CAEAP----LEENLP------YIELADKTDLTVCPSGG--------------------------------KRTPDTPLSSPVAKRPRRSPLAPSSSRKRTTDRSLP------RRNTTK--SQKRTPSVSILQHRKAALCVC   741
gi|292614174|ref|XP_002662171.1| CAEAP----LEENLP------YIELADKTDLTVCPSGG--------------------------------KRTLDTPLSSPVAKRPRRSPLAPSSSRKRTTDRSLP------RRNTTK--SQKRTPSVSILQHRKAALCVC   741
gi|45433543|ref|NP_957384.2| IFESSDSLTNSEDLP------CNDLLENGASCDRTPTG--------------------------------KRVLEDFSSSPVGKKPRSSLTQSSLKESSCTSLQIPSTEPSARNNGDG--SGQSENAQVLLQHGKTTVCVC   741
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