
                                                                                   :  . . *   *: ***  *****:*.* :   . * *:.**:*:** *  .: :.**:*:*::** *** .**:**.:*:.:**  *****: ** **  
gi|63252913|ref|NP_001738.2| ---------------------------------------------MYTAIPQSGSPFPGSVQDPGLHVWRVEKLKPVPVAQENQGVFFSGDSYLVLHNGPEEVSHLHLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDL   150
gi|114578496|ref|XP_001166228.1| ---------------------------------------------MYTAIPQSGSPFPGSVQDPGLHVWRVEKLKPVPVAQENQGVFFSGDSYLVLHNGPEEVSHLHLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDL   150
gi|73980918|ref|XP_540197.2| ---------------------------------------------MYTSLPQGGSPFPGSVQDPGLHVWRVEKLKPVPVARENQGVFFSGDSYLVLHNGPEELSHLHLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDL   150
gi|110227377|ref|NP_001035999.1| ---------------------------------------------MYTPIPQSGSPFPASVQDPGLHIWRVEKLKPVPIARESHGIFFSGDSYLVLHNGPEEASHLHLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDL   150
gi|61556900|ref|NP_001013104.1| ---------------------------------------------MYTPIPQSGSPFPASVQDPGLHIWRVEKLKPVPIARENHGIFFSGDSYLVLHNGPEEASHLHLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDL   150
gi|30466254|ref|NP_848669.1| ---------------------------------------------MYSPIPQSGSPFPPTVKLPGLHIWRVEKLKPVPVAPENYGIFFSGDSYLVLHNGPEELSHLHLWIGQQSSRDEQGGCAILAVHLNTLLGERPVQHRESQGNESDL   150
gi|48762660|ref|NP_001001594.1| ----------------------------------------------MQPFQAAPGQFGDEVRQPGLYCWRVEKMKAVPLNQAEVGAFFNGDSYLVLDNRGDQGADLHMWIGEKSSRDEQVACAMLATQLDNFLGGDPVQHRQVQGYESPE   150
gi|292613749|ref|XP_693782.2| MQSHALLPYLTPNLQGSPPPLSGSSEPHHTLKPQTSYTLFLLFLSRMLNLRAAQSQFTHEVREPGLWVWRVEKMKAVLLDPSQRGIFYNGDAYIVLSNRGKDGSDLHMWMGEKSSPDEQGACAMLATQLDSFLGGEPVQHRQVQGFESHE   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  **  **:*:.*:******.*: : .      :: ***:***:**** *  :.* .**.*:******* .*. * *.::*::*::*.*::*  ***::*:***::  : :** . :*::.*** * **:...***  ** :*  :*:****
gi|63252913|ref|NP_001738.2| FMSYFPRGLKYQEGGVESAFHKTSTGAPAA-IKKLYQVKGKKNIRATERALNWDSFNTGDCFILDLGQNIFAWCGGKSNILERNKARDLALAIRDSERQGKAQVEIVTDGEEPAEMIQVLGPKPALKEGNPEEDLTADKANAQAAALYKV   300
gi|114578496|ref|XP_001166228.1| FMSYFPRGLKYQEGGVESAFHKTSTGAPAA-IKKLYQVKGKKNIRATERALNWDSFNTGDCFILDLGQNIFAWCGGKSNILERNKARDLALAIRDSERQGKAQVEIVTDGEEPAEMIQVLGPKPALKEGNPEEDLTADKANAQAAALYKV   300
gi|73980918|ref|XP_540197.2| FMSYFPRGLKYQEGGVESAFHKTSPGATAAPIKKLYQVKGKKNIRATERALNWDNFNTGECFILDLGPNIFTWCGGKSNILERNKARDLALAIRDSERQGKAQVEIVTDGEEPAEMIQVLGPKPALKEGNPEEDLTADRTNAQAAALYKV   300
gi|110227377|ref|NP_001035999.1| FMSYFPRGLKYREGGVESAFHKTTSGATPAAIRKLYQVKGKKNIRATERALSWDSFNTGDCFILDLGQNIFAWCGGKSNILERNKARDLALAIRDSERQGKAQVEIITDGEEPAEMIQVLGPKPALKEGNPEEDITADQTNAQAAALYKV   300
gi|61556900|ref|NP_001013104.1| FMSYFPQGLKYREGGVESAFHKTTSGTTPAAIRKLYQVKGKKNIRATERALSWDSFNTGDCFILDLGQNIFAWCGGKSNILERNKARDLALAIRDSERQGKAQVEIITDGEEPAEMIQVLGPKPALKEGNPEEDITADQTNAQAAALYKV   300
gi|30466254|ref|NP_848669.1| FMSYFPHGLKYQEGGVESAFHKTSPGTAPAAIKKLYQVKGKKNIRATERVLSWDSFNTGDCFILDLGQNIFAWCGAKSNILERNKARDLALAIRDSERQGKAHVEIVTDGEEPADMIQVLGPKPSLKEGNPEEDLTADRTNAQAAALYKV   300
gi|48762660|ref|NP_001001594.1| FMKLFPRGVSYKEGGVESGFRRAQS--GPGPVQRLYQIKGKRNIRAKEVDLSWQSFNKGDCFILDLGETIVSWIGSQANIFEKQKVREIASLIRDTDRHGKAQITNVNEGEGTQEMLKVLGPVPELKESTPEEDSKADASN--SASLYKV   300
gi|292613749|ref|XP_693782.2| FMGLFPKGVSYKEGGVESGFKSARS--RIDPVKYLYQVKGKKNIRAREVEFSWGSFNKGDCFILDLGENIVVWIGSKANMFERQKVREIAMLIRDTERNGKAHIIDVREGEEPVEMVKALGPVPALKDSSTEEDSEADITN--SASLYKV   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  *:***.*.***:.:..**. :**  ****:****  ***::***  ** :*::.**::*: ** .*.*.   *********:*: :*****:.*.
gi|63252913|ref|NP_001738.2| SDATGQMNLTKVADSSPFALELLISDDCFVLDNGLCGKIYIWKGRKANEKERQAALQVAEGFISRMQYAPN-TQVEILPQGHESPIFKQFFKDWK   395
gi|114578496|ref|XP_001166228.1| SDATGQMNLTKVADSSPFALELLISDDCFVLDNGLCGKIYIWKGRKANEKERQAALQVAEGFISRMQYAPN-TQVEILPQGRESPIFKQFFKDWK   395
gi|73980918|ref|XP_540197.2| SDATGQMNLTKVADSSPFALELLLSDDCFVLDNGLCGKIYIWKGRKANEKERQAALQVAEDFISRMRYAPN-TQVEILPQGRESPIFKQFFKDWK   395
gi|110227377|ref|NP_001035999.1| SDATGQMNLTKVADSSPFASELLIPDDCFVLDNGLCGKIYIWKGRKANEKERQAALQVADGFISRMRYSPN-TQVEILPQGRESPIFKQFFKNWK   395
gi|61556900|ref|NP_001013104.1| SDATGQMNLTKVADSSPFASELLIPDDCFVLDNGLCGKIYIWKGRKANEKERQAALQVADGFISRMRYSPN-TQVEILPQGRESPIFKQFFKDWK   395
gi|30466254|ref|NP_848669.1| SDATGQMNLTKLADSSPFALELLIPDDCFVLDNGLCGKIYIWKGRKANEKERQAALQVAEDFITRMRYAPN-TQVEILPQGRESAIFKQFFKDWK   395
gi|48762660|ref|NP_001001594.1| SDATGSMKLTKVSEKSPFAKDLLVRDDCFILDNGANGKIFVWKGSGANAEEKRVALKMADDFIQQMNYPKMKTQVEILPQGRETVIFKQFFQSWN   395
gi|292613749|ref|XP_693782.2| SNATGQMTLTKLCDKGPFGQELLEKDDCFILDNGSNGKIYVWKGNGANAEEKRVALKVADEFITEMNYPRMRTQVEILPQGRESVLFKQFFKSWS   395
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.....


