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CSANNTAKNMHPETRAV--GSETSSLQASQDEFENLVRNVDVKSRIM-DQYAD-------
QGANATINIWEPNLKNPNGDFSLTWIWISAGS-GSSLNTIEAGWQVYPGRTGDSQPRFFI
------INVWAPRVTDAY-EFSLSQIWLISGSFGHDLNTIEAGWQVSPELYGDNYPRFFT
------INVWAPQVQNQY-EFSLSQIWIISGSFGNDLNTIEAGWQVSPELYGDNYPRFFT
------INVWSPRVTSQY-EFGLSQIWVIAGSFTHDLNTIEAGWQISPELYGDTYPRFFT
------INVWTPRVISQY-EFSLSQIWIIAGSFAGDLNTIEAGWQISPELYGDTNPRFFT
       :   *           : :.   ..    :..::.  .:     .*       

-WKGVRYRLGGSTKKGIDCSGFVQRTFREQFGLEL-PRSTYE--QQEMGKSVSR------
YWTADGYTSTGCYD--LTCPGFVQTNNYYAIGMALQP-SVYGGQQYELNESIQRDPATGN
YWTTDAYQATGCYN--LLCSGFVQTNNKIAIGAAISPRSSYNGRQFDIGLMIWKDPKHGH
YWTNDAYQATGCYN--LLCSGFVQTNSEIAIGAAISPSSSYKGGQFDITLLIWKDPKHGN
YWTSDAYRTTGCYN--LLCSGFVQTNRRIAIGAAISPRSSYKGGQFDISLLIWKDPKHGH
YWTSDAYQATGCYN--LLCSGFVQTNNRIAIGAAISPVSSYKGGQFDISLLIWKDPKHGH
 *.   *   *. .  : *.**** .    :*  : * * *   * ::   : .      

-------------------SNLRTGDLVLFRAG-------STGRHVGIYIGNNQFVHAST
WWLYL-WGTVVGYWPASIYNSITNGADTVEWGGEIYDSSGTGGFHTTTQMGSGHFPTEGY
WWLELGNGLLVGYWPAFLFSHLRSHASMVQFGGEVVNSR-SSGAHTGTQMGSGHFADEGF
WWLEFGSGILVGYWPSFLFTHLKEHASMVQYGGEIVNSS-PFGAHTSTQMGSGHFAEEGF
WWLQFGSGALVGYWPAFLFTHLKQHGSMVQFGGEIVNNR-PGGSHTTTQMGSGHFAGEGF
WWLQFGSGTLVGYWPVSLFTHLREHGNMVQFGGEIVNTR-PGGSHTSTQMGSGHFAGEGF
                   . :      :  .*       . * *.   :*..:*   . 

SSGVIISSMNEPY-WKKRYNEA---RRVLSRS----------------------------
GKASYVRDLQCVDTYGNVISPTANSFQGIAPAPNCYNYQFQQGSSEL---YLFYGGPGCQ
EKAAYFRNLQVVD-WDNNLLPLKN-LHVLADHPACYD--IRQGKNNVWGTYFYYGGP---
TKSSYFRNIQVVD-WDNNLVPSPN-LRVLADHPNCYD--IQGGSNRAWGSYFYYGGP---
GKASYFRNLQIVD-WDNTLIPASN-LKILADHPNCYD--IRGGTNRVWGNYFYYGGP---
GKASYFRNLQMVD-WDNTLIPISN-LKVLADHPNCYD--IRGGVNRVWGNFFYYGGP---
 ..  . .::    : :         . ::                              
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