
logo

MLDYFVHYIPQF IYYPVIMTI FANVRGEKLNLRE I IT I SLSFFVIDI IWCPTAMVRI L I LSLVSYFSRKDLPRSLHI FNG
NTDB id 409407 GPZ88 RS03325 WP 166043386.1 MLDYFVHYIPQFIYYPVIMTIFANVRGEKLNLREIITISLSFFVIDIIWCPTAMVRILILSLVSYFSRKDLPRSLHIFNG 80
NTDB id 541 H702 RS10470 WP 236726575.1 ................................................................................ 0
consensus ********************************************************************************

logo

SFPWVIDS I I IRTIGFFVLP I FGLDYIDVSKNNLLYVVVQFSVLLVYLLS IKVSKIDFQTF I E I SE IKSLRKKLVFTDLT
NTDB id 409407 GPZ88 RS03325 WP 166043386.1 SFPWVIDSIIIRTIGFFVLPIFGLDYIDVSKNNLLYVVVQFSVLLVYLLSIKVSKIDFQTFIEISEIKSLRKKLVFTDLT 160
NTDB id 541 H702 RS10470 WP 236726575.1 ................................................................................ 0
consensus ********************************************************************************

logo

MI FYYIA I ECLTSAEVEFGGL IPTL IYRQWL I LLYF I FF I LML IYMNHRSRYQNSRWLEKE IANSAREQELRYLSAYSKKVEGLY
NTDB id 409407 GPZ88 RS03325 WP 166043386.1 MIFYYIAIECLTSAEVEFGGLIPTLIYRQWLILLYFIFFILMLIYMNHSRQSWLEKEIANAREQELRYLSAYSKKVEGLY 240
NTDB id 541 H702 RS10470 WP 236726575.1 .............................................MNRSYQNRLEKEIASAREQELRYLSAYSKKVEGLY 35
consensus *********************************************!!*! ! !!!!!! !!!!!!!!!!!!!!!!!!!!

logo EELRAFRHDYANI LVSLKEGIDQDDMGLVRKIYDSVLEDSADF IQRNSKFNIGSRLAVNIDKDDAIKSLLSAKFLEAEANSHNI EV
NTDB id 409407 GPZ88 RS03325 WP 166043386.1 EELRAFRHDYANILVSLKEGIDQDDMGLVRKIYDSVLEDSADFIQNSKFNISRLANIKDDAIKSLLSAKFLEAEANHIEV 320
NTDB id 541 H702 RS10470 WP 236726575.1 EELRAFRHDYANILVSLKEGIDQDDMGLVRKIYDSVLEDSADFIRNSKFNIGRLVNIDDDAIKSLLSAKFLEAEASNIEV 115
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !! !! !!!!!!!!!!!!!!!!! *!!!

logo

D
NLEVKDKIGAVPDNIPLLDYIRLLAI LCDNAI EAALEAEKHKPAITIACFYQDDDYVL IVDNTTKEESVPVNL IYQKDYSSKGHY

NTDB id 409407 GPZ88 RS03325 WP 166043386.1 NLEVKDKIGVPDIPLLDYIRLLAILCDNAIEAALEAEHPAITIACFYQDDDYVLIVDNTTKEESVPVNLIYQKDYSSKGH 400
NTDB id 541 H702 RS10470 WP 236726575.1 DLEVKDKIGAPNIPLLDYIRLLAILCDNAIEAALEAKKPAITIACFYQDDDYVLIVDNTTKEESVPVNLIYQKDYSSKGY 195
consensus !!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo GRGIGLTTIHQMMRKYPSNLSTVQTNSKNYHFCSQTIR IKKNAHFSDTKIVE
NTDB id 409407 GPZ88 RS03325 WP 166043386.1 GRGIGLTTIHQMMRKYPNLTVQTNSKNYHFCQTIRIKKAFD.... 441
NTDB id 541 H702 RS10470 WP 236726575.1 GRGIGLTTIHQMMRKYSNLSVQTNSKNYHFSQTIRIKNHSTKIVE 240
consensus !!!!!!!!!!!!!!!!*!!*!!!!!!!!!!*!!!!!! * ****
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