
logo

MIKVSLMGYLVEAFYYPVIMI IYSNIRGVKLKLWE IVAI SLSFLVIDFTCFYTIVFRFLVLEFLSYTRDKDLPLSLHI FY
NTDB id 409133 GP482 RS07055 WP 158914539.1 MIKVSLMGYLVEAFYYPVIMIIYSNIRGVKLKLWEIVAISLSFLVIDFTCFYTIVFRFLVLEFLSYTRDKDLPLSLHIFY 80
NTDB id 541 H702 RS10470 WP 236726575.1 ................................................................................ 0
consensus ********************************************************************************

logo

ASFPWVI ES I FKRL IGFF I FP I FGSGYADLGNNLVYITVEASVVLLYFVL INLSE IDFQSF I ELSE IKDLRKKL I FTDIT
NTDB id 409133 GP482 RS07055 WP 158914539.1 ASFPWVIESIFKRLIGFFIFPIFGSGYADLGNNLVYITVEASVVLLYFVLINLSEIDFQSFIELSEIKDLRKKLIFTDIT 160
NTDB id 541 H702 RS10470 WP 236726575.1 ................................................................................ 0
consensus ********************************************************************************

logo

MI FYYIMVEFLAGVEAYGGVNNL IYRQWLVVIYF I FF I LMLFYMNRSYQNRLEKE IASAREQELRYLSAYSKKVEGLYEE
NTDB id 409133 GP482 RS07055 WP 158914539.1 MIFYYIMVEFLAGVEAYGGVNNLIYRQWLVVIYFIFFILMLFYMNRSYQNRLEKEIASAREQELRYLSAYSKKVEGLYEE 240
NTDB id 541 H702 RS10470 WP 236726575.1 ...........................................MNRSYQNRLEKEIASAREQELRYLSAYSKKVEGLYEE 37
consensus *******************************************!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LRAFRHDYANI LVSLKEGIDQDDMGI
LVRKIYDSVLEDESADF IQRNSKFNIGSRLAVNIDKDDAIKSLLSAKFLEAEANSHNI EVDNL

NTDB id 409133 GP482 RS07055 WP 158914539.1 LRAFRHDYANILVSLKEGIDQDDMGIVRKIYDSVLEESADFIQNSKFNISRLANIKDDAIKSLLSAKFLEAEANHIEVNL 320
NTDB id 541 H702 RS10470 WP 236726575.1 LRAFRHDYANILVSLKEGIDQDDMGLVRKIYDSVLEDSADFIRNSKFNIGRLVNIDDDAIKSLLSAKFLEAEASNIEVDL 117
consensus !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!! !!!!!! !! !! !!!!!!!!!!!!!!!!! *!!! !

logo EVKDKIGAVPDNIPLLDYIRLLAI LCDNAI EAALEAEKKNPAITIACFYQDDDYVL IVDNTTKEESVPVNL IYQKDYSSKGHYGR
NTDB id 409133 GP482 RS07055 WP 158914539.1 EVKDKIGVPDIPLLDYIRLLAILCDNAIEAALEAENPAITIACFYQDDDYVLIVDNTTKEESVPVNLIYQKDYSSKGHGR 400
NTDB id 541 H702 RS10470 WP 236726575.1 EVKDKIGAPNIPLLDYIRLLAILCDNAIEAALEAKKPAITIACFYQDDDYVLIVDNTTKEESVPVNLIYQKDYSSKGYGR 197
consensus !!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo GIGLTTIHQMMRKYPSNLSTVQTNSKNYHFCSQTIR IKKNAHFSDTKIVE
NTDB id 409133 GP482 RS07055 WP 158914539.1 GIGLTTIHQMMRKYPNLTVQTNSKNYHFCQTIRIKKAFD.... 439
NTDB id 541 H702 RS10470 WP 236726575.1 GIGLTTIHQMMRKYSNLSVQTNSKNYHFSQTIRIKNHSTKIVE 240
consensus !!!!!!!!!!!!!!*!!*!!!!!!!!!!*!!!!!! * ****

X non conserved

X similar

X ≥ 50% conserved


