
logo MF
L
K
S
G
S
F
LSKQLFKRPRVEALGLE IGAASANLKLVELVSGNPPATLKRALASTRPTPPGLMLMVEGMVI

VAEPAQALAQE I
LKELLALEARTKRKRYVV

NTDB id 406060 GO600 RS02610 WP 028493408.1 MLSGFSKLFKPRVEALGLEIGAANLKLVELSGNPPTLRALATRPTPPGMLVEGVIAEPQALAQELKELLAEARTKKRYVV 80
NTDB id 1023 TT RS05125 WP 011173432.1 MFKSLSQLFRPRVEALGLEIGASALKLVEVSGNPPALKALASRPTPPGLLMEGMVAEPAALAQEIKELLLEARTRKRYVV 80
consensus ! ! !!*!!!!!!!!!!!! !!!!!*!!!!! !*!!!*!!!!!!*!*!!**!!! !!!!!*!!!! !!!!*!!!!!

logo TALVPSNLPASVI LRPTI
LQVPKMPLPKEMEEAVRWEAERYIPFP IDEVVLDFAPLDTPLASEAVAQEGEQVEQVMVAGAARQEAVAGSLVLEAL

NTDB id 406060 GO600 RS02610 WP 028493408.1 TAVPNPSVILRTLQVPKMPPKEMEEAVRWEAERYIPFPIDEVVLDFAPLDPLAEAAEGEQVEVMVGAARQEAVASLLEAL 160
NTDB id 1023 TT RS05125 WP 011173432.1 TALSNLAVILRPIQVPKMPLKEMEEAVRWEAERYIPFPIDEVVLDFAPLTPLSEVQEGEQVQVMVAAARQEAVAGVLEAL 160
consensus !!**!* !!!!**!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! ! !!!!! !!!*!!!!!!!! *!!!!

logo RGAGLTVP I
V
I
VLDVKPFAGLYPLEAQRLASESDEPDEGRVFSLVAVLVDE IGAESTSLVLLKRGDNKRPLAVR I

VLATLSGKDFTEAIAGKRSFGNLDFLLAT
NTDB id 406060 GO600 RS02610 WP 028493408.1 RGAGLTPIILDVKPFAGLYPLEAQLSSDPEGVSVAVEIGAESTSLVLLKGNRPLAVRILALSGKDFTEAIGKSFGLDFLT 240
NTDB id 1023 TT RS05125 WP 011173432.1 RGAGLVPVVLDVKPFAGLYPLEARLAEEPDRVFLVLDIGAESTSLVLLRGDKPLAVRVLTLSGKDFTEAIARSFNLDLLA 240
consensus !!!!! !**!!!!!!!!!!!!!! ! *!* ! * **!!!!!!!!!!!*! *!!!!!*! !!!!!!!!!!**!! !! !

logo AEEVKRTYGLMATI
LPTEDEELLLDFDAERERYSPAGKR IYDAIRPVLVELTQE I

LRRSLEFFR I
VQLEGDEAVQSPEMVGYLLYGGGSKRLR

NTDB id 406060 GO600 RS02610 WP 028493408.1 AEEVKRTYGLATIPTEDEELLLDFDAERERYSPAKIYDAIRPVLVELTQEIRRSLEFFRVQLGDVQPEVGYLYGGGSRLR 320
NTDB id 1023 TT RS05125 WP 011173432.1 AEEVKRTYGMATLPTEDEELLLDFDAERERYSPGRIYDAIRPVLVELTQELRRSLEFFRIQLEEASPEMGYLLGGGSKLR 320
consensus !!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!!!!!*!!!!!!!!*!! * !!*!!! !!!!*!!

logo GLASSTLLTDTLGVNFETPVPVDNPWEQAGI
V
A
QVDPKRFDELSEKQI

L
K
QE I

MGPEFALVAPLVGLALRGVEMPLD
NTDB id 406060 GO600 RS02610 WP 028493408.1 GLSTLLTDTLGVNFTVPDPWQGIQVDPKRFDLEKIKEMGPEFLVPVGLALRGVMPLD 377
NTDB id 1023 TT RS05125 WP 011173432.1 GLASLLTDTLGVNFEPVNPWEAVAVDPKRFESEQLQEIGPEFAVALGLALRGVEPLD 377
consensus !! *!!!!!!!!!! ** !! ** !!!!!!* ! * !*!!!! !**!!!!!!! !!!

X non conserved
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X ≥ 50% conserved


