
logo MAHQSF IVLSNWKEQQRGFTL I EL IMVALALGL I LVAAATQLF IGGLLSSRLQKANAE IQDSGI FGLEYI
MARDIRLLNYGNVTVNP I

QL
NTDB id 211776 BVD86 RS16635 WP 101664437.1 MAHSFVLWKQRGFTLIELMVALALGLILVAAATQLFIGGLLSSRLQKANAEIQDSGIFGLEYIARDIRLLNYGNVTNPIL 80
NTDB id 1066 ABD1 RS15740 WP 000079197.1 MAQSFISNKEQGFTLIELIVALALGLILVAAATQLFIGGLLSSRLQKANAEIQDSGIFGLEYMARDIRLLNYGNVVNPQL 80
consensus !!*!!* ! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !! !

logo TDTTPWGGI
VVLTGSTATNANNNI

VNF IVPKNVDETNTYIAPDEATLLSRGAGDTVSTVNSNHWKGLSNIQNSSDNAAEVQSDQLTIQF IAP
NTDB id 211776 BVD86 RS16635 WP 101664437.1 TDTTPWGGVVLTGSTATNNNNVNFVPNVETNTYIADTLLSRGAGDTVSTVSNHWKGLSNIQNSSDAAVQSDQLTIQFIAP 160
NTDB id 1066 ABD1 RS15740 WP 000079197.1 TDTTPWGGIVLTGSTATNANNINFIPKVDTNTYIPEALLSRGAGDTVSTVNNHWKGLSNIQNSSNAEVQSDQLTIQFIAP 160
consensus !!!!!!!!*!!!!!!!!! !!*!!*! !*!!!!!** !!!!!!!!!!!!! !!!!!!!!!!!!! ! !!!!!!!!!!!!!

logo TNMTNCEGVNVLAGDL IVEQRYFLRLVDNSNGSSQQDYALACDANTPASAVSVATAQPDTI
TVANGLGDAGQI IVLPR IDHFHVLFLGAKN

NTDB id 211776 BVD86 RS16635 WP 101664437.1 TNMTNCEGVNVLAGDLIVERYFLRLDSNGSSQQDYALACDANTPSAVATAQPTTVAGLGDAGQIVLPRIDHFHVLFGAKN 240
NTDB id 1066 ABD1 RS15740 WP 000079197.1 TNMTNCEGVNVLAGDLIVQRYFLRVDNNGSSQQDYALACDANTPAVSATAQPDIVNGLGDAGQIILPRIDHFHVLLGAKN 240
consensus !!!!!!!!!!!!!!!!!! !!!!!*! !!!!!!!!!!!!!!!!! !!!!! ! !!!!!!!!*!!!!!!!!!! !!!!

logo AAGNFAYYTIPQYRAVAAQAARDASTPASVAMAPPR I LS IQI
MSVLARSTNNAQNSKAIDPENQSFFLMLDQNTVHAASDNRTTRFLRRTVYNS

NTDB id 211776 BVD86 RS16635 WP 101664437.1 AAGNFAYYTIPQYRAAAQAARDATPSVMPPRILSIQMSVLARSTNNAQSKAIDPEQSFFMLDQTVHASDNTTRFLRRTYN 320
NTDB id 1066 ABD1 RS15740 WP 000079197.1 AAGNFAYYTIPQYRVAAQAARDASPAVAAPRILSIQISVLARSTNNAQNKAIDPNQSFLMLDQNVHAADNRTRFLRRVYS 320
consensus !!!!!!!!!!!!!! !!!!!!!!*! ! *!!!!!!!*!!!!!!!!!!! !!!!! !!! !!!! !!! !! !!!!!! !

logo

L
VTIALRNAMGESTI

L

NTDB id 211776 BVD86 RS16635 WP 101664437.1 LTIALRNAMGESL 333
NTDB id 1066 ABD1 RS15740 WP 000079197.1 VTIALRNAMGETI 333
consensus *!!!!!!!!!!**

X non conserved
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X ≥ 50% conserved


