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

QL
NTDB id 276071 C6N17 RS02415 WP 106389223.1 MAHSFVLWKQRGFTLIELMVALALGLILVAAATQLFIGGLLSSRLQKANAEIQNSGIFGLEYIARDIRLLNYGNVTNPIL 80
NTDB id 1066 ABD1 RS15740 WP 000079197.1 MAQSFISNKEQGFTLIELIVALALGLILVAAATQLFIGGLLSSRLQKANAEIQDSGIFGLEYMARDIRLLNYGNVVNPQL 80
consensus !!*!!* ! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!! !! !

logo TDTTPWGGI
VVLTAGSTATNANNNI

VNF IVPKNVDGTNTYIAPDEATLLSRGAGDTVSTVNSNHWKGLSNIQNSTSNAAEVQSDQLTIQF IAP
NTDB id 276071 C6N17 RS02415 WP 106389223.1 TDTTPWGGVVLTASTATNNNNVNFVPNVGTNTYIADTLLSRGAGDTVSTVSNHWKGLSNIQNTSNAAVQSDQLTIQFIAP 160
NTDB id 1066 ABD1 RS15740 WP 000079197.1 TDTTPWGGIVLTGSTATNANNINFIPKVDTNTYIPEALLSRGAGDTVSTVNNHWKGLSNIQNSSNAEVQSDQLTIQFIAP 160
consensus !!!!!!!!*!!!*!!!!! !!*!!*! ! !!!!!** !!!!!!!!!!!!! !!!!!!!!!!!*!!! !!!!!!!!!!!!!

logo TNMTNCEGVNVLAGDL IVEQRYFLRLVDNSNGSSQQDYALACDANTPASAVSVATAQPDTI
TVANGLGDAGQI IVLPR IDHFHVLFLGAKN

NTDB id 276071 C6N17 RS02415 WP 106389223.1 TNMTNCEGVNVLAGDLIVERYFLRLDSNGSSQQDYALACDANTPSAVATAQPTTVAGLGDAGQIVLPRIDHFHVLFGAKN 240
NTDB id 1066 ABD1 RS15740 WP 000079197.1 TNMTNCEGVNVLAGDLIVQRYFLRVDNNGSSQQDYALACDANTPAVSATAQPDIVNGLGDAGQIILPRIDHFHVLLGAKN 240
consensus !!!!!!!!!!!!!!!!!! !!!!!*! !!!!!!!!!!!!!!!!! !!!!! ! !!!!!!!!*!!!!!!!!!! !!!!

logo AAGNFAYYTIPQYRAVAAQAARDASTPASVAMAPPR I LS IQI
MSVLARSTNNAQNSKAIDPENQSFFLMLDQNTVHAASDNRTTRFLRRTVYNS

NTDB id 276071 C6N17 RS02415 WP 106389223.1 AAGNFAYYTIPQYRAAAQAARDATPSVMPPRILSIQMSVLARSTNNAQSKAIDPEQSFFMLDQTVHASDNTTRFLRRTYN 320
NTDB id 1066 ABD1 RS15740 WP 000079197.1 AAGNFAYYTIPQYRVAAQAARDASPAVAAPRILSIQISVLARSTNNAQNKAIDPNQSFLMLDQNVHAADNRTRFLRRVYS 320
consensus !!!!!!!!!!!!!! !!!!!!!!*! ! *!!!!!!!*!!!!!!!!!!! !!!!! !!! !!!! !!! !! !!!!!! !

logo

L
VTIALRNAMGESTI

L

NTDB id 276071 C6N17 RS02415 WP 106389223.1 LTIALRNAMGESL 333
NTDB id 1066 ABD1 RS15740 WP 000079197.1 VTIALRNAMGETI 333
consensus *!!!!!!!!!!**

X non conserved

X similar

X ≥ 50% conserved


