
logo MKKLFTFNKKKETVEESSAKRS IMLRWAFANTVFCF ITFTLFATLTYQLTI SSF IKEEQQRLLTRSMDSVEEVLEKADAPL
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 MKKLFTFNKKKETVEESSAKRSIMLRWAFANTVFCFITFTLFATLTYQLTISSFIKEEQRLLTRSMDSVEEVLEKADAPL 80
NTDB id 607 V4T04 RS01905 WP 010906048.1 MKKLFTFNKKKETVEESSAKRSIMLRWAFANTVFCFITFTLFATLTYQLTISSFIKEEQQLLTRSMDSVEEVLEKADAPL 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo NSSNLNTYI EATSKIQNGESEGMSLGS I IGTRKAFYIYDLNHKLLYSTNRHTFGFQNQANNEMKE IRGENPGYLVQRKI I
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 NSSNLNTYIEATSKIQNGESEGMSLGSIIGTRKAFYIYDLNHKLLYSTNRHTFGFQNQANNEMKEIRGENPGYLVQRKII 160
NTDB id 607 V4T04 RS01905 WP 010906048.1 NSSNLNTYIEATSKIQNGESEGMSLGSIIGTRKAFYIYDLNHKLLYSTNRHTFGFQNQANNEMKEIRGENPGYLVQRKII 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKSTGQVVGYLQAFYDTTTYHR I SNLLL IVLL I LE IVAL IVAQL IGYFMANYFMKPLEKLYQGMQEMANDPTNDFEP I E I
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 SKSTGQVVGYLQAFYDTTTYHRISNLLLIVLLILEIVALIVAQLIGYFMANYFMKPLEKLYQGMQEMANDPTNDFEPIEI 240
NTDB id 607 V4T04 RS01905 WP 010906048.1 SKSTGQVVGYLQAFYDTTTYHRISNLLLIVLLILEIVALIVAQLIGYFMANYFMKPLEKLYQGMQEMANDPTNDFEPIEI 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QSGDE I EELAHVYNDMMLKMKAYLEQQNRFVSDVSHELRTPLAVLDGHINLLNRWGKNDPEVLDESLQASLDEVDRMKKM
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 QSGDEIEELAHVYNDMMLKMKAYLEQQNRFVSDVSHELRTPLAVLDGHINLLNRWGKNDPEVLDESLQASLDEVDRMKKM 320
NTDB id 607 V4T04 RS01905 WP 010906048.1 QSGDEIEELAHVYNDMMLKMKAYLEQQNRFVSDVSHELRTPLAVLDGHINLLNRWGKNDPEVLDESLQASLDEVDRMKKM 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LEEMLALARLENVDLSSEELDCDVGKVCNRALKNFQLLHDDFE IVLDNRL IYPTHAR I SENHFEQGLR I LLDNAAKYSPD
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 LEEMLALARLENVDLSSEELDCDVGKVCNRALKNFQLLHDDFEIVLDNRLIYPTHARISENHFEQGLRILLDNAAKYSPD 400
NTDB id 607 V4T04 RS01905 WP 010906048.1 LEEMLALARLENVDLSSEELDCDVGKVCNRALKNFQLLHDDFEIVLDNRLIYPTHARISENHFEQGLRILLDNAAKYSPD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DRKE IV ITVSEDEQFVITSVSDKGIG I SEEDINHLFERFFRADKARNRE IGGTGLGLS I LARLAENYQGE I EVNSELGLG
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 DRKEIVITVSEDEQFVITSVSDKGIGISEEDINHLFERFFRADKARNREIGGTGLGLSILARLAENYQGEIEVNSELGLG 480
NTDB id 607 V4T04 RS01905 WP 010906048.1 DRKEIVITVSEDEQFVITSVSDKGIGISEEDINHLFERFFRADKARNREIGGTGLGLSILARLAENYQGEIEVNSELGLG 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo STFTLKFPKIK
NTDB id 1007304 ABLU27 RS12130 WP 406834513.1 STFTLKFPKIK 491
NTDB id 607 V4T04 RS01905 WP 010906048.1 STFTLKFPKIK 491
consensus !!!!!!!!!!!
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