
logo MKKLFTFNKKKETVEESSAKRS IMLRWAFANTVFCF ITFTLFATLTYQLTI SSF IKEEQQLLTRSMDSVEEVLEKADAPLNSSNL
NTDB id 133716 QI18 RS08160 WP 010906048.1 MKKLFTFNKKKETVEESSAKRSIMLRWAFANTVFCFITFTLFATLTYQLTISSFIKEEQQLLTRSMDSVEEVLEKADAPLNSSNL 85
NTDB id 607 V4T04 RS01905 WP 010906048.1 MKKLFTFNKKKETVEESSAKRSIMLRWAFANTVFCFITFTLFATLTYQLTISSFIKEEQQLLTRSMDSVEEVLEKADAPLNSSNL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NTYI EATSKIQNGESEGMSLGS I IGTRKAFYIYDLNHKLLYSTNRHTFGFQNQANNEMKE IRGENPGYLVQRKI I SKSTGQVVGY
NTDB id 133716 QI18 RS08160 WP 010906048.1 NTYIEATSKIQNGESEGMSLGSIIGTRKAFYIYDLNHKLLYSTNRHTFGFQNQANNEMKEIRGENPGYLVQRKIISKSTGQVVGY 170
NTDB id 607 V4T04 RS01905 WP 010906048.1 NTYIEATSKIQNGESEGMSLGSIIGTRKAFYIYDLNHKLLYSTNRHTFGFQNQANNEMKEIRGENPGYLVQRKIISKSTGQVVGY 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LQAFYDTTTYHR I SNLLL IVLL I LE IVAL IVAQL IGYFMANYFMKPLEKLYQGMQEMANDPTNDFEP I E IQSGDE I EELAHVYND
NTDB id 133716 QI18 RS08160 WP 010906048.1 LQAFYDTTTYHRISNLLLIVLLILEIVALIVAQLIGYFMANYFMKPLEKLYQGMQEMANDPTNDFEPIEIQSGDEIEELAHVYND 255
NTDB id 607 V4T04 RS01905 WP 010906048.1 LQAFYDTTTYHRISNLLLIVLLILEIVALIVAQLIGYFMANYFMKPLEKLYQGMQEMANDPTNDFEPIEIQSGDEIEELAHVYND 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MMLKMKAYLEQQNRFVSDVSHELRTPLAVLDGHINLLNRWGKNDPEVLDESLQASLDEVDRMKKMLEEMLALARLENVDLSSEEL
NTDB id 133716 QI18 RS08160 WP 010906048.1 MMLKMKAYLEQQNRFVSDVSHELRTPLAVLDGHINLLNRWGKNDPEVLDESLQASLDEVDRMKKMLEEMLALARLENVDLSSEEL 340
NTDB id 607 V4T04 RS01905 WP 010906048.1 MMLKMKAYLEQQNRFVSDVSHELRTPLAVLDGHINLLNRWGKNDPEVLDESLQASLDEVDRMKKMLEEMLALARLENVDLSSEEL 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DCDVGKVCNRALKNFQLLHDDFE IVLDNRL IYPTHAR I SENHFEQGLR I LLDNAAKYSPDDRKE IV ITVSEDEQFVITSVSDKGI
NTDB id 133716 QI18 RS08160 WP 010906048.1 DCDVGKVCNRALKNFQLLHDDFEIVLDNRLIYPTHARISENHFEQGLRILLDNAAKYSPDDRKEIVITVSEDEQFVITSVSDKGI 425
NTDB id 607 V4T04 RS01905 WP 010906048.1 DCDVGKVCNRALKNFQLLHDDFEIVLDNRLIYPTHARISENHFEQGLRILLDNAAKYSPDDRKEIVITVSEDEQFVITSVSDKGI 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GI SEEDINHLFERFFRADKARNRE IGGTGLGLS I LARLAENYQGE I EVNSELGLGSTFTLKFPKIK
NTDB id 133716 QI18 RS08160 WP 010906048.1 GISEEDINHLFERFFRADKARNREIGGTGLGLSILARLAENYQGEIEVNSELGLGSTFTLKFPKIK 491
NTDB id 607 V4T04 RS01905 WP 010906048.1 GISEEDINHLFERFFRADKARNREIGGTGLGLSILARLAENYQGEIEVNSELGLGSTFTLKFPKIK 491
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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