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Q
D
SKLFGKVTIRKKLTMTTAVVFFLVLSMFTLVVVFSANTLLLQRERQNVNNTTI SKVVTYI EKDWDSDEELSPEPLL

NTDB id 351401 E3C75 RS03875 WP 111679253.1 ....MSKLFGKVTIRKKLTMTTAVVFFLVLSMFTLVVVFSANTLLLQRERQNVNNTISKVVTYIEKDWDSDEELSPEPLL 76
NTDB id 472 HSISS4 RS01435 WP 002883784.1 MSKLQDKLFGKVTIRKKLTMTTAVVFFLVLSMFTLVVVFSANTLLLQRERQNVNTTISKVVTYIEKDWDSDEELSPEPLL 80
consensus **** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo AAFLYSPKNIYAPS I INGVLSEKHRSLDGQVAI
VSNKRLYSNQSVFYVYDKKGTF I FTSEEDNTDSPPGMSEVNKLKLSVSYKGKRGF

NTDB id 351401 E3C75 RS03875 WP 111679253.1 AAFYSPKNIYPSIINGVLSEKRSLDGQVAVSNRLYSNQSVYVYDKKGTFIFTSEEDTDSPPGMSEVNKLKLVSYKGKRGF 156
NTDB id 472 HSISS4 RS01435 WP 002883784.1 AALYSPKNIYASIINGVLSEKHSLDGQVAISNKLYSNQSVFVYDKKGTFIFTSEENTDSPPGMSEVNKLKSVSYKGKRGF 160
consensus !! !!!!!!!*!!!!!!!!!!*!!!!!!!*!!*!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!

logo LLQVP IYGKDKKTIVGYAQI
VFHDLEKFYYALKERL I FLL I FLEVGMTVLVIAAVI

TVVVLTS I LRPMRQLHETMGI
V I ITDSPSD

NTDB id 351401 E3C75 RS03875 WP 111679253.1 LLQVPIYGKDKKTIVGYAQVFHDLKFYYALKERLIFLLIFLEVGMTVLVIAVIVVVLTSILRPMRQLHETMGIIIDSPSD 236
NTDB id 472 HSISS4 RS01435 WP 002883784.1 LLQVPIYGKDKKTIVGYAQIFHDLEFYYALKERLIFLLIFLEVGMTVLVIAATVVVLTSILRPMRQLHETMGVITDSPSD 240
consensus !!!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*! !!!!!

logo LELRSKI ESHDE IGADLALVNFNCRMMDKIQEDNNQMQMRFLSDVSHELRTP IAVIKGHMDLLQRWGKNDPE I LEESLEAASHE
NTDB id 351401 E3C75 RS03875 WP 111679253.1 LELRSKIESHDEIGALALNFNCMMDKIQEDNQMQMRFLSDVSHELRTPIAVIKGHMDLLQRWGKNDPEILEESLEAASHE 316
NTDB id 472 HSISS4 RS01435 WP 002883784.1 LELRSKIESHDEIGDLAVNFNRMMDKIQENNQMQMRFLSDVSHELRTPIAVIKGHMDLLQRWGKNDPEILEESLEAASHE 320
consensus !!!!!!!!!!!!!! !!*!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ANRMTIMINDMLDS IRVKGSFDENHRNDTCDLNSS IRTVIGNFRVLHDEDYQFYLNDFSEGSSDERPAQIYSQHFEQAVITI L IDN
NTDB id 351401 E3C75 RS03875 WP 111679253.1 ANRMTIMINDMLDSIRVKGSFDNHRNDTCDLNSSIRTVIGNFRVLHDDYQFYLNDSEGSDRPAQIYSQHFEQVITILIDN 396
NTDB id 472 HSISS4 RS01435 WP 002883784.1 ANRMTIMINDMLDSIRVKGSFENHRNDTCDLNSSIRTVIGNFRVLHEDYQFYLNDFESSERPAQIYSQHFEQAITILIDN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! ! !*!!!!!!!!!!!! !!!!!!!

logo AVKYSPVNKEKIQVTIKALEDEMLVQVQDNGEGI SKEDI EHI FERFYRSDKARNRTTTQSGVGIGLS I LYQIVEAYRCHR ID
NTDB id 351401 E3C75 RS03875 WP 111679253.1 AVKYSPVNKKIQVTIKALEDEMLVQVQDNGEGISKEDIEHIFERFYRSDKARNRTTTQSGVGIGLSILYQIVEAYRCHID 476
NTDB id 472 HSISS4 RS01435 WP 002883784.1 AVKYSPVNKEIQVTIKALEDEMLVQVQDNGEGISKEDIEHIFERFYRSDKARNRTTTQSGVGIGLSILYQIVEAYRCRID 480
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo VSSELGVGTRFDLYIPFADEGSETTTPQI
LEGL

NTDB id 351401 E3C75 RS03875 WP 111679253.1 VSSELGVGTRFDLYIPFAESETTTPQIEG 505
NTDB id 472 HSISS4 RS01435 WP 002883784.1 VSSELGVGTRFDLYIPFADGETTTPQLEL 509
consensus !!!!!!!!!!!!!!!!!!* !!!!!!*!
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