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SKLFGKVTIRKKLTMTTAVVFFLVLSMFTLVVVFSANTLLLQRERQNVNNTTI SKVVTYI EKDWDSDEELSPEPLL

NTDB id 1131136 H0513 RS01935 WP 179972619.1 ....MSKLFGKVTIRKKLTMTTAVVFFLVLSMFTLVVVFSANTLLLQRERQNVNNTISKVVTYIEKDWDSDEELSPEPLL 76
NTDB id 472 HSISS4 RS01435 WP 002883784.1 MSKLQDKLFGKVTIRKKLTMTTAVVFFLVLSMFTLVVVFSANTLLLQRERQNVNTTISKVVTYIEKDWDSDEELSPEPLL 80
consensus **** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo AALYSPKNIYASS I INGVLSEKHRSLDGQVAI
VSNKLYSNQSVFYVYDKKGTF I FTSEEDNTDSPPGMSEVNKLKLSVSYKGKRGF

NTDB id 1131136 H0513 RS01935 WP 179972619.1 AALYSPKNIYSSIINGVLSEKRSLDGQVAVSNKLYSNQSVYVYDKKGTFIFTSEEDTDSPPGMSEVNKLKLVSYKGKRGF 156
NTDB id 472 HSISS4 RS01435 WP 002883784.1 AALYSPKNIYASIINGVLSEKHSLDGQVAISNKLYSNQSVFVYDKKGTFIFTSEENTDSPPGMSEVNKLKSVSYKGKRGF 160
consensus !!!!!!!!!! !!!!!!!!!!*!!!!!!!*!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!

logo LLQVP IYGKDKKNTIVGYAQI
VFHDLEFYYALKERL I FLL I FLEVGMTVLVIAAVTI

VVVLTS I LRPMRQLHETMGI
V I ITDSPSD

NTDB id 1131136 H0513 RS01935 WP 179972619.1 LLQVPIYGKDKNTIVGYAQVFHDLEFYYALKERLIFLLIFLEVGMTVLVIAVTIVVLTSILRPMRQLHETMGIIIDSPSD 236
NTDB id 472 HSISS4 RS01435 WP 002883784.1 LLQVPIYGKDKKTIVGYAQIFHDLEFYYALKERLIFLLIFLEVGMTVLVIAATVVVLTSILRPMRQLHETMGVITDSPSD 240
consensus !!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!*! !!!!!

logo LELRSKI EGSHDE IGADLALVNFNCRMMDKIQENNQMQMRFLSDVSHELRTP IAVIKGHMDLLQRWGKNDPE I LEESLEAASHE
NTDB id 1131136 H0513 RS01935 WP 179972619.1 LELRSKIGSHDEIGALALNFNCMMDKIQENNQMQMRFLSDVSHELRTPIAVIKGHMDLLQRWGKNDPEILEESLEAASHE 316
NTDB id 472 HSISS4 RS01435 WP 002883784.1 LELRSKIESHDEIGDLAVNFNRMMDKIQENNQMQMRFLSDVSHELRTPIAVIKGHMDLLQRWGKNDPEILEESLEAASHE 320
consensus !!!!!!! !!!!!! !!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ANRMTIMINDMLDS IRVKGSFDENHRNDTCDLNSS IRTVIGNFRVLHDEDYQFYLNDFSESLSDERPAQIYSQHFEQAVITI L IDN
NTDB id 1131136 H0513 RS01935 WP 179972619.1 ANRMTIMINDMLDSIRVKGSFDNHRNDTCDLNSSIRTVIGNFRVLHDDYQFYLNDSESLDRPAQIYSQHFEQVITILIDN 396
NTDB id 472 HSISS4 RS01435 WP 002883784.1 ANRMTIMINDMLDSIRVKGSFENHRNDTCDLNSSIRTVIGNFRVLHEDYQFYLNDFESSERPAQIYSQHFEQAITILIDN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !! *!!!!!!!!!!!! !!!!!!!

logo AVKYSPVNKE IQI
VTIKALEDEMLVQVQDNGEGI SKEDI EHI FERFYRSDKARNRTTTQSGVGIGLS I LYQIVEAYRCHR ID

NTDB id 1131136 H0513 RS01935 WP 179972619.1 AVKYSPVNKEIQITIKALEDEMLVQVQDNGEGISKEDIEHIFERFYRSDKARNRTTTQSGVGIGLSILYQIVEAYRCHID 476
NTDB id 472 HSISS4 RS01435 WP 002883784.1 AVKYSPVNKEIQVTIKALEDEMLVQVQDNGEGISKEDIEHIFERFYRSDKARNRTTTQSGVGIGLSILYQIVEAYRCRID 480
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo VSSELGVGTRFDLYIPFADGSETTTPQLEGL
NTDB id 1131136 H0513 RS01935 WP 179972619.1 VSSELGVGTRFDLYIPFADSETTTPQLEG 505
NTDB id 472 HSISS4 RS01435 WP 002883784.1 VSSELGVGTRFDLYIPFADGETTTPQLEL 509
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!
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