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NTDB id 54769 PLE7327 RS20510 WP 015145682.1 MLERLKSLLPTKSTGFGLEITPERINLAQLSKQGQTYKLVKYCSSEIPEGVFEEGKIVDSLTLAERIQELLKEYKIKAKR 80
NTDB id 1411 SGL RS10685 WP 010872897.1 MFSRFTSLFGRKSSGVGLEITPERVNVAQLTSQGQSYKLRKFGHASIPEGIFEEGKIVDSPALAEIIQELLSENGINTKQ 80
consensus ! ! !! * !!*! !!!!!!!!*!*!!!* !!!*!!! !*** !!!!*!!!!!!!!!* !!! !!!!! ! ! !

logo VATAVPMREAI IRLMLPLVPAELDENQELRDLMVLNHEAASLYLPFYPREEVDLDYQKLGLYFEDEDGI EKVQVLLVATRREVTDSY
NTDB id 54769 PLE7327 RS20510 WP 015145682.1 VATAVPMREAIIRLLPLPAELDEQELRDLVLNHEASLYLPFPREEVDLDYQKLGYFEDEDGIEKVQVLLVATRREVTDSY 160
NTDB id 1411 SGL RS10685 WP 010872897.1 VATAVPMREAIIRMLPVPAELDENELRDMVLNHEAALYLPYPREEVDLDYQKLGLFEDEDGIEKVQVLLVATRREVTDSY 160
consensus !!!!!!!!!!!!!*!!*!!!!!!*!!!!*!!!!!! !!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo

I
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D
ETFKQQAGLEQVDVLE INSFAL IRTIREQLRQFGSKREAAVLVDI EFDSTE IA I IVVDGVPQFSRTVP IGTFYQMQNTALASRAMN

NTDB id 54769 PLE7327 RS20510 WP 015145682.1 IETFKQAGLEVDVLEINSFALIRTIREQLRQFGSKEAAVLVDIEFDSTEIAIVVDGVPQFSRTVPIGTFQMQTALARAMN 240
NTDB id 1411 SGL RS10685 WP 010872897.1 LDTFQQAGLQVDVLEINSFALIRTIREQLRQFGSREAAVLVDIEFDSTEIAIIVDGVPQFSRTVPIGTYQMQNALSRAMN 240
consensus **!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!! !! !!!!
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NTDB id 54769 PLE7327 RS20510 WP 015145682.1 LPPSRDPEILRDITIPNTPFDSLSTQGIAVNPGMSALLRIVSELTDELRRSINFYLNQSEGLEVVQLLLAGPGGAIGQLD 320
NTDB id 1411 SGL RS10685 WP 010872897.1 LPPSRNPEILQGMTIPVTQFDTMSTQGTAVNPGMNALMRVMGELTDELRRSINFYLNQSEELELVQLLLAGPGGGLIQLD 320
consensus !!!!! !!!! *!!! !*!!**!!!! !!!!!! !!*!** !!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!** !!!

logo EFYFTQRLS IVPTMVKQIDPFVESALAS ILDQI
TDQRENFIPSADIAERPGSLAGTVLGLGI

LREAV
NTDB id 54769 PLE7327 RS20510 WP 015145682.1 EFFTQRLSVPTMQIDPVSALSLQIDREIPAIARPGLGTVLGLGLREV 367
NTDB id 1411 SGL RS10685 WP 010872897.1 EYFTQRLSIPTVKIDPFEALAIDTDQNFSDIERPSLATVLGLGIREA 367
consensus !*!!!!!!*!!* !!! !! * ! * ! !! !*!!!!!!*!!
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