
logo MQFPLNSSLSHTI FRLGTWYGLYRL I IAVSLNI I LVLTDAQTDNSLQQPAFLYSYTLLGYSLLSLVQLLCFKF IATQATRQL I LFF
NTDB id 76516 H7K53 RS01080 WP 004737883.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPAFYSYTLLGYSLLSLVQLLCFKFIATQATRQLILFF 85
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQLILFF 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IVDI ICLSLLTFSVGEPNLQLSLLYVIA I FTSAI LLSARMSLL ITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG
NTDB id 76516 H7K53 RS01080 WP 004737883.1 IVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG 170
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGQIAVQRFKLLEALTFHQS I ELYQLQNINRYI LEQI EEGYLVLDENYDIVVSNPAACSLLGIPPQFANEKYPLAVKWHATDLFE I L
NTDB id 76516 H7K53 RS01080 WP 004737883.1 IGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANEKYPLAKWHTDLFEIL 255
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANEKYPLVKWHADLFEIL 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!

logo KFGDLKEGDRF I FESRLSAYS INIKVQHLLVPQQTLTLL I LQDAQQINQQAQQLKLAALGQLSAS IAHE IRNPLAAIVQANELLK
NTDB id 76516 H7K53 RS01080 WP 004737883.1 KFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSASIAHEIRNPLAAIVQANELLK 340
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSASIAHEIRNPLAAIVQANELLK 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DSDPEQQNTLRHMIGKQTKR IDS IVQDTLGLARSERTHP IQIDVKRHF IDTLLEEDLFDVKHS IQLKI SDSSLKFLFDEKQLRQVM
NTDB id 76516 H7K53 RS01080 WP 004737883.1 DSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVRHFIDTLLEEDLFDVKHSIQLKISDSSLKFLFDEKQLRQVM 425
NTDB id 1044 H0N27 RS16325 WP 206677389.1 DSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVKHSIQLKISDSSLKFLFDEKQLRQVM 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo INLVRNALRHNAPTDSPYITINIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFSTE INGTGLGLYLSHSFCEANHAKLTYVEQKQ
NTDB id 76516 H7K53 RS01080 WP 004737883.1 INLVRNALRHNATDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVEQKQ 510
NTDB id 1044 H0N27 RS16325 WP 206677389.1 INLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVEQKQ 510
consensus !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GACFR I ECP I IY
NTDB id 76516 H7K53 RS01080 WP 004737883.1 GACFRIECPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 GACFRIECPIIY 522
consensus !!!!!!!!!!!!
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