
logo MQFPLNSSLSHTI FRLGTWYGLYRL I IAVSLNI I LVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKF IATQATRQ
NTDB id 352834 E4K02 RS15620 WP 202977410.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQ 80
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQ 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo L I LFF IVDI ICLSLLTFSVGEPNLQLSLLYVIA I FTSAI LLSARMSLL ITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL
NTDB id 352834 E4K02 RS15620 WP 202977410.1 LILFFIVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LILFFIVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAFLFFVVHGIGQIAVQRFKLLEALTFHQS I ELYQLPQNINRYI LEQI EEGYLVLDENYDIVVSNPAACSLLGIPPQFANE
NTDB id 352834 E4K02 RS15620 WP 202977410.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLPNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KYPLAVKWHATDLFE I LKFGDLKEGDRF I FESRLSAYS INIKVQHLLVPQQTLTLL I LQDAQQINQQAQQLKLAALGQLSAS
NTDB id 352834 E4K02 RS15620 WP 202977410.1 KYPLAKWHTDLFEILKFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSAS 320
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KYPLVKWHADLFEILKFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSAS 320
consensus !!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IAHE IRNPLAAIVQANELLKDSDNPEQQNTLRHMIGKQTKR IDS IVQDTLGLARSERTHP IQIDVKHF IDTLLEEDLFDVK
NTDB id 352834 E4K02 RS15620 WP 202977410.1 IAHEIRNPLAAIVQANELLKDSNPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVK 400
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IAHEIRNPLAAIVQANELLKDSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVK 400
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HS IQLKI SDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITI
VNIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFST

NTDB id 352834 E4K02 RS15620 WP 202977410.1 HSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITVNIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
NTDB id 1044 H0N27 RS16325 WP 206677389.1 HSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo E INGTGLGLYLSHSFCEANHAKRLTYVEQKQGACFR I ECP I IY
NTDB id 352834 E4K02 RS15620 WP 202977410.1 EINGTGLGLYLSHSFCEANHARLTYVEQKQGACFRIECPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!
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