
logo MKDKTFQGAFELLSTTPKEYLVWCGVFVLSLLLAINLYLEYLNYQKLDFSKPTSLNSAQI LLQYPKTKDQKTYFVLKLQSKNMI
NTDB id 1123790 EL264 RS07600 WP 164757163.1 MKDKTFQGAFELLSTPKEYLWCGVVLSLLLAINLYLEYLNYQKLDFSKPTSLNAQILLQYPKTKDQKTYFVLKLQSKNMI 80
NTDB id 1208 C694 RS07015 WP 000653622.1 MKDKTFQGAFELLTTPKEYLVCGVFLSLLLAINLYLEYLNYQKLDFSKPTSLSAQILLQYPKTKDQKTYFVLKLQSKNMI 80
consensus !!!!!!!!!!!!!*!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FYTTIKEPLKNLQYRHAQFFGKIKPCSFLESLKSCFFQTYSFSLMTRKQDFKSHWRHF IDSAHESNSALVGNLYRALF IGDSL
NTDB id 1123790 EL264 RS07600 WP 164757163.1 FYTTIKEPLKNLQYRHAQFFGKIKPCSFLESLKSCFFQTYSFSLMRKQDFKSHWRHFIDSAHSSALVGNLYRALFIGDSL 160
NTDB id 1208 C694 RS07015 WP 000653622.1 FYTTIKEPLKNLQYRHAQFFGKIKPCSFLESLKSCFFQTYSFSLTRKQDFKSHWRHFIDSAHENALVGNLYRALFIGDSL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!

logo NKDLRDRANALGINHLLAI SGFHLGI LSAVSVYFLFSSLFYTPLQKRYFPYRNAFYDIGVLVWVFLLGYLLLLDFLPSFFRA
NTDB id 1123790 EL264 RS07600 WP 164757163.1 NKDLRDRANALGINHLLAISGFHLGILSASVYFLFSLFYTPLQKRYFPYRNAFYDIGVLVWVFLLGYLLLLDFLPSFFRA 240
NTDB id 1208 C694 RS07015 WP 000653622.1 NKDLRDRANALGINHLLAISGFHLGILSVSVYFLSSLFYTPLQKRYFPYRNAFYDIGVLVWVFLLGYLLLLDFLPSFFRA 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLMGLLGFLACFFGVRLLSFKLL IVLACC IA IALLPKLLFSVGFLLSVCGVWYI FLFLKHTQFI FFKDTSSFLKMRSFQAIASLS
NTDB id 1123790 EL264 RS07600 WP 164757163.1 FLMGLLGFLACFFGVRLLSFKLLVLACCIAIALLPKLLFSVGFLLSVCGVWYIFLFLKHTQFFFKDSSFLKRSFQAIALS 320
NTDB id 1208 C694 RS07015 WP 000653622.1 FLMGLLGFLACFFGVRLLSFKLLILACCIAIALLPKLLFSVGFLLSVCGVWYIFLFLKHTQIFFKTSSFLMRSFQAISLS 320
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!! !!!!!! !!

logo ALVFLNML I IAVHAFFPMFSPYQLFS IPLGL I F IVFFPLSLFLHAVGLGSLLDHR I
LLSMPLTIPTI S IVPSPLWLLGVHLFLT

NTDB id 1123790 EL264 RS07600 WP 164757163.1 ALVFLNMLIIAHAFFPMFSPYQLFSIPLGLIFIVFFPLSLFLHAVGLGSLLDHILSMPLTIPTISIPSPLWLLGVHLFLT 400
NTDB id 1208 C694 RS07015 WP 000653622.1 ALVFLNMLIIVHAFFPMFSPYQLFSIPLGLIFIVFFPLSLFLHAVGLGSLLDRLLSMPLTIPTISVPSPLWLLGVHLFLT 400
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!*!!!!!!!!!!!!!!

logo I LSARFFKVYLSMNVLSAGFFLYCCYQYI IMPSL IVG
NTDB id 1123790 EL264 RS07600 WP 164757163.1 ILSARFFKVYLSMNVLSAGFFLYCCYQYIIMPSLIVG 437
NTDB id 1208 C694 RS07015 WP 000653622.1 ILSARFFKVYLSMNVLSAGFFLYCCYQYIIMPSLIVG 437
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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