
logo MKDKTFQGAFELLSTTPKEYLVWCGVFVLSLLFLAINLYLVEYLNYQKLDFSKPTSLDSAQI LLQYPKTKNDNQKSTYFVLKLQSKGNMI
NTDB id 146289 AA977 RS06990 WP 064435094.1 MKDKTFQGAFELLSTPKEYLWCGVVLSLLFAINLYVEYLNYQKLDFSKPTSLDAQILLQYPKTNNQKSYFVLKLQSKGMI 80
NTDB id 1208 C694 RS07015 WP 000653622.1 MKDKTFQGAFELLTTPKEYLVCGVFLSLLLAINLYLEYLNYQKLDFSKPTSLSAQILLQYPKTKDQKTYFVLKLQSKNMI 80
consensus !!!!!!!!!!!!!*!!!!!! !!! !!!! !!!!!*!!!!!!!!!!!!!!!! !!!!!!!!!! !!*!!!!!!!!! !!

logo FYTTIKEPLKNLQYRHAHQFFGKIKPCSFLESLKSCFFQTFYSFSLTRKHQDFKSHYLWRHFL IDSAVHENALVGSNLYRALF IGDSL
NTDB id 146289 AA977 RS06990 WP 064435094.1 FYTTIKEPLKNLQYRHAHFFGKIKPCSFLESLKSCFFQTFSFSLTRKHDFKSYLRHLIDSVHENALVSNLYRALFIGDSL 160
NTDB id 1208 C694 RS07015 WP 000653622.1 FYTTIKEPLKNLQYRHAQFFGKIKPCSFLESLKSCFFQTYSFSLTRKQDFKSHWRHFIDSAHENALVGNLYRALFIGDSL 160
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!* !! !!! !!!!!! !!!!!!!!!!!!

logo NKDLRDKRANALGINHLLAI SGFHLGI LSAVSVYFLFSSLFYTPLQKRYFPYRNAFYDIGVLVWVFLLGYLLLLDFLPSFFRA
NTDB id 146289 AA977 RS06990 WP 064435094.1 NKDLRDKANALGINHLLAISGFHLGILSASVYFLFSLFYTPLQKRYFPYRNAFYDIGVLVWVFLLGYLLLLDFLPSFFRA 240
NTDB id 1208 C694 RS07015 WP 000653622.1 NKDLRDRANALGINHLLAISGFHLGILSVSVYFLSSLFYTPLQKRYFPYRNAFYDIGVLVWVFLLGYLLLLDFLPSFFRA 240
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLMGLLGFLACFFGVR I
LLSFKLL I LACC IA IALLPKLLFSVGFLLSVCGVWYI FLFLKHTQAI FFKTPSSFLWMRFSFQAVI

VSLS
NTDB id 146289 AA977 RS06990 WP 064435094.1 FLMGLLGFLACFFGVRILSFKLLILACCIAIALLPKLLFSVGFLLSVCGVWYIFLFLKHTQAFFKTPSFWMRFFQVVSLS 320
NTDB id 1208 C694 RS07015 WP 000653622.1 FLMGLLGFLACFFGVRLLSFKLLILACCIAIALLPKLLFSVGFLLSVCGVWYIFLFLKHTQIFFKTSSFLMRSFQAISLS 320
consensus !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!! !! !! *!!!

logo ALVFLNML I IVHAFFPMFSPYQLFS IPLGL IVF IVFFPLSLFLHAVGLGSLLDQRLMLSMPL ITIPTI S IVFPSPLWLLGVHLFLT
NTDB id 146289 AA977 RS06990 WP 064435094.1 ALVFLNMLIIVHAFFPMFSPYQLFSIPLGLVFIVFFPLSLFLHAVGLGSLLDQMLSMPLIIPTISIFSPLWLLGVHLFLT 400
NTDB id 1208 C694 RS07015 WP 000653622.1 ALVFLNMLIIVHAFFPMFSPYQLFSIPLGLIFIVFFPLSLFLHAVGLGSLLDRLLSMPLTIPTISVPSPLWLLGVHLFLT 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! *!!!!! !!!!!**!!!!!!!!!!!!!

logo I LSARFFKVYLSMHNVLSAGFFLYCCYQYI IMPSLS IMVGG
NTDB id 146289 AA977 RS06990 WP 064435094.1 ILSARFFKVYLSMHVLSAGFFLYCCYQYIIMPSSMVGG 438
NTDB id 1208 C694 RS07015 WP 000653622.1 ILSARFFKVYLSMNVLSAGFFLYCCYQYIIMPSLIVG. 437
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! *!!*
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