
logo MQFPLNSSLSHNTI FRLGTWYGLYRL I IAVSLNI I LVLTDASQI
TDNSLQQPALYSYTLLGYS ILLSLLVQLLCFKF IVATQATRQ

NTDB id 1038298 ACB088 RS15025 WP 375037338.1 MQFPLNSSLSNTIFRLGTWYGLYRLIIAVSLNIILVLTDSQIDNSLQQPALYSYTLLGYSILSLLQLLCFKFVATQATRQ 80
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQ 80
consensus !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!*!!!*!!!!!!!*!!!!!!!

logo L I LFF IVVDI ICSLSLLTFSVGEPNLQLSLLYVIA I FTSAI LLSARMSLL ITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL
NTDB id 1038298 ACB088 RS15025 WP 375037338.1 LILFFVVDIISLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LILFFIVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
consensus !!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAFLFFVVHGIGQIAVQRFKLLEALTFHQS I ELYQLQNINRYI LEQI EEGYLVLDENYDIVLVSNPAACSLLGIPPQFANSE
NTDB id 1038298 ACB088 RS15025 WP 375037338.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVLSNPAACSLLGIPPQFASE 240
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !

logo KYPLAVKWHASDLFE I LKFDGDNLKQEGDRF I FESRLSAYS INIKVQHLLVVPQQATLTLL I LQDAQHQINQQAQQLKLAALGQLSAS
NTDB id 1038298 ACB088 RS15025 WP 375037338.1 KYPLAKWHSDLFEILKFDNLQEGDRFIFESRLSAYSINIKVQHLVVPQQALTLLILQDAQHINQQAQQLKLAALGQLSAS 320
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KYPLVKWHADLFEILKFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSAS 320
consensus !!!! !!! !!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo IAHE IRNPLAAIVQANELLKDSDLPEQQNTLRHRMIGKQTKR IDS IVQDTLGLARSSERTHP IQIDELVKNDHF IDKTLLDEEDLFSDVK
NTDB id 1038298 ACB088 RS15025 WP 375037338.1 IAHEIRNPLAAIVQANELLKDSDLEQQNTLRRMIGKQTKRIDSIVQDTLGLASSERTHPIQIELNDFIKTLLDEDLSDVK 400
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IAHEIRNPLAAIVQANELLKDSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVK 400
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!** *!! !!!*!!! !!!

logo HS IQLKI SDSSLKFLLFDEKQLRQVLMINLVRNALRHNAPDSPHYI
V
L
TINIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFST

NTDB id 1038298 ACB088 RS15025 WP 375037338.1 HSIQLKISDSSLKLLFDEKQLRQVLINLVRNALRHNAPDSPHVLINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
NTDB id 1044 H0N27 RS16325 WP 206677389.1 HSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
consensus !!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo E INGTGLGLYLSHSFCEANHAKLTYVEQKQGACFR I
MECP I IY

NTDB id 1038298 ACB088 RS15025 WP 375037338.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRMECPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!
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