
logo MQFPLNSSLSHTI FRLGTWYGLYRL I IAVSLNI I LVLTDAQI
TDNSLQQPALYSYTLLGYS ILLSLLVQLLCFKF IVATQATKRQ

NTDB id 1143510 AC2117 RS17565 WP 227549213.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQIDNSLQQPALYSYTLLGYSILSLLQLLCFKFVATQATKQ 80
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQ 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!*!!!!!!!*!!!!!*!

logo L I LFF IVVDI
V ICLSLLTFSVGEPNLQLSLLYVIA I FTSAI LLSARMSLL ITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL

NTDB id 1143510 AC2117 RS17565 WP 227549213.1 LILFFVVDVICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LILFFIVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
consensus !!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAFLFFVVHGIGQIAVQRFKLLEALTFHQS I ELYQLQNINRYI LEQI EEGYLVLDENYDIVLVSNPAACSLLGIPPQFANSE
NTDB id 1143510 AC2117 RS17565 WP 227549213.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVLSNPAACSLLGIPPQFASE 240
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !

logo KYPLAVKWHAPDLFE I LKFGDNLKQEGDRF I FESKRLSAYS INIKVQHLLVVPQQATLTLL I LQDAQHQINQQAQQLKLAALGQLSAS
NTDB id 1143510 AC2117 RS17565 WP 227549213.1 KYPLAKWHPDLFEILKFGNLQEGDRFIFESKLSAYSINIKVQHLVVPQQALTLLILQDAQHINQQAQQLKLAALGQLSAS 320
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KYPLVKWHADLFEILKFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSAS 320
consensus !!!! !!!*!!!!!!!!! ! !!!!!!!!!*!!!!!!!!!!!!!*!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo IAHE IRNPLAAIVQANELLKDSDFPEQQNTLRHRMIGKQTKR IDS IVQDTLGLARSSERTHP IQIDELVKNDHF IDKTLLDEEDLFSDVK
NTDB id 1143510 AC2117 RS17565 WP 227549213.1 IAHEIRNPLAAIVQANELLKDSDFEQQNTLRRMIGKQTKRIDSIVQDTLGLASSERTHPIQIELNDFIKTLLDEDLSDVK 400
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IAHEIRNPLAAIVQANELLKDSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVK 400
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!** *!! !!!*!!! !!!

logo HS IQLKI SDSSLKFLLFDEKQLRQVLMINLVRNALRHNAPDSPHYI
V
L
TINIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFST

NTDB id 1143510 AC2117 RS17565 WP 227549213.1 HSIQLKISDSSLKLLFDEKQLRQVLINLVRNALRHNAPDSPHVLINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
NTDB id 1044 H0N27 RS16325 WP 206677389.1 HSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
consensus !!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo E INGTGLGLYLSHSFCEANHAKLTYVEQKQGACFR I
M
A
ECP I IY

NTDB id 1143510 AC2117 RS17565 WP 227549213.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRMACPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!
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