
logo MHQFSPLNSSLSHTI FRLGTWYGLYRL I IAVSLNI I LVLTDNAQTDNSLQQPASLYFSYTLLGSYS ILLVSLVQLLCFKF IA I
TQATTRQ

NTDB id 347310 KAN02 RS17750 WP 213062638.1 MHSPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTNAQTDNSLQQPSLYFYTLLSYSIVSLVQLLCFKFIAIQTTRQ 80
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQ 80
consensus !* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! !! !!!! !!**!!!!!!!!!!!! ! !!!

logo L I LFF IVDI ICLSLLSTFSAVGEPNLQLVSLLYVIA I FTSAI LLSARMVSLLVITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL
NTDB id 347310 KAN02 RS17750 WP 213062638.1 LILFFIVDIICLSLLSFSAGEPNLQVSLLYVIAIFTSAILLSARVSLVITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LILFFIVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
consensus !!!!!!!!!!!!!!!*!! !!!!!!*!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAFLFFVVHGIGQIAVQRFKLLEALTFHQS I ELYQLQNINRYI LEQI EEQGYLVLDENYDIVVSNPAACSLLGIPPQFANE
NTDB id 347310 KAN02 RS17750 WP 213062638.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEQGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KYPLAVKWHAPDLFE I LKFGDLKEGNDRF I FESRLSAYS INIKVQHLLVPQQATLTLL I LQDAQQINQQAQQLKLAALGQLSAS
NTDB id 347310 KAN02 RS17750 WP 213062638.1 KYPLAKWHPDLFEILKFGDLKENDRFIFESRLSAYSINIKVQHLLVPQQALTLLILQDAQQINQQAQQLKLAALGQLSAS 320
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KYPLVKWHADLFEILKFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSAS 320
consensus !!!! !!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IAHE IRNPLAAIVQANELLKDSDLPEQQNTLRHMIGKQTKR IDS IVQDTLGLARSERTHP IQIDLVKNHNF IDNMTLLDEEDLFSDVK
NTDB id 347310 KAN02 RS17750 WP 213062638.1 IAHEIRNPLAAIVQANELLKDSDLEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDLNNFINMLLDEDLSDVK 400
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IAHEIRNPLAAIVQANELLKDSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVK 400
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* *!! !!*!!! !!!

logo HS IQLKI SDRSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPNYI
V
M
TINIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFST

NTDB id 347310 KAN02 RS17750 WP 213062638.1 HSIQLKISDRSLKFLFDEKQLRQVMINLVRNALRHNAPDSPNVMINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
NTDB id 1044 H0N27 RS16325 WP 206677389.1 HSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo E INGTGLGLYLSHSFCEANHAKLTYVEQKQGACFR I ECP I IY
NTDB id 347310 KAN02 RS17750 WP 213062638.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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