
logo MQFPLNSSLSHTI FRLGTWYGLYRL I IAVSLNI I LVLTDAQI
TDNSLQQPATLYSYTLLGYSLLSLLVQLLCFKF IASTQATRQL I LFF

NTDB id 75997 H7R23 RS18285 WP 202744975.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQIDNSLQQPTLYSYTLLGYSLLSLLQLLCFKFISTQATRQLILFF 85
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQLILFF 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!

logo

I
VVDI ICLSLLTFSVGEPNLQLSLLYVIA I FTSAI LLSARMSLL ITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG

NTDB id 75997 H7R23 RS18285 WP 202744975.1 VVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG 170
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSALLAFLFFVVHG 170
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGQIAVQRFKLLEALTFHQS I ELYQLQNINRYI LEQI EEGYLVLDENYDIVLVSNPAACSLLGIPPQFANSEKYPLAVKWHADLFE I L
NTDB id 75997 H7R23 RS18285 WP 202744975.1 IGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVLSNPAACSLLGIPPQFASEKYPLAKWHADLFEIL 255
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANEKYPLVKWHADLFEIL 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!

logo KFDGDNLKEGDRF I FESRLSAYS INIKVQHLLVPQQATLTLL I LQDAQQINQQAQQLKLAALGQLSAS IAHE IRNPLAAIVQANELLK
NTDB id 75997 H7R23 RS18285 WP 202744975.1 KFDNLKEGDRFIFESRLSAYSINIKVQHLLVPQQALTLLILQDAQQINQQAQQLKLAALGQLSASIAHEIRNPLAAIVQANELLK 340
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSASIAHEIRNPLAAIVQANELLK 340
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DSDAPEQQNTLRHNMIGKQTKR IDS IVQDTLGLARSERTHYP IQIDELVKNDHF ILDKTLLDEEDLFSDVKHAS IQLKI
SSDLSSLKFLLFDEKQLRQVLM

NTDB id 75997 H7R23 RS18285 WP 202744975.1 DSDAEQQNTLRNMIGKQTKRIDSIVQDTLGLARSERTYPIQIELNDFLKTLLDEDLSDVKHAIQLKSSDLSLKLLFDEKQLRQVL 425
NTDB id 1044 H0N27 RS16325 WP 206677389.1 DSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVKHSIQLKISDSSLKFLFDEKQLRQVM 425
consensus !!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!** *!* !!!*!!! !!!! !!!! !! !!! !!!!!!!!!!*

logo INLVRNALRHNAPDSPYI
V
L
TINIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFSTE INGTGLGLYLSHSFCEANHAKLTYVEQKQ

NTDB id 75997 H7R23 RS18285 WP 202744975.1 INLVRNALRHNAPDSPYVLINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVEQKQ 510
NTDB id 1044 H0N27 RS16325 WP 206677389.1 INLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVEQKQ 510
consensus !!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GACFR I ECP I IY
NTDB id 75997 H7R23 RS18285 WP 202744975.1 GACFRIECPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 GACFRIECPIIY 522
consensus !!!!!!!!!!!!
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