
logo MQFPLNSSLSHTI FRLGNTWYGLYRL I IAVSLNI I LVLTDNAQTDNSLQQPASLYFSYTLLGYS ILLSLLVQLLCFKF IATQATRQ
NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 MQFPLNSSLSHTIFRLGNWYGLYRLIIAVSLNIILVLTNAQTDNSLQQPSLYFYTLLGYSILSLLQLLCFKFIATQATRQ 80
NTDB id 1044 H0N27 RS16325 WP 206677389.1 MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDNSLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQ 80
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!! !! !!!!!!!*!!!*!!!!!!!!!!!!!!!

logo L I LFF IVDI ICLSLLTFSVGEPNLQI
LSLLYVIA I FTSAI LLSARMSLL ITLLAVIAVIYQRFVGSFLFDYNNLNTIGNSAL

NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 LILFFIVDIICLSLLTFSVGEPNLQISLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSFFDYNNLNTIGNSAL 160
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LILFFIVDIICLSLLTFSVGEPNLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo LAFLFFVVHGIGQIAVQRFKLLEALTFHQS I ELYQLQNINRYI LEQI EEGYLVLDENYDIVVSNPAACSLLGIPPQFANE
NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
NTDB id 1044 H0N27 RS16325 WP 206677389.1 LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENYDIVVSNPAACSLLGIPPQFANE 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KYPLAVKWHADLFE I LKFLGDLKQEGDRF I FESQRLSAYS INIKVQHLLVPQHQATLTLL I LQDAQQINQQAQQLKLAALGQLSAS
NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 KYPLAKWHADLFEILKLGDLQEGDRFIFESQLSAYSINIKVQHLLVPQHALTLLILQDAQQINQQAQQLKLAALGQLSAS 320
NTDB id 1044 H0N27 RS16325 WP 206677389.1 KYPLVKWHADLFEILKFGDLKEGDRFIFESRLSAYSINIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSAS 320
consensus !!!! !!!!!!!!!!! !!! !!!!!!!!! !!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IAHE IRNPLAAIVQANELLKDSDPQEQQNTLRHMIGKQTKR IDS IVQDTLGLARSERTHP IQIDELVKSEHF IDNSTLFLEEDLFSDVK
NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 IAHEIRNPLAAIVQANELLKDSDQEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIELSEFINSLFEEDLSDVK 400
NTDB id 1044 H0N27 RS16325 WP 206677389.1 IAHEIRNPLAAIVQANELLKDSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLLEEDLFDVK 400
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!** *!! *! !!!! !!!

logo HCS I EQLKI SDNDSSLKFLLFDEKQLRQVMINLVRNALRHNAPDSPDYI
V
M
TINIHSQTNKIY IDVIDYGEGVSKRDI SQLFKPFFST

NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 HCIELKISNDSLKLLFDEKQLRQVMINLVRNALRHNAPDSPDVMINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
NTDB id 1044 H0N27 RS16325 WP 206677389.1 HSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITINIHSQTNKIYIDVIDYGEGVSKRDISQLFKPFFST 480
consensus !*! !!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo E INGTGLGLYLSHSFCEANHAKLTYVEQKQGACFR I ECP I IY
NTDB id 1006758 ABLB96 RS03850 WP 348896964.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
NTDB id 1044 H0N27 RS16325 WP 206677389.1 EINGTGLGLYLSHSFCEANHAKLTYVEQKQGACFRIECPIIY 522
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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