
logo MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKR IKSYFS IRNNE ITPNHRATSLR IQMMVKQIAFLETI LVENEQDAL I L
NTDB id 37653 HPB8 RS04885 WP 000774326.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRTSLRIQMMVKQIAFLETILVENEQDALIL 85
NTDB id 1206 C694 RS04180 WP 000774319.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRASLRIQMMVKQIAFLETILVENEQDALIL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ENSL IKQLKPKYNI LLRDDKTYPYIYMDFSTDFP IPL ITRKI LKQPGVKYFGPFTSGAKDI LDSLYELLPLVQKKNC IKDKKAC I
M

NTDB id 37653 HPB8 RS04885 WP 000774326.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACM 170
NTDB id 1206 C694 RS04180 WP 000774319.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo FYQI ERCKAPCEDNKITKEEYLSKIAKECLEMI ENKDRL IKELELKMERLSNNLRFEEAL IYRDR IAKIQKIAPFTCMDLAKLYDLD
NTDB id 37653 HPB8 RS04885 WP 000774326.1 FYQIERCKAPCEDKITKEEYSKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD 255
NTDB id 1206 C694 RS04180 WP 000774319.1 FYQIERCKAPCENKITKEEYLKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD 255
consensus !!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I FAFYGASNKAVLVKMFMRGGKI I SSAFEKIHSLNGFDTDEAMKQAI INHYQSHLPL IMPEQI LLNACSNEATLKELQDEF I SHQYSK
NTDB id 37653 HPB8 RS04885 WP 000774326.1 IFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLIPEQILLNACSNEALKELQDFISHQYSK 340
NTDB id 1206 C694 RS04180 WP 000774319.1 IFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFISHQYSK 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!*!!!!!!!!

logo KIALS IPKKGDKLAL I E IAMKNAQE I FSQEKI
TSNEDL I LEEARSLFKLECMPYRVE I FDTSHHSSSQCVGGMVVYENNAFQKDNSY

NTDB id 37653 HPB8 RS04885 WP 000774326.1 KIALSIPKKGDKLALIEIAMKNAQEIFSQEKISNEDLILEEARSLFKLECMPYRVEIFDTSHHSSSQCVGGMVVYENNAFQKDSY 425
NTDB id 1206 C694 RS04180 WP 000774319.1 KIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDTSHHSSSQCVGGMVVYENNAFQKNSY 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo RRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAVQLNIALE I LKSSGSFVEVIA I SKEKRDSKAYRASKGGAKDI IHTI
P

NTDB id 37653 HPB8 RS04885 WP 000774326.1 RRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRVQLNIALEILKSSGSFVEVIAISKEKRDSKAYRAKGGAKDIIHTI 510
NTDB id 1206 C694 RS04180 WP 000774319.1 RRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGSFVEVIAISKEKRDSKAYRSKGGAKDIIHTP 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*

logo SDNTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAI EKASEQEKNAVLKKR I
NTDB id 37653 HPB8 RS04885 WP 000774326.1 SNTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
NTDB id 1206 C694 RS04180 WP 000774319.1 SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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