
logo MADLLSSLKNLPSNSSGVYQYFDKNRQLLYIGKAKNLKKR IKSYFS IHRNNE ITPNHRASLR IQMMVKQIAFLETI LVENEQDAL I L
NTDB id 46817 HPSA RS03820 WP 000774372.1 MADLLSSLKNLSNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIHNNEITPNHRASLRIQMMVKQIAFLETILVENEQDALIL 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 46817 HPSA RS03820 WP 000774372.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACM 170
NTDB id 1206 C694 RS04180 WP 000774319.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo FYQI ERCKAPCEDNKITKEEYLKIAKECLEMI ENKDKRL IKELEQLKMDERLSNSNLRFEEAL IYRDR IASKIQKIAPFTCMDLAKLYDLD
NTDB id 46817 HPSA RS03820 WP 000774372.1 FYQIERCKAPCEDKITKEEYLKIAKECLEMIENKDKLIKELQLKMDRLSSNLRFEEALIYRDRISKIQKIAPFTCMDLAKLYDLD 255
NTDB id 1206 C694 RS04180 WP 000774319.1 FYQIERCKAPCENKITKEEYLKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD 255
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!*!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo I FAFYGAKNSNKAVLVKMFMRGGKI I SSAFEKIHSLNEGFDATDEAMKQAI INHYQSHLPLMPEQI LLNSACSNETLKELQEF INSHKQHYSK
NTDB id 46817 HPSA RS03820 WP 000774372.1 IFAFYGKNNKAVLVKMFMRGGKIISSAFEKIHSLNEFDADEAMKQAIINHYQSHLPLMPEQILLSACSNETLKELQEFINHKHSK 340
NTDB id 1206 C694 RS04180 WP 000774319.1 IFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFISHQYSK 340
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! ! *!!

logo KIALNS IPKKGDKLAL I E IAMKNAQE I FSQEKTSNEDEEL I LEEAVRSLFKNLECMVPYRVE I FDTSHHASNSSQCVGGMVVYENNAFQKNSY
NTDB id 46817 HPSA RS03820 WP 000774372.1 KIALNIPKKGDKLALIEIAMKNAQEIFSQEKTSNEEEILEEVRSLFNLECVPYRVEIFDTSHHANSQCVGGMVVYENNAFQKNSY 425
NTDB id 1206 C694 RS04180 WP 000774319.1 KIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDTSHHSSSQCVGGMVVYENNAFQKNSY 425
consensus !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!! !!!! !!!*!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo RRYHLKGLSDNEYTQMSELLTRRALDFAIKEPPPNLWVIDGGRAVQLNIALE I LKSSGSFVEVIA I SKEKRDSKAYRSKGGAKDI IHTP
NTDB id 46817 HPSA RS03820 WP 000774372.1 RRYHLKGLNEYTQMSELLTRRALDFIKEPPPNLWVIDGGRVQLNIALEILKSSGSFVEVIAISKEKRDSKAYRSKGGAKDIIHTP 510
NTDB id 1206 C694 RS04180 WP 000774319.1 RRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGSFVEVIAISKEKRDSKAYRSKGGAKDIIHTP 510
consensus !!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKI
LKNMKQIALLKEKGIGEASVKKLLDYFGSFEAI EKASEQEKNAVLKKR I

N

NTDB id 46817 HPSA RS03820 WP 000774372.1 SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKIKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRN 594
NTDB id 1206 C694 RS04180 WP 000774319.1 SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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