
logo MADLLSSLKNLPSNGSSGVYQYFDKNRQLLYIGKAKNLKKR IKSYFS IHRNNE ITPNHRATSLR IQMMVKQIAFLETI LVENEQDAL I L
NTDB id 26070 HAC RS03170 WP 011577638.1 MADLLSSLKNLSNGSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIHNNEITPNHRTSLRIQMMVKQIAFLETILVENEQDALIL 85
NTDB id 1206 C694 RS04180 WP 000774319.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRASLRIQMMVKQIAFLETILVENEQDALIL 85
consensus !!!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ENSL IKQLKPKYNI LLRDDKTYPYIYMDFSTDFP IPL ITRKI LKQLPGVKYFGPFTSGAKDI LDSLYELLPLVQKKNC IKDKKAC I
M

NTDB id 26070 HAC RS03170 WP 011577638.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQLGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACM 170
NTDB id 1206 C694 RS04180 WP 000774319.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo FYQI ERCKAPCENKITKEEYLKIAKECLEMI ENKDKRL IKELEQLKMDERLSNSNLRFEEAL IYRDR IASKIQKIAPFTCMDLAKLYDLD
NTDB id 26070 HAC RS03170 WP 011577638.1 FYQIERCKAPCENKITKEEYLKIAKECLEMIENKDKLIKELQLKMDRLSSNLRFEEALIYRDRISKIQKIAPFTCMDLAKLYDLD 255
NTDB id 1206 C694 RS04180 WP 000774319.1 FYQIERCKAPCENKITKEEYLKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!*!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo I FAFYGAKNSNKRAVLVKMFMRGGKI I SSAFEKIHSLNGFDATDEAMKQAI INHYQSHLPLMPEQI LLNACSNETLKELQEF I SYHKQHYSK
NTDB id 26070 HAC RS03170 WP 011577638.1 IFAFYGKNNRAVLVKMFMRGGKIISSAFEKIHSLNGFDADEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFIYHKHSK 340
NTDB id 1206 C694 RS04180 WP 000774319.1 IFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFISHQYSK 340
consensus !!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! *!!

logo KIATLNS IPKKGDKLAL I E IAMKNAQE I FSQEKTSNEDEEL I LEEAVRSLFLKNLECMVPYRVE I FDTSHHASNSSQCVGGMVVYENNSAFQKNSY
NTDB id 26070 HAC RS03170 WP 011577638.1 KITLNIPKKGDKLALIEIAMKNAQEIFSQEKTSNEEEILEEVRSLLNLECVPYRVEIFDTSHHANSQCVGGMVVYENSAFQKNSY 425
NTDB id 1206 C694 RS04180 WP 000774319.1 KIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDTSHHSSSQCVGGMVVYENNAFQKNSY 425
consensus !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!! !!! !!!*!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!

logo RRYHLKGSDNEYATQMSELLTRRALDFAKEPPPNLWVIDGGRAVQLNIALE I
TLKSSGSFVEVIA I SKEKRDSKAYRSKGGAKDI IHTMP

NTDB id 26070 HAC RS03170 WP 011577638.1 RRYHLKGSNEYAQMSELLTRRALDFAKEPPPNLWVIDGGRVQLNIALETLKSSGSFVEVIAISKEKRDSKAYRSKGGAKDIIHTM 510
NTDB id 1206 C694 RS04180 WP 000774319.1 RRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGSFVEVIAISKEKRDSKAYRSKGGAKDIIHTP 510
consensus !!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKI
LKNMKQIALLKEKGIGEASVKKLLDYFGSFEAI EKASEQEKNAVLKKR I

N

NTDB id 26070 HAC RS03170 WP 011577638.1 SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKIKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRN 594
NTDB id 1206 C694 RS04180 WP 000774319.1 SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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