
logo MKQAVIGYLRQSTTMKQQSLAAQKQTAI EALITAKEKHNHIQYHITNFYSDKQSGRTKDKNRNSGYQRQMITEQL IQQGQCDVI LCCYRLNRLHRNLKNAL
NTDB id 1 SACOL RS00225 WP 000806247.1 MKQAIGYLRQSTTKQQSLAAQKQTIEALAKKHNIQYITFYSDKQSGRTDKRNGYQQITELIQQGQCDVLCCYRLNRLHRNLKNAL 85
NTDB id 20746 SERP RS12230 WP 000815654.1 MKQVIGYLRQSTMKQQSLAAQKQAIEAITEKHHIQHINFYSDKQSGRKDNRSGYRQITQLIQQGQCDILCCYRLNRLHRNLKNAL 85
NTDB id 10 SA RS00435 WP 000815646.1 MKQVIGYLRQSTMKQQSLAAQKQAIEAIAEKHHIQHINFYSDKQSGRKDNRSGYRQMTQLIQQGQCDILCCYRLNRLHRNLKNAL 85
consensus !!!*!!!!!!!!*!!!!!!!!!!*!!!***!!*!!*!*!!!!!!!!!*!*!*!!*!*!*!!!!!!!!*!!!!!!!!!!!!!!!!!

logo KLMIKLCQKTYRHVHI LSVHDGYFDMDKQAFDRLFKLNI F I SLAELESDNIGEQVKRNGI
L
K
QEKAKQGKRML ITTHAPFGYHEYHNGATFTI IDNTQVNKE

NTDB id 1 SACOL RS00225 WP 000806247.1 KLMKLCQKYHVHILSVHDGYFDMDKAFDRLKLNIFISLAELESDNIGEQVKNGIKEKAKQGKMITTHAPFGYHYHNGTFTIDTVK 170
NTDB id 20746 SERP RS12230 WP 000815654.1 KLIKLCQTYRVHILSVHDGYFDMDQAFDRFKLNIFISLAELESDNIGEQVRNGLQEKAKQGRLITTHAPFGYEYHNGTFIINQNE 170
NTDB id 10 SA RS00435 WP 000815646.1 KLIKLCQTYHVHILSVHDGYFDMDQAFDRFKLNIFISLAELESDNIGEQVRNGLQEKAKQGRLITTHAPFGYEYHNGAFIINQNE 170
consensus !!*!!!!*!*!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!!*!!**!!!!!!**!!!!!!!!!*!!!!*!*!****

logo

A
SPTVKAVFNYYLIQKGYHGYKKIAQYLLEAEDDNKTFYINRKQPYQVRNI I LINPNYCGRVI

NNQYGQYFEDNMFPAS IVSTTS IYEEQAQVRTLRLSTQKPQI
T
VKRQ

NTDB id 1 SACOL RS00225 WP 000806247.1 APTVKAVFNYYLQGYGYKKIAQYLEADDKFINRKPYQVRNIILNPNYCGRVINQYGQYENMFPAIVSTTIYEEAQVTRTQKPVKR 255
NTDB id 20746 SERP RS12230 WP 000815654.1 SPTVKAVFNYYIKGHGYKKIAQLLEEDNTYINRQPYQVRNIIINPNYCGRVNNQYGQFDNMFPSIVSTSIYEQAQRLRLQKQTKQ 255
NTDB id 10 SA RS00435 WP 000815646.1 SPTVKAVFNYYIKGHGYKKIAQLLEEDNTYINRQPYQVRNIIINPNYCGRVNNQYGQFDNMFPSIVSTSIYEQAQRLRSQKQIKQ 255
consensus *!!!!!!!!!!**!*!!!!!!!*!!*!***!!!*!!!!!!!!*!!!!!!!!*!!!!!**!!!!*!!!!*!!!*!!**!*!!**!*

logo

K
T
S
PSEDNQLKQKIKCPYCCDNASTTLTNMTVIRKKHNHTLRYYVCPQKNMNASRFVCEDFKGINAQETLETDSKVLAETVCKQRDFFYQNQQRLIYSTKINKGHSTAIQDQK

NTDB id 1 SACOL RS00225 WP 000806247.1 KPSENQLKQKIKCPYCDSTLTNMTIRKKHHTLRYYVCPQNMNASRFVCEFKGINAQELETSVLATCQDFFQNQQLYSKINHTIQQ 340
NTDB id 20746 SERP RS12230 WP 000815654.1 TPSDNQLKQKIKCPCCNATLTNMTIRKKNHTLRYYVCPKNMNASRFVCDFKGINAQTLEDKVLEVCRDFYQNQRIYTKIKSAIDK 340
NTDB id 10 SA RS00435 WP 000815646.1 TSSDNQLKQKIKCPCCNTTLTNMTVRKKNHTLRYYVCPKNMNASRFVCDFKGINAQTLEDKVLEVCKDFYQNQRIYTKIKGAIDK 340
consensus **!*!!!!!!!!!!*!**!!!!!!*!!!*!!!!!!!!!*!!!!!!!!!*!!!!!!!*!!**!!**!*!!*!!!**!*!!* *!**

logo RLIKRQRDNI ETKKHTHTLNTHQKEQL I EKLAQDGKI IDAETFREQTQSLRQQSPKQPR I
T
S
TS I SNTGYHQIRQHKNATFIQNI IQQKRFTLNI

MLYPYI EDTE IHLNI STKDNSK
NTDB id 1 SACOL RS00225 WP 000806247.1 RLKRQRDIETKTTLNHEQLIEKLAQDKIDAETFREQTQSLRQQSKPISSISTYQIRKAFQNIIQQRFTLNMLYPYIDEINISKNK 425
NTDB id 20746 SERP RS12230 WP 000815654.1 RIKRQRNIEKHHTLTQKQLIEKLAQGIIDAETFREQTQSLRQQPQRTTSINGHQIQNTIQNIIQKRFTLNMLYPYIDEILITKSK 425
NTDB id 10 SA RS00435 WP 000815646.1 RIKRQRNIEKHHTLTQEQLIEKLAQGIIDAETFREQTQSLRQQPQRTTSINGHQIQHTIQNIIQKRFTLNILYPYIETIHITKDK 425
consensus !*!!!!*!!***!!***!!!!!!!!**!!!!!!!!!!!!!!!!*****!!***!!* **!!!!!*!!!!!*!!!!!**! !*! !

logo

N
S
TLAIMGIYFKNEPLNIVKNQTTMEQLSS IVA

NTDB id 1 SACOL RS00225 WP 000806247.1 SLAGIYFKNEPLNIVKQTMELSIV 449
NTDB id 20746 SERP RS12230 WP 000815654.1 TLMGIYFKNEPLNIVNQTTQSSIA 449
NTDB id 10 SA RS00435 WP 000815646.1 NLIGIYFKNEPLNIVNQTMQSSIA 449
consensus *!*!!!!!!!!!!!!*!!***!!*

X non conserved

X similar

X ≥ 50% conserved


