
logo MNTKTPTKMDPSKLVLDS I ILMKMLKSTVDGSKDEVFQR IGEQSRQQYEQSLVEELKQIKQQVNYEVIDEFLGDKLEVHQTRHARNRLSEVSR
NTDB id 364842 BPGQ101 RS17315 WP 024719243.1 MTTPKMDPKLLDSIIMKMLSTVDGSKDEVFRIGEQSRQQYESLVEELKQIKQQVNEVIDFGDKLEVHTRHARNRLSEVSR 80
NTDB id 130 BSU 35500 NP 391430.1 MNKTKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVQTRHARNRLSEVSR 80
consensus ! *!!!*!*!!!!*!!!! !!!!!!!!!! !!!!!!!!!! !!!!!!!!!!!! !!!* !!!!!!*!!!!!!!!!!!!!

logo NFHNKRFSEEE IRENAYEKAHKNLQVELTMIQQREKQLRERRDDLERRLLGSLQDE I
V I ERSESTLVSQITVVLNYLNQDLREQVGLVLL

NTDB id 364842 BPGQ101 RS17315 WP 024719243.1 NFNKFSEEEIREAYEKAHNLQVELTMIQQREKQLRERRDDLERRLLSLQDVIERSETLVSQITVVLNYLNQDLRQVGVLL 160
NTDB id 130 BSU 35500 NP 391430.1 NFHRFSEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLREVGLLL 160
consensus !!**!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!**!!!!!*!!!!!!!!!!!!!!!!! !!*!!

logo

A
EDAQAKQDFGLR I I EAQEEERKRVSRE IHDGPAQMLANVMMRSEL I ER I FRDRGATEDEGFKQE IKRNSLRQNVRNALYEVRR I I

NTDB id 364842 BPGQ101 RS17315 WP 024719243.1 EDAQAKQDFGLRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGTEEGFKEIRSLRQNVRNALYEVRRII 240
NTDB id 130 BSU 35500 NP 391430.1 ADAQAKQDFGLRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGAEDGFQEIKNLRQNVRNALYEVRRII 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!! !!* !!!!!!!!!!!!!!!!

logo YDLRPMALDDLGL IPTLRKYLNYTI
TEEYDNGKTVKIHTFQC I

LGDETEDNEQR I
LAPSQFEVALFRLAQEAVSTNASLKHSEASEE I STVKVE I

V

NTDB id 364842 BPGQ101 RS17315 WP 024719243.1 YDLRPMALDDLGLIPTLRKYLNTIEEYDGKTKITFQCLGDTENERIASQFEVALFRLAQEAVTNSLKHSEAEEISVKVEV 320
NTDB id 130 BSU 35500 NP 391430.1 YDLRPMALDDLGLIPTLRKYLYTTEEYNGKVKIHFQCIGETEDQRLAPQFEVALFRLAQEAVSNALKHSESEEITVKVEI 320
consensus !!!!!!!!!!!!!!!!!!!!! ! !!! !! !!*!!!*!*!! !*!*!!!!!!!!!!!!!!*! !!!!! !!!*!!!!*

logo TKDFVI
TL IMIKDDNGKGFDLMKDEAVKETKNKNKSFGLLGMKERVDLLEGKTMTIDSKIGLGTF IMIKRVPLSTLQNKIVK

NTDB id 364842 BPGQ101 RS17315 WP 024719243.1 TKDFVTLIIKDDGKGFDMKDVKTNKNKSFGLLGMKERVDLLEGKMTIDSKIGLGTFIMIRVPLTLQNKIVK 391
NTDB id 130 BSU 35500 NP 391430.1 TKDFVILMIKDNGKGFDLKEAKEKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTFIMIKVPLSL...... 385
consensus !!!!! !*!!! !!!!!*!* ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!*!!!*!******
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