
logo MNKSTKMDSKVLDS I LMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVI ELGDKLEVHQTRHARNRLSEVSR
NTDB id 30828 BAMTA208 RS17360 WP 013353787.1 MNKSKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVHTRHARNRLSEVSR 80
NTDB id 130 BSU 35500 NP 391430.1 MNKTKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVQTRHARNRLSEVSR 80
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo NFHKRFSEEE IRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQE I I ERSESLVSQITVVLNYLNQDLREQVGLLL
NTDB id 30828 BAMTA208 RS17360 WP 013353787.1 NFHKFSEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLRQVGLLL 160
NTDB id 130 BSU 35500 NP 391430.1 NFHRFSEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLREVGLLL 160
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo ADAQAKQDFGLR I I EAQEEERKRVSRE IHDGPAQMLANVMMRSEL I ER I FRDRGATEDGFQE IKRNLRQNVRNALYEVRR I I
NTDB id 30828 BAMTA208 RS17360 WP 013353787.1 ADAQAKQDFGLRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGTEDGFQEIRNLRQNVRNALYEVRRII 240
NTDB id 130 BSU 35500 NP 391430.1 ADAQAKQDFGLRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGAEDGFQEIKNLRQNVRNALYEVRRII 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!

logo YDLRPMALDDLGL IPTLRKYLYTTEEYNGKVKIHFQC IGDETEDNKQRLAPQFEVALFRLAQEAVSTNALKHSESEE ITVKVE I
V

NTDB id 30828 BAMTA208 RS17360 WP 013353787.1 YDLRPMALDDLGLIPTLRKYLYTTEEYNGKVKIHFQCIGDTENKRLAPQFEVALFRLAQEAVTNALKHSESEEITVKVEV 320
NTDB id 130 BSU 35500 NP 391430.1 YDLRPMALDDLGLIPTLRKYLYTTEEYNGKVKIHFQCIGETEDQRLAPQFEVALFRLAQEAVSNALKHSESEEITVKVEI 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*

logo TAKDFVI
VL IMIKDNGKGFDI

LKEAKEQKKNKSFGLLGMKERVDLLEGTI
MTIDSKI

LGLGTF IMIKVPLSLGL
NTDB id 30828 BAMTA208 RS17360 WP 013353787.1 TADFVVLIIKDNGKGFDIKEAKQKKNKSFGLLGMKERVDLLEGTITIDSKLGLGTFIMIKVPLSLGL 387
NTDB id 130 BSU 35500 NP 391430.1 TKDFVILMIKDNGKGFDLKEAKEKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTFIMIKVPLSL.. 385
consensus ! !!!*!*!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!**
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