
logo MNSKVSTKMDSKVLDS I ILMKMLKTVDGSKDEVFQIGEQSRQQYEGQLVEELKQIKQQVNYEVIDELGDKRLEVHQATRHARNRLSEVSR
NTDB id 234869 S101395 RS03025 WP 006639267.1 MSVSKMDSKVLDSIIMKMLKTVDGSKDEVFQIGEQSRQQYEGLVEELKQIKQQVNEVIDLGDRLEVHARHARNRLSEVSR 80
NTDB id 130 BSU 35500 NP 391430.1 MNKTKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVQTRHARNRLSEVSR 80
consensus ! *!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!*!!!*!!!* !!!!!!!!!!!!

logo NFHKRFSEAEE IRENAYEKAHKLQVELTMIQQREKQLREKRRDDLERRLLGLQE I I ERSEGSLVSQITVVLNYLNQDLREQVGLVLL
NTDB id 234869 S101395 RS03025 WP 006639267.1 NFHKFSEAEIREAYEKAHKLQVELTMIQQREKQLREKRDDLERRLLGLQEIIERSEGLVSQITVVLNYLNQDLRQVGVLL 160
NTDB id 130 BSU 35500 NP 391430.1 NFHRFSEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLREVGLLL 160
consensus !!!*!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!*!!

logo

A
EDAQAKQDFGLR I I EAQEEERKRVSRE IHDGPAQMLANVMMRSEL I ER I FRDKRGATEDEGFQE IKNLRQNVRNALYEVRR I I

NTDB id 234869 S101395 RS03025 WP 006639267.1 EDAQAKQDFGLRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDKGTEEGFQEIKNLRQNVRNALYEVRRII 240
NTDB id 130 BSU 35500 NP 391430.1 ADAQAKQDFGLRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGAEDGFQEIKNLRQNVRNALYEVRRII 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !*!!!!!!!!!!!!!!!!!!!!!!!

logo YDLRPMALDDLGL IPTLRKYLNYTI
TEDEYHNGKAVKIHFHQC IGESTEDEQRR I

LAPQRFEVALFRLAQEAVSTNALKHSESETE IHTVKVE I
V

NTDB id 234869 S101395 RS03025 WP 006639267.1 YDLRPMALDDLGLIPTLRKYLNTIEDYHGKAKIHFHCIGESEERRIAPRFEVALFRLAQEAVTNALKHSESTEIHVKVEV 320
NTDB id 130 BSU 35500 NP 391430.1 YDLRPMALDDLGLIPTLRKYLYTTEEYNGKVKIHFQCIGETEDQRLAPQFEVALFRLAQEAVSNALKHSESEEITVKVEI 320
consensus !!!!!!!!!!!!!!!!!!!!! ! !*!*!! !!!!*!!!!*!* !*!! !!!!!!!!!!!!!*!!!!!!!! !!*!!!!*

logo TKDFVI
TL IMIKDNGKNGFDLKEAKESKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTF I LMIKVPLSL

NTDB id 234869 S101395 RS03025 WP 006639267.1 TKDFVTLIIKDNGNGFDLKEAKSKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTFILIKVPLSL 385
NTDB id 130 BSU 35500 NP 391430.1 TKDFVILMIKDNGKGFDLKEAKEKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTFIMIKVPLSL 385
consensus !!!!! !*!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!
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