
logo MNKSTKMDSKVLDS I LMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVI ELGDKLEVHQTRHARNRLSEVSRNFHKRF
NTDB id 358371 SB21 RS16985 WP 039063726.1 MNKSKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVHTRHARNRLSEVSRNFHKF 85
NTDB id 130 BSU 35500 NP 391430.1 MNKTKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVQTRHARNRLSEVSRNFHRF 85
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!

logo SEEE IRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQE I I ERSESLVSQITVVLNYLNQDLREQVGLLLADAQAKQDFG
NTDB id 358371 SB21 RS16985 WP 039063726.1 SEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLRQVGLLLADAQAKQDFG 170
NTDB id 130 BSU 35500 NP 391430.1 SEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLREVGLLLADAQAKQDFG 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo LR I I EAQEEERKRVSRE IHDGPAQMLANVMMRSEL I ER I FRDRGATEDGFQE IKRNLRQNVRNALYEVRNLRQNVRNALYEVRR I IY
NTDB id 358371 SB21 RS16985 WP 039063726.1 LRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGTEDGFQEIRNLRQNVRNALYEVRNLRQNVRNALYEVRRIIY 255
NTDB id 130 BSU 35500 NP 391430.1 LRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGAEDGFQEIKNLRQNV..............RNALYEVRRIIY 241
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!!!**************!!!!!!!!!!!!

logo DLRPMALDDLGL IPTLRKYLYTTEEYNGKVKIHFQC IGDETEDNQRLAPQFEVALFRLAQEAVSTNALKHSESEE ITVKVE I
VTAKDFVI

V

NTDB id 358371 SB21 RS16985 WP 039063726.1 DLRPMALDDLGLIPTLRKYLYTTEEYNGKVKIHFQCIGDTENQRLAPQFEVALFRLAQEAVTNALKHSESEEITVKVEVTADFVV 340
NTDB id 130 BSU 35500 NP 391430.1 DLRPMALDDLGLIPTLRKYLYTTEEYNGKVKIHFQCIGETEDQRLAPQFEVALFRLAQEAVSNALKHSESEEITVKVEITKDFVI 326
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*! !!!*

logo L IMIKDNGKGFDI
LKDEAKEQKKNKSFGLLGMKERVDLLEGTI

MTIDSKIGLGTF IMIKVPLSLGL
NTDB id 358371 SB21 RS16985 WP 039063726.1 LIIKDNGKGFDIKDAKQKKNKSFGLLGMKERVDLLEGTITIDSKIGLGTFIMIKVPLSLGL 401
NTDB id 130 BSU 35500 NP 391430.1 LMIKDNGKGFDLKEAKEKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTFIMIKVPLSL.. 385
consensus !*!!!!!!!!!*!*!! !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!**
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