
logo MNSKVSTKMDSKVLDS I ILMKMLKTVDGSKDEVFQIGEQSRQQYEGQLVEELKQIKQQVNYEVIDELGDKRLEVHQATRHARNRLSEVSRNFHKRF
NTDB id 21771 BLI RS18655 WP 003185733.1 MSVSKMDSKVLDSIIMKMLKTVDGSKDEVFQIGEQSRQQYEGLVEELKQIKQQVNEVIDLGDRLEVHARHARNRLSEVSRNFHKF 85
NTDB id 130 BSU 35500 NP 391430.1 MNKTKMDSKVLDSILMKMLKTVDGSKDEVFQIGEQSRQQYEQLVEELKQIKQQVYEVIELGDKLEVQTRHARNRLSEVSRNFHRF 85
consensus ! *!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!*!!!*!!!* !!!!!!!!!!!!!!!*!

logo SEEE IRENAYEKAHKLQVELTMIQQREKQLREKRRDDLERRLLGLQE I I ERSEGSLVSQITVVLNYLNQDLREQVGLVLLAEDAQAKQDFG
NTDB id 21771 BLI RS18655 WP 003185733.1 SEEEIREAYEKAHKLQVELTMIQQREKQLREKRDDLERRLLGLQEIIERSEGLVSQITVVLNYLNQDLRQVGVLLEDAQAKQDFG 170
NTDB id 130 BSU 35500 NP 391430.1 SEEEIRNAYEKAHKLQVELTMIQQREKQLRERRDDLERRLLGLQEIIERSESLVSQITVVLNYLNQDLREVGLLLADAQAKQDFG 170
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!*!! !!!!!!!!!

logo LR I I EAQEEERKRVSRE IHDGPAQMLANVMMRSEL I ER I FRDKRGATEDEGFQE IKNLRQNVRNALYEVRR I IYDLRPMALDDLGL IP
NTDB id 21771 BLI RS18655 WP 003185733.1 LRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDKGTEEGFQEIKNLRQNVRNALYEVRRIIYDLRPMALDDLGLIP 255
NTDB id 130 BSU 35500 NP 391430.1 LRIIEAQEEERKRVSREIHDGPAQMLANVMMRSELIERIFRDRGAEDGFQEIKNLRQNVRNALYEVRRIIYDLRPMALDDLGLIP 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TLRKYLNYTI
TEDEYHNGKAVKIHFQC IGESTEDEQRR I

LAPQRFEVALFRLAQEAVSTNALKHSESETE IHTVKVE I
VTKDFVI

TL IMIKDNGKNGFDLKE
NTDB id 21771 BLI RS18655 WP 003185733.1 TLRKYLNTIEDYHGKAKIHFQCIGESEERRIAPRFEVALFRLAQEAVTNALKHSESTEIHVKVEVTKDFVTLIIKDNGNGFDLKE 340
NTDB id 130 BSU 35500 NP 391430.1 TLRKYLYTTEEYNGKVKIHFQCIGETEDQRLAPQFEVALFRLAQEAVSNALKHSESEEITVKVEITKDFVILMIKDNGKGFDLKE 340
consensus !!!!!! ! !*!*!! !!!!!!!!!*!* !*!! !!!!!!!!!!!!!*!!!!!!!! !!*!!!!*!!!!! !*!!!!! !!!!!!

logo

A
VKEGKKNKSFGLLGMKERVDLLEGSTMTIDSKIGLGTF I LMIKVPLSL

NTDB id 21771 BLI RS18655 WP 003185733.1 VKGKKNKSFGLLGMKERVDLLEGSMTIDSKIGLGTFILIKVPLSL 385
NTDB id 130 BSU 35500 NP 391430.1 AKEKKNKSFGLLGMKERVDLLEGTMTIDSKIGLGTFIMIKVPLSL 385
consensus ! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!!!!
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