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NTDB id 1137688 DQM73 RS02450 WP 002925817.1 MFKLFKRLTVREVSMIVLSVLFTFLTVYLELEVPTYISTITELLQTPGTGLADLWEPGLKMIGLSFASLLSAIVVGFFAA 80
NTDB id 369 SMU RS04255 WP 002263293.1 MFKIFKRLNAKEWGMVLLSTAFICLAVWMDLKTPEYMSNITTLLQTKGTTASDIMDPGSKMLMFSFGSFFMAVLVGFLAS 80
consensus !!!*!!!! *! !**!! ! *! !***! ! !*! !! !!!!*!! !* *!! !!* !!*! !**!!! !
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NTDB id 1137688 DQM73 RS02450 WP 002925817.1 RIAASFTQSLRSDIFNRVLDYSQTEIKKFSIPSLLTRTTNDITQVQTLITMGLQVVTRGPIMAIWAMTKIIGKSENWLIA 160
NTDB id 369 SMU RS04255 WP 002263293.1 RTAASFTTRLRSDIFNRVMDYSEAEIKKFSIPSLLTRTTNDLTQLQIMIVMGMQVVTRGPIMAVWALTKIWGKSDEWTGA 160
consensus ! !!!!! !!!!!!!!!*!!! !!!!!!!!!!!!!!!!!*!!*! *! !!*!!!!!!!!!!*!!*!!! !!!* ! !
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NTDB id 1137688 DQM73 RS02450 WP 002925817.1 VLIAVIVNILLTVVLVTLAFPKQSVAQRLVDKLNSVTRESLTGIRVVRAYNAEDYQDEKFAAANDEVTRLNLFIGRLMAM 240
NTDB id 369 SMU RS04255 WP 002263293.1 VGVAVLIVFIMLSVLMFVAFPRQRQVQSLTDALNSTTRESLTGVRVVRAYNAEDYQDTKFKRENKNLTKLNLLVYRLMSL 240
consensus ! *!!** ** !!* *!!!*! ! ! ! !!! !!!!!!!*!!!!!!!!!!!!! !! ! *!*!!! * !!! *
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NTDB id 1137688 DQM73 RS02450 WP 002925817.1 MNPVMMGISSGLTLAIYWIGAYLIQEA............GLQERLPLFSDMVVFMSYAMQIVIGFLLMGALFIVLPRTIV 308
NTDB id 369 SMU RS04255 WP 002263293.1 MNPVMTVVSSGLTLAIYWIGAYLLNDIKIPMTSVTAAKGAIADRISVFSDMVVFSSYAMQVVVGFMMMVAIFIILPRALV 320
consensus !!!!! *!!!!!!!!!!!!!!!*** ************** *!***!!!!!!! !!!!!*!*!!**! !*!!*!!! *!

logo SAGKR INEVLADLHNSS IVHTFSKPEQYPSKAADANADRSKGEVEVFHRDVSFRYSKNSERAVI EHVSFSTAKQAGDETVAF IGSTGSGKSTLVNL IPR
NTDB id 1137688 DQM73 RS02450 WP 002925817.1 SAGRINEVLDLHSSITSPEQPKAAADSKGEVVFRDVSFRYSKNSEAVIEHVSFTAQAGDTVAFIGSTGSGKSTLVNLIPR 388
NTDB id 369 SMU RS04255 WP 002263293.1 SAKRINEVLALNSSVHFKEYSKADNARKGEVEFHDVSFRYSKNSRAVIEHVSFSAKAGETVAFIGSTGSGKSTLVNLIPR 400
consensus !! !!!!!! !*!!** *! *!! !!!! !*!!!!!!!!!! !!!!!!!!*! !!*!!!!!!!!!!!!!!!!!!!!!
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NTDB id 1137688 DQM73 RS02450 WP 002925817.1 FYDVTEGEILVDGVNVQDYQLEDLHNKVGYIPQKAVLFSGDIESNLNFGQSKESPLDEQKMWEALDLAQAKPFVQEKEKG 468
NTDB id 369 SMU RS04255 WP 002263293.1 FYDATEGWIKIDGIKVQDYSHDDLNNKVGYIPQRAVLFSGTIRSNIAFGQSDQAPLDDAKIWEALELAQAKNFVEEKEKG 480
consensus !!! !!! ! *!!* !!!! **!!*!!!!!!!!*!!!!!! ! !!* !!!! !!!* !*!!!!*!!!!!*!! !!!!!

logo LDKATEVAQGSGTNFSGGQKRQRLAIARALARKPE I L I FDDSFSALDYKTDRI LRKNDELAEKKRTKQDEMTKL IVAQR I STIMDADHQI L
NTDB id 1137688 DQM73 RS02450 WP 002925817.1 LKAEVAQSGTNFSGGQRQRLAIARALARKPEILIFDDSFSALDYKTDRILRKELAERTQDMTKLIVAQRISTIMDADQIL 548
NTDB id 369 SMU RS04255 WP 002263293.1 LDTEVAQGGTNFSGGQKQRLAIARALARKPEILIFDDSFSALDYKTDRILRNDLAKKTKEMTKLIVAQRISTIMDADHIL 560
consensus ! !!!! !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!! *! *!!!!!!!!!!!!!!!!!*!!



logo VLDAQGKVVGQGTHKRELLANSNDE I
VYQE IAYSQLSKEELENGK

NTDB id 1137688 DQM73 RS02450 WP 002925817.1 VLDAGKVVGQGTHRELLASNEVYQEIAYSQLSKEELENGK 588
NTDB id 369 SMU RS04255 WP 002263293.1 VLDQGKVVGQGTHKELLANNDIYQEIAYSQLSKEELENGK 600
consensus !!! !!!!!!!!!*!!!! !**!!!!!!!!!!!!!!!!!!
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