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NTDB id 393211 GCU48 RS01740 WP 152378837.1 MLKIFKYLKKNEWKLVLFSLAFIVVQVWLDLKLPDYMAEITTKLQTAGTPISELLVPGSYMLLCAVGSMIASIIVGYFAA 80
NTDB id 369 SMU RS04255 WP 002263293.1 MFKIFKRLNAKEWGMVLLSTAFICLAVWMDLKTPEYMSNITTLLQTKGTTASDIMDPGSKMLMFSFGSFFMAVLVGFLAS 80
consensus ! !!!! ! !! *!! ! !!!** !!*!!! !*!! !!! !!! !!* !*** !!! !!** !! **!!* !
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NTDB id 393211 GCU48 RS01740 WP 152378837.1 KVAAGLAMRLRAMVFDKTLSFSMEEMNSFSTASLITRSTNDVTQIQTVVALGLQVIIKAPILAVWAIVKIADKNWQWTAS 160
NTDB id 369 SMU RS04255 WP 002263293.1 RTAASFTTRLRSDIFNRVMDYSEAEIKKFSIPSLLTRTTNDLTQLQIMIVMGMQVVTRGPIMAVWALTKIWGKSDEWTGA 160
consensus * !! !!! *! * * *! !* !! *!!*!!*!!!*!!*! ** *!*!!* **!!*!!!!* !! ! !!*
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NTDB id 393211 GCU48 RS01740 WP 152378837.1 TGGAVAVLTLMLSVIVIFALPSFKKIQRLTDNLNKVTREHLTGLRVVRAYNADQYQEEKFGQANVELMNTNLFANRLMAM 240
NTDB id 369 SMU RS04255 WP 002263293.1 VGVAVLIVFIMLSVLMFVAFPRQRQVQSLTDALNSTTRESLTGVRVVRAYNAEDYQDTKFKRENKNLTKLNLLVYRLMSL 240
consensus ! !! ** *!!!!** ! ! * *! !!! !! !!!*!!!*!!!!!!!!* !!* !! ! ! !! !!! *
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NTDB id 393211 GCU48 RS01740 WP 152378837.1 VGPGMTFIMSGLSVSIYWIGAYLINGA............AVSDRITLFSNMVVFSSYAMQVVMAFMMVSMIFFLMPRASI 308
NTDB id 369 SMU RS04255 WP 002263293.1 MNPVMTVVSSGLTLAIYWIGAYLLNDIKIPMTSVTAAKGAIADRISVFSDMVVFSSYAMQVVVGFMMMVAIFIILPRALV 320
consensus * ! !! * !!!** !!!!!!!!*! ************!* !!!**!! !!!!!!!!!!!!**!!!* !! **!!! *
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NTDB id 393211 GCU48 RS01740 WP 152378837.1 SAKRIMEVLNTESSIVDGHETAGEEDVMGQVEFRNVSFKYPDAEEPVLHNISFTAKRGETVAFIGATGSGKTSVVNLISR 388
NTDB id 369 SMU RS04255 WP 002263293.1 SAKRINEVLALNSSVHFKEYSKADNARKGEVEFHDVSFRYSKNSRAVIEHVSFSAKAGETVAFIGSTGSGKSTLVNLIPR 400
consensus !!!!! !!! !!** * * ** ! !!!* !!!*!* *!****!!*!! !!!!!!!! !!!!!***!!!!*!
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NTDB id 393211 GCU48 RS01740 WP 152378837.1 FYDVTEGEVLVDGVNVRNYKQQALHNKIGYVPQRAVLFSGTVASNVSYGDDGRAGASEKLVKAAVEIAQGTEFVEKMDGQ 468
NTDB id 369 SMU RS04255 WP 002263293.1 FYDATEGWIKIDGIKVQDYSHDDLNNKVGYIPQRAVLFSGTIRSNIAFGQSDQAPLDDAKIWEALELAQAKNFVEEKEKG 480
consensus !!! !!! * *!!* ! ! * !*!!*!!*!!!!!!!!!!* !!* *! !* * * !*!*!!* !!! *
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NTDB id 393211 GCU48 RS01740 WP 152378837.1 YQGRISQGGANVSGGQKQRLSIARAIYRQPEIYIFDDSFSALDYRTDRILRSALKKETGHATTLIVAQRIGTIKDADRII 548
NTDB id 369 SMU RS04255 WP 002263293.1 LDTEVAQGGTNFSGGQKQRLAIARALARKPEILIFDDSFSALDYKTDRILRNDLAKKTKEMTKLIVAQRISTIMDADHIL 560
consensus * !!! ! !!!!!!!! !!!!* ! !!! !!!!!!!!!!!*!!!!!! ! ! ! * ! !!!!!!! !! !!!*!*
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VVGNQGTHEKELLMAVNCNDS ITYQE IAYSQLSKEELEVHNGK

NTDB id 393211 GCU48 RS01740 WP 152378837.1 VLEQGEIVGNGTHEELMVNCSTYQEIAYSQLSKEELVHG. 587
NTDB id 369 SMU RS04255 WP 002263293.1 VLDQGKVVGQGTHKELLANNDIYQEIAYSQLSKEELENGK 600
consensus !!*!! *!!*!!! !!* !* !!!!!!!!!!!!!! *!*
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