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NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 MFKLLKRLNKREYAMIAISTIFIAIQVWLELKIPDYMTQITTALGTSGSTTTDILDPGLKMLALSILSMCSAIIVGYFAA 80
NTDB id 369 SMU RS04255 WP 002263293.1 MFKIFKRLNAKEWGMVLLSTAFICLAVWMDLKTPEYMSNITTLLQTKGTTASDIMDPGSKMLMFSFGSFFMAVLVGFLAS 80
consensus !!!* !!!! *!**!* *!! !!** !!**!! !*!!**!!! ! ! !*! *!!*!!! !!! ! ! * !**!!* !
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NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 HVAAGFSARIRGKVFNQVMDYSTEDINQFSIPSLLTRSTNDITQIQTFIAMGMQVIIKAPITAVWAITKIANKGWQWTLA 160
NTDB id 369 SMU RS04255 WP 002263293.1 RTAASFTTRLRSDIFNRVMDYSEAEIKKFSIPSLLTRTTNDLTQLQIMIVMGMQVVTRGPIMAVWALTKIWGKSDEWTGA 160
consensus * !! !* !*! *!! !!!!! *! !!!!!!!!!*!!!*!!*! ! !!!!!* **!! !!!!*!!! ! !! !
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NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 TGIAVALLVIALTIILSLVQPKFKMVQKLTDKLNQTTRENLSGLRVVHAFNAEQFQNQKFDKANHELTGANLFANRVLAL 240
NTDB id 369 SMU RS04255 WP 002263293.1 VGVAVLIVFIMLSVLMFVAFPRQRQVQSLTDALNSTTRESLTGVRVVRAYNAEDYQDTKFKRENKNLTKLNLLVYRLMSL 240
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NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 MNPVMTLISNGLTLAVYAIGAVLIENAAM...........GAGRLTLFSNMIVFSSYAMQVILAFLLLSIIFVILPRVTV 309
NTDB id 369 SMU RS04255 WP 002263293.1 MNPVMTVVSSGLTLAIYWIGAYLLNDIKIPMTSVTAAKGAIADRISVFSDMVVFSSYAMQVVVGFMMMVAIFIILPRALV 320
consensus !!!!!!**! !!!!!*! !!! !* ************ ! !***!! !*!!!!!!!!!***!*** !!*!!!! !

logo SAGKR INEQVLASLVKNPSNS IVDHFYKPDEKYSTKQAQDTNPATRSKMGETVEFHRDVSFKRFYKSDKANESARASAVI EHLVSFKSAEKAPGEQTVAF IGSTGSGKSTLVLVNL ILPSHR
NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 SAGRINQVLSVKPNIDYPDKTQQTPTSMGTVEFRDVSFKFKDAEASAIEHLSFKAEPGQTVAFIGSTGSGKSTVLNLLSH 389
NTDB id 369 SMU RS04255 WP 002263293.1 SAKRINEVLALNSSVHFKEYSKADNARKGEVEFHDVSFRYSKNSRAVIEHVSFSAKAGETVAFIGSTGSGKSTLVNLIPR 400
consensus !! !!! !! * * ***** * * ! !!!*!!!!** !!!*!! ! *! !!!!!!!!!!!!!!**!!***
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NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 QYDITSGQILVDGVDIRDYSESDLNNRLGYIPQKAVLFSGTIRSNINFGKTNQTSPMSDQQIIDALKTAQAWEFVSSNEK 469
NTDB id 369 SMU RS04255 WP 002263293.1 FYDATEGWIKIDGIKVQDYSHDDLNNKVGYIPQRAVLFSGTIRSNIAFGQSDQ.APLDDAKIWEALELAQAKNFVEEKEK 479
consensus !! ! ! ! *!!* * !!!* !!!!**!!!!!*!!!!!!!!!!!! !! * !* !* ! ! *!! !!! !! !!

logo

G
KLDATEPVAQGHGDTNFSGGQKQRLAIARAI

LARKNPE I
VL IMFDDSFSALDYAKTDRI

RLRDNADLAKKQKNRTKRERMTTKL IVAQR I STIMDADEHI
NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 KLDAPVAQHGDNFSGGQKQRLAIARAIARNPEVLMFDDSFSALDYATDRRLRDALKQNRRRTTKLIVAQRISTIMDADEI 549
NTDB id 369 SMU RS04255 WP 002263293.1 GLDTEVAQGGTNFSGGQKQRLAIARALARKPEILIFDDSFSALDYKTDRILRNDLAKKTKEMTKLIVAQRISTIMDADHI 559
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NTDB id 1165635 AB3Z01 RS01005 WP 084998144.1 VVLDKGKVVGQGTHQQLLKNNDVYQEIAYSQLSKEELA... 587
NTDB id 369 SMU RS04255 WP 002263293.1 LVLDQGKVVGQGTHKELLANNDIYQEIAYSQLSKEELENGK 600
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