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NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 MLKILKRLTAKEVTMLIFAVLFVCLNVYLELKIPDYMSDITTLLSTEGTKVKDIFAWNFDAPGMRMVLLSLGSFAASVVV 80
NTDB id 369 SMU RS04255 WP 002263293.1 MFKIFKRLNAKEWGMVLLSTAFICLAVWMDLKTPEYMSNITTLLQTKGTTASDI.....MDPGSKMLMFSFGSFFMAVLV 75
consensus ! !! !!! !!! !** !*!! !***!! !*!!! !!!!! ! !! !!***** !! *!** ! !!! !*!
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NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 GFLAARIAASFSTRLRDDIFHSVLNFSDAEIKKFSIPSLLTRTTNDITQIQLVFTMGIQVITKGPIMAIWAITKIADKNH 160
NTDB id 369 SMU RS04255 WP 002263293.1 GFLASRTAASFTTRLRSDIFNRVMDYSEAEIKKFSIPSLLTRTTNDLTQLQIMIVMGMQVVTRGPIMAVWALTKIWGKSD 155
consensus !!!! ! !!!!*!!!! !!!* !* *!*!!!!!!!!!!!!!!!!!!*!!*!** !!*!!*!*!!!!!*!!*!!! ! *
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NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 EWLLVLIVAVAVMFLMIIFLLMMVMPKQRMIQTLTDKLNSITRESLTGIRVVRAYNAEDYQDAKFAQANDNVTNLNLFIG 240
NTDB id 369 SMU RS04255 WP 002263293.1 EWTGAVGVAVLIVFIMLSVLMFVAFPRQRQVQSLTDALNSTTRESLTGVRVVRAYNAEDYQDTKFKRENKNLTKLNLLVY 235
consensus !! * !!! **!*!* !* * !*!! *!*!!! !!! !!!!!!!*!!!!!!!!!!!!! !! ! !*! !!! *
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NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 RSMALLSPVMTGISSGMTLAIYWIGAHLIENIAIPTDP.TKIAGAMQDKVDLFSDMVVYSSYAMQVVMGFMMMIVVFFIL 319
NTDB id 369 SMU RS04255 WP 002263293.1 RLMSLMNPVMTVVSSGLTLAIYWIGAYLLNDIKIPMTSVTAAKGAIADRISVFSDMVVFSSYAMQVVVGFMMMVAIFIIL 315
consensus ! ! !* !!!! *!!!*!!!!!!!!!*!* ! !! **! !!* !** *!!!!!!*!!!!!!!!*!!!!!* *! !!

logo PRALVVASAGKR INEVLAELTKNSS IVEHFYKPETYNSKQADKNPATERKGESVEFDHDNVSFRYSKNSERAVI
LEHVSFKSAKAGDETVAF IGSTGSGKSTLV

NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 PRAVVAAGRINEVLETKSSIEYPETNQAKPTEKGSVEFDNVSFRYSKNSEAVLEHVSFKAKAGDTVAFIGSTGSGKSTLV 399
NTDB id 369 SMU RS04255 WP 002263293.1 PRALVSAKRINEVLALNSSVHFKEYSKADNARKGEVEFHDVSFRYSKNSRAVIEHVSFSAKAGETVAFIGSTGSGKSTLV 395
consensus !!!*! ! !!!!!! !!****! ! * !! !!!* !!!!!!!!! !!*!!!!! !!!!*!!!!!!!!!!!!!!!!
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NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 NLIPRFYDATEGTIKVDGIDVRQYDHDTLHKIVGYIPQKAVLFSGDIASNMDMGESNSSPLDDDKMWEALDLAQGKTFVE 479
NTDB id 369 SMU RS04255 WP 002263293.1 NLIPRFYDATEGWIKIDGIKVQDYSHDDLNNKVGYIPQRAVLFSGTIRSNIAFGQSDQAPLDDAKIWEALELAQAKNFVE 475
consensus !!!!!!!!!!!! !!*!!! ! ! !! !* !!!!!!*!!!!!! ! !!* ! ! !!!! !*!!!!*!!!*! !!!
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NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 MKDGKLKAPVAQGGQNFSGGQKQRLAIARALARKPEIIIFDDSFSALDYKTDRILRSQLKERTADMTKLIVAQRISTIMD 559
NTDB id 369 SMU RS04255 WP 002263293.1 EKEKGLDTEVAQGGTNFSGGQKQRLAIARALARKPEILIFDDSFSALDYKTDRILRNDLAKKTKEMTKLIVAQRISTIMD 555
consensus !* ! *!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! ! *! *!!!!!!!!!!!!!!!



logo ADHQI LVLDEQGKVVGQGTHEKELLANNDI
VYQRE IAYSQLSKEELENGK

NTDB id 40056 SGGBAA2069 RS06680 WP 009854393.1 ADQILVLDEGKVVGQGTHEELLANNDVYREIAYSQLSKEELENGK 604
NTDB id 369 SMU RS04255 WP 002263293.1 ADHILVLDQGKVVGQGTHKELLANNDIYQEIAYSQLSKEELENGK 600
consensus !!*!!!!! !!!!!!!!! !!!!!!!*! !!!!!!!!!!!!!!!!
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