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NTDB id 20356 SMA 1222 CCF02513.1 MLKILKRLTAKEVIMLIFAVLFVCLNVYLELKIPDYMSNITTLLSTEGTKVKDIFAWNFDAPGMRMVLLSLGSFAASVVVGFLAA 85
NTDB id 369 SMU RS04255 WP 002263293.1 MFKIFKRLNAKEWGMVLLSTAFICLAVWMDLKTPEYMSNITTLLQTKGTTASDIM.....DPGSKMLMFSFGSFFMAVLVGFLAS 80
consensus ! !! !!! !!! !** !*!! !***!! !*!!!!!!!!! ! !! !! ***** !! *!** ! !!! !*!!!!!
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NTDB id 20356 SMA 1222 CCF02513.1 RIAASFSTRLRDDIFHSVLNFSDAEIKKFSIPSLLTRTTNDITQIQLVFTMGIQVITKGPIMAIWAITKIADKNHEWLLVLIVAV 170
NTDB id 369 SMU RS04255 WP 002263293.1 RTAASFTTRLRSDIFNRVMDYSEAEIKKFSIPSLLTRTTNDLTQLQIMIVMGMQVVTRGPIMAVWALTKIWGKSDEWTGAVGVAV 165
consensus ! !!!!*!!!! !!!* !* *!*!!!!!!!!!!!!!!!!!!*!!*!** !!*!!*!*!!!!!*!!*!!! ! *!! * !!!
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NTDB id 20356 SMA 1222 CCF02513.1 AVMFLMIMFLLMMVMPKQRMIQRLTDKLNSVTRESLTGIRVVRAYNAEDYQDAKFAQVNDNVTNLNLFIGRSMALLSPVMTGISS 255
NTDB id 369 SMU RS04255 WP 002263293.1 LIVFIMLSVLMFVAFPRQRQVQSLTDALNSTTRESLTGVRVVRAYNAEDYQDTKFKRENKNLTKLNLLVYRLMSLMNPVMTVVSS 250
consensus **!*!* !* * !*!! *! !!! !!! !!!!!!!*!!!!!!!!!!!!! !! ! !*! !!! * ! ! !* !!!! *!!

logo GLMTLAIYW IGAHYL ILENDNIAKIPMTDTPSTVKTAAIAKGSAI
M
A
QDKRI

V
D
S
L
VFSDMVVFYSSYAMQVVI

VGFLMMMI
V
A
V
I
VFFI I LPRALVVASAGKR INEVLAELTKNSS IV

NTDB id 20356 SMA 1222 CCF02513.1 GMTLAIYWIGAHLIENIAIPTDPTK.IASAMQDKVDLFSDMVVYSSYAMQVVIGLMMMIVVFFILPRAVVAAGRINEVLETKSSI 339
NTDB id 369 SMU RS04255 WP 002263293.1 GLTLAIYWIGAYLLNDIKIPMTSVTAAKGAIADRISVFSDMVVFSSYAMQVVVGFMMMVAIFIILPRALVSAKRINEVLALNSSV 335
consensus !*!!!!!!!!!*!* ! !! * * !* !** *!!!!!!*!!!!!!!!*! !!!* *! !!!!!*! ! !!!!!! !!*
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NTDB id 20356 SMA 1222 CCF02513.1 EYPETNQAKPTEKGSVEFDNVSFRYSKNSEAVLEHVSFKAKAGDTIAFIGSTGSGKSTLVNLIPRFYDATEGTIKVDGIDVRQYD 424
NTDB id 369 SMU RS04255 WP 002263293.1 HFKEYSKADNARKGEVEFHDVSFRYSKNSRAVIEHVSFSAKAGETVAFIGSTGSGKSTLVNLIPRFYDATEGWIKIDGIKVQDYS 420
consensus ***! ! * !! !!!* !!!!!!!!! !!*!!!!! !!!!*!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!! ! !

logo HDDTLHNKNI
KVGYIPQKRAVLFSGDTIARSNI

M
A
D
F
MGEQSDNNQASPLDDADKI

MWEALDELAQAKNTFVEEMKDEGKGKLDKATEPVAQGGQTNFSGGQKQRLAIARA
NTDB id 20356 SMA 1222 CCF02513.1 HDTLHKIVGYIPQKAVLFSGDIASNMDMGESNNSPLDDDKMWEALDLAQAKTFVEMKDGKLKAPVAQGGQNFSGGQKQRLAIARA 509
NTDB id 369 SMU RS04255 WP 002263293.1 HDDLNNKVGYIPQRAVLFSGTIRSNIAFGQSDQAPLDDAKIWEALELAQAKNFVEEKEKGLDTEVAQGGTNFSGGQKQRLAIARA 505
consensus !! !* !!!!!!*!!!!!! ! !!* ! ! * !!!! !*!!!!*!!!!! !!! !* ! *!!!!! !!!!!!!!!!!!!!!

logo LARKPE I IL I FDDSFSALDYKTDRI LRNSDQLAKEKKRTAKDEMTKL IVAQR I STIMDADHQI LVLDEQGKRVVGQGTHEKELLANNDI
VYQRE IAYSQ

NTDB id 20356 SMA 1222 CCF02513.1 LARKPEIIIFDDSFSALDYKTDRILRSQLKERTADMTKLIVAQRISTIMDADQILVLDEGRVVGQGTHEELLANNDVYREIAYSQ 594
NTDB id 369 SMU RS04255 WP 002263293.1 LARKPEILIFDDSFSALDYKTDRILRNDLAKKTKEMTKLIVAQRISTIMDADHILVLDQGKVVGQGTHKELLANNDIYQEIAYSQ 590
consensus !!!!!!!*!!!!!!!!!!!!!!!!!! ! *! *!!!!!!!!!!!!!!!!!*!!!!! !*!!!!!!! !!!!!!!*! !!!!!!



logo LSKEELENGK
NTDB id 20356 SMA 1222 CCF02513.1 LSKEELENGK 604
NTDB id 369 SMU RS04255 WP 002263293.1 LSKEELENGK 600
consensus !!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


