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NTDB id 1117830 ELZ47 RS08645 WP 126435812.1 MKRIKKFILPTVIGVTIAFFIAALWVRLPYYIEVPGGAEDVRQVLLVDNQADKEAGSYNFVTVGVEQATFAHLVYAWLTP 80
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWLTP 80
consensus !! !!! * * !*** * * *!!!!*!*!!!! !*! !* ! * !!! !!!!!! ! * !!* ***!!!!!!

logo FTDE ITYSAKDEMTTGGSVSTDADDEFYMNRINQFYMETSQNGMAI
KYKQAGLSTLTAGHKEKAIKSFMDNYLMGVYVLQVASDRNSTFKGVLNIADTVTGVNDK

NTDB id 1117830 ELZ47 RS08645 WP 126435812.1 FTDIYSAKDMTGGSTDDEFNRINQFYMETSQNMAKYQGLTTAGKEIKMDYLGVYVLQVADNSTFKGVLNIADTVTGVNDK 160
NTDB id 360 SMU RS02495 WP 002262039.1 FTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVNDK 160
consensus !!*! !!!* !!! *! ** !!!!!!!!!!!! ! ! *!* !*! !*!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo TFEHSSEKEL IVKYVNSGSLQKLGDSKVKSVQTFYQTESDEGNKQEKKSTAKTGKI
V IKLESNGKNGIG IGSL IVDHRTEKVSTSDNDIKP I ETFSTENGIGGPSAGLMF

NTDB id 1117830 ELZ47 RS08645 WP 126435812.1 TFESSEELVKYVNSQKLGDKVKVTFQEDGQEKSATGKIIKLENGKNGIGISLIDRTEVSSNIPITFSTEGIGGPSAGLMF 240
NTDB id 360 SMU RS02495 WP 002262039.1 TFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGLMF 240
consensus !!*!! !!*!!! !!! !! ! * * !*! !!*!!! !!!!!!!! !*!*! !*! *! !!! !!!!!!!!!!!
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NTDB id 1117830 ELZ47 RS08645 WP 126435812.1 SLAIYTQLADPTLRDGRDIAGTGSISREGEVGEIGGIDKKVVSAAQSGADVFFAPNNELTEEEKKLSLNGKNNYQTALET 320
NTDB id 360 SMU RS02495 WP 002262039.1 TLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAKQA 320
consensus *! !! !! * !! !! !!!!!*! *! !!*!!! ! !! ! !!*!! !!!*** ! * * !!! !

logo AKKI
L
G
KTDKMKIVPVKNTLVQDEAIDYLKRKHNK

NTDB id 1117830 ELZ47 RS08645 WP 126435812.1 AKKIKTDMKIVPVKTLQDAIDYLKKNK 347
NTDB id 360 SMU RS02495 WP 002262039.1 AKKLGTKMKIVPVKNVQEAIDYLRKH. 346
consensus !!!* ! !!!!!!! *!*!!!!!*!**
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