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LEMPGGAVYDIRSVLVTVDNHNKEDDKEDKGSYNFVAVKSLVSKQATLPAI
NTDB id 20343 SMA 0516 CCF01807.1 MAILKRFKEILKKLGRILYRFKWWILGVVGIAFLLFSLLYPLDYYIEMPGGVYDIRSVLTVDNKEDDEDGSYNFVAVKVSQATLA 85
NTDB id 360 SMU RS02495 WP 002262039.1 ..............MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPI 71
consensus ************** * *!!!!** * * !! *!!*!!*!!!!! !!!!!!*!! *!!! ! !!!!!!!! *! !!*

logo QLVLVYAWLTPFYTE I STSTAAKDETVTGGVYSDNADYLMRINEQFYYMETSQNGTAI
TYKQALSTLAGHKEKASTFLDNYMQGVYVLNQVSDRNSTFKGI

VLNIADTVTG
NTDB id 20343 SMA 0516 CCF01807.1 QLVYAWLTPYTEISTAADVTGGYSNADYLRINEYYMETSQNTATYQALTLAGKEATLDYQGVYVLNVSDNSTFKGILNIADTVTG 170
NTDB id 360 SMU RS02495 WP 002262039.1 QVLYAWLTPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTG 156
consensus !**!!!!!!*!!!**! * !!! ! !!!*!!! *!!!!!!! ! ! !!*!!*! !* ! !!!!!*!! !!!!!!*!!!!!!!!!

logo VNDGKQTFHNSSAKEL IMAKYVASDGLDKLGSEKVSTVQYTSDEGNEKAKKETAKTGKI
V I EKLSNGKNGIG IGLVDHTKSVSTSDDVDKI
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VGGPSAGLMFT
NTDB id 20343 SMA 0516 CCF01807.1 VNGQTFNSSAELMAYVADLDLGSEVTVQYTSDGEAKEATGKIIELSNGKNGIGIGLVDHTSVSSDVDVDFHTSGVGGPSAGLMFT 255
NTDB id 360 SMU RS02495 WP 002262039.1 VNDKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGLMFT 241
consensus !! !!*!! !!* !! ! !!! !*!!!!!* ! ! !!*! !!!!!!!!!!!!!!!! !*!! **!*! !*!!!!!!!!!!

logo LDIYDQLNVGKEDLRKGR I
KIAGTGTI EGESDGSVGDIGGAADLMKVAVAAADKRAIGNADI FFVPNNPVDSEKAETLKKDNPDKAKLTNYEQEAKVEQAAKDKLDGT

NTDB id 20343 SMA 0516 CCF01807.1 LDIYDQLNGEDLRKGRKIAGTGTIESDGSVGDIGGAALKVVAAAKAGADIFFVPNNPVDEETLKKDPDAKTNYEEAVEAAKDLDT 340
NTDB id 360 SMU RS02495 WP 002262039.1 LDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAKQAAKKLGT 326
consensus !!!!!!! !!!!!!! !!!!!!! !!!!!!!!!! *!! !! * !!!!!!!!!!! !!!! ! ! !!! !! !!! ! !
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NTDB id 20343 SMA 0516 CCF01807.1 DMKIVPVTTVQEAIDYLRNND 361
NTDB id 360 SMU RS02495 WP 002262039.1 KMKIVPVKNVQEAIDYLRKH. 346
consensus !!!!!! !!!!!!!!! **
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