
logo MDTVKFFTKLLTKYVLLVFAL IVGVI FVYGLVFLTYLNYYGKEKPELVYTKIAQSSQQDAFNI SKRSQKEMDKQKTWAMV
NTDB id 1069088 ACF1RT RS04835 WP 002293308.1 MDTVKFFTKLLTKYVLLVFALIVGVIFVYGLVFLTYLNYYGKEKPELVYTKIAQSSQQDAFNISKRSQKEMDKQKTWAMV 80
NTDB id 373 SMU RS05275 WP 002262199.1 MDTVKFFTKLLTKYVLLVFALIVGVIFVYGLVFLTYLNYYGKEKPELVYTKIAQSSQQDAFNISKRSQKEMDKQKTWAMV 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LNQDGQIVQSYRLPQQLKRHYTNADMVKFSRWYLDDYPVFSYVRGQQI LVFGYPKKYSLAKFNFYLNTQF IKNFLHLGFV
NTDB id 1069088 ACF1RT RS04835 WP 002293308.1 LNQDGQIVQSYRLPQQLKRHYTNADMVKFSRWYLDDYPVFSYVRGQQILVFGYPKKYSLAKFNFYLNTQFIKNFLHLGFV 160
NTDB id 373 SMU RS05275 WP 002262199.1 LNQDGQIVQSYRLPQQLKRHYTNADMVKFSRWYLDDYPVFSYVRGQQILVFGYPKKYSLAKFNFYLNTQFIKNFLHLGFV 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLGI I FLF I FVLFSHRSKLR IKKE I EP IVSALTFLSQGQSAALNEKGNFLSE IKTALNETSHI LEESNMMKEQWIRGVSHDL
NTDB id 1069088 ACF1RT RS04835 WP 002293308.1 FLGIIFLFIFVLFSRSKLRIKKEIEPIVSALTFLSQGQSAALNEKGNLSEIKTALNETSHILEESNMMKEQWIRGVSHDL 240
NTDB id 373 SMU RS05275 WP 002262199.1 FLGIIFLFIFVLFSHSKLRIKKEIEPIVSALTFLSQGQSAALNEKGNFSEIKTALNETSHILEESNMMKEQWIRGVSHDL 240
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RNPLML I SGYTSQLEQQYGHGKQTEQI ENQIQNMKEMI SNLNLSYLLDNQKRHSKFSSLDLAVVLRSVIADI LNNYETVI
NTDB id 1069088 ACF1RT RS04835 WP 002293308.1 RNPLMLISGYTSQLEQQYGHGKQTEQIENQIQNMKEMISNLNLSYLLDNQKRHSKFSSLDLAVVLRSVIADILNNYETVI 320
NTDB id 373 SMU RS05275 WP 002262199.1 RNPLMLISGYTSQLEQQYGHGKQTEQIENQIQNMKEMISNLNLSYLLDNQKRHSKFSSLDLAVVLRSVIADILNNYETVI 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHFDLPATEAVLVKGDATLLERAFRNLLLNS IKHSGSNQIDLTYQLFDNKVI I I IADKGTITAQKIVELNQKSTNYESHGM
NTDB id 1069088 ACF1RT RS04835 WP 002293308.1 LHFDLPAEAVLVKGDATLLERAFRNLLLNSIKHSGSNQIDLTYQLFDNKVIIIIADKGTITAQKIVELNQKSTNYESHGM 400
NTDB id 373 SMU RS05275 WP 002262199.1 LHFDLPTEAVLVKGDATLLERAFRNLLLNSIKHSGSNQIDLTYQLFDNKVIIIIADKGTITAQKIVELNQKSTNYESHGM 400
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GTVITKQI IKLHQGETVFSDNHPGSLKVTIVLPCVNTDGEF
NTDB id 1069088 ACF1RT RS04835 WP 002293308.1 GTVITKQIIKLHQGETVFSDNHPSLKVTIVLPCNG.. 435
NTDB id 373 SMU RS05275 WP 002262199.1 GTVITKQIIKLHQGETVFSDNHPGLKVTIVLPVTDEF 437
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!* **

X non conserved

X similar

X ≥ 50% conserved


