
logo MNEALMI LLSNGLLTYLTVLFLLFLFSKVSNVTLSKKELTLFS I SNFL IMIAVTMVNVNLFYPAEPLYF IALS IYLNRQNS
NTDB id 1105965 V3C22 RS08575 WP 226706881.1 MNEALMILLNGLLTYLTVLFLLFLFSKVSNVTLSKKELTLFSISNFLIMIAVTMVNVNLFYPAEPLYFIALSIYLNRQNS 80
NTDB id 54 SMU RS08705 WP 002262113.1 MNEALMILSNGLLTYLTVLFLLFLFSKVSNVTLSKKELTLFSISNFLIMIAVTMVNVNLFYPAEPLYFIALSIYLNRQNS 80
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSLNI FYGLLPVASSDLFRRAI I FF I LDGRNTQGIVMGSS I ITTYMIEFAGIALSYLFLSVFNVDIGRLKDSLTKMKVKKRL
NTDB id 1105965 V3C22 RS08575 WP 226706881.1 LSLNIFYGLLPVASSDLFRRAIIFFILDRNQGIVMGSSIITTYMIEFAGIALSYLFLSVFNVDIGRLKDSLTKMKVKKRL 160
NTDB id 54 SMU RS08705 WP 002262113.1 LSLNIFYGLLPVASSDLFRRAIIFFILDGTQGIVMGSSIITTYMIEFAGIALSYLFLSVFNVDIGRLKDSLTKMKVKKRL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I PMNITMLLYYLL IQAVLYVI ESYNVIPTLKFRKFVVIVYL I LFL I L I SFLSQYTKQKVQNE IMAQKEAQIRNITQYSQQI
NTDB id 1105965 V3C22 RS08575 WP 226706881.1 IPMNITMLLYYLLIQALYVIESYNVIPTLKFRKFVVIVYLILFLILISFLSQYTKQKVQNEIMAQKEAQIRNITQYSQQI 240
NTDB id 54 SMU RS08705 WP 002262113.1 IPMNITMLLYYLLIQVLYVIESYNVIPTLKFRKFVVIVYLILFLILISFLSQYTKQKVQNEIMAQKEAQIRNITQYSQQI 240
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ESLYKDIRSFRHDYLNI LTSLRLGI ENKDLAS I EKIYHQI LEKTGHQLQDTRYNIGHLANIQNDAVKGI LSAKI LEAQNK
NTDB id 1105965 V3C22 RS08575 WP 226706881.1 ESLYKDIRSFRHDYLNILTSLRLGIENKDLASIEKIYHQILEKTGHQLQDTRYNIGHLANIQNDAVKGILSAKILEAQNK 320
NTDB id 54 SMU RS08705 WP 002262113.1 ESLYKDIRSFRHDYLNILTSLRLGIENKDLASIEKIYHQILEKTGHQLQDTRYNIGHLANIQNDAVKGILSAKILEAQNK 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KIAVNVEVSGSKIQLPDEMELLDF ITI LS I LCDNAI EAAFLESLKNPE IQLAFFKKNGS IVF I IQNSSTKEKQIDVSKI FKENYS
NTDB id 1105965 V3C22 RS08575 WP 226706881.1 KIAVNVEVSGKIQLPDMELLDFITILSILCDNAIEAALESLKPEIQLAFFKKNGSIVFIIQNSSKEKQIDVSKIFKENYS 400
NTDB id 54 SMU RS08705 WP 002262113.1 KIAVNVEVSSKIQLPEMELLDFITILSILCDNAIEAAFESLNPEIQLAFFKKNGSIVFIIQNSTKEKQIDVSKIFKENYS 400
consensus !!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo TKGSNRGIGLAKVNHI LEHYPKTSLQTSNSHHHLFKQLL I IK
NTDB id 1105965 V3C22 RS08575 WP 226706881.1 TKGSNRGIGLAKVNHILEHYPKTSLQTSSHHHLFKQLLI.. 439
NTDB id 54 SMU RS08705 WP 002262113.1 TKGSNRGIGLAKVNHILEHYPKTSLQTSNHHHLFKQLLIIK 441
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!**

X non conserved

X similar

X ≥ 50% conserved


