
logo MF
LSFRFLKTKSLFLGPKRKQSQSGFVGLME ITPERVNLVAQLSTKSQGQNSYKRLRSKFCGHTAVES IPEGI FEQEGKIVDSPALAE I IQELMLSTENYGKIKNATKQR

NTDB id 38368 CYAN7822 RS00175 WP 013320200.1 MLSFLKKLLPKQSQGFGMEITPERVNLAQLSKQGQNYRLSKFCTVEIPEGIFQEGKIVDSPALAEIIQEMLTEYKIKAKR 80
NTDB id 1411 SGL RS10685 WP 010872897.1 MFSRFTSLFGRKSSGVGLEITPERVNVAQLTSQGQSYKLRKFGHASIPEGIFEEGKIVDSPALAEIIQELLSENGINTKQ 80
consensus ! ! ! ** ! ! !*!!!!!!!!*!!!* !!! !*! !!** !!!!!! !!!!!!!!!!!!!!!!*!*! ! !

logo VATAGVPMREAS I IR I
M
I
LP I

VPAELDDENQELRDMVLNHEAASLYLPYPREEVDLDYHQKLGLYFEDEDGI EKVHQVLLVATRREVTDSY
NTDB id 38368 CYAN7822 RS00175 WP 013320200.1 VATGVPMRESIIRIIPIPAELDDQELRDMVLNHEASLYLPYPREEVDLDYHKLGYFEDEDGIEKVHVLLVATRREVTDSY 160
NTDB id 1411 SGL RS10685 WP 010872897.1 VATAVPMREAIIRMLPVPAELDENELRDMVLNHEAALYLPYPREEVDLDYQKLGLFEDEDGIEKVQVLLVATRREVTDSY 160
consensus !!!*!!!!! !!!**!*!!!!!**!!!!!!!!!!! !!!!!!!!!!!!!!*!!! !!!!!!!!!!*!!!!!!!!!!!!!!

logo

I
L
D
ETFQQAGLQVDVI

LE INSFAL IRTIREQLRQFGSSNREAAVLVDI EFDNSTE IA I IVVDGVPQFSRTVP IGTYQLMQNALSRAMN
NTDB id 38368 CYAN7822 RS00175 WP 013320200.1 IETFQQAGLQVDVIEINSFALIRTIREQLRQFSSNEAAVLVDIEFDNTEIAIVVDGVPQFSRTVPIGTYQLQNALSRAMN 240
NTDB id 1411 SGL RS10685 WP 010872897.1 LDTFQQAGLQVDVLEINSFALIRTIREQLRQFGSREAAVLVDIEFDSTEIAIIVDGVPQFSRTVPIGTYQMQNALSRAMN 240
consensus **!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!

logo LPPTSRNSPDE I LQGMTIPVTAQFDSTMSTAQGATAI
VNPGMNTALMRVLMGELTDELRRS INFYLNQSDEELE I

LVQLLLAGPGGGLAIQLD
NTDB id 38368 CYAN7822 RS00175 WP 013320200.1 LPTSRSPDILQGMTIPVTAFDSMSTAGAAINPGMTALMRVLGELTDELRRSINFYLNQSDELEIVQLLLAGPGGGLAQLD 320
NTDB id 1411 SGL RS10685 WP 010872897.1 LPPSRNPEILQGMTIPVTQFDTMSTQGTAVNPGMNALMRVMGELTDELRRSINFYLNQSEELELVQLLLAGPGGGLIQLD 320
consensus !!*!! !*!!!!!!!!!! !!*!!! ! !*!!!! !!!!!*!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!! !!!

logo EFYFTQRLS IPTMVKQIDPFI ETALAS ILDTVDEQENFI STDS IVEQRPGSLAGTVLGLGI
LREAV

NTDB id 38368 CYAN7822 RS00175 WP 013320200.1 EFFTQRLSIPTMQIDPITALSLDVEQEITSVQRPGLGTVLGLGLREV 367
NTDB id 1411 SGL RS10685 WP 010872897.1 EYFTQRLSIPTVKIDPFEALAIDTDQNFSDIERPSLATVLGLGIREA 367
consensus !*!!!!!!!!!* !!! !! *! *! * * !! !*!!!!!!*!!

X non conserved
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X ≥ 50% conserved


