
logo MGRATENRLRTFLFSEGDEQGQRR I LRLYHLYRLTIGLAVLVLL I SSDELEHDNDQLVLKQLMS
V
H
NPEQLFHQVYGASWCLYL IVFLNI ILVALVFLLVPQPSPSERQRDLLP I

V
F
L
I
SLALMT

NTDB id 48299 PSTAA RS18650 WP 013984075.1 MGTENLTFFGDQGRRILRLYHLYRLTIGLALVLLISSDLHNDLLQMSNPQLFQYGAWLYLILNIIVAVLVQSPERDLPVLSLALM 85
NTDB id 1472 PAKAF RS23995 WP 016253893.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIFILALT 85
consensus ! ! ! *!! !!!!!!!!!!!!!!! !!!!!!!*!* *! * *! !!* ! !*!!* !!*!!* **** !!* !!!

logo DVI
L
L
MLCSGLFYAFGGGTVPSGIGNSLL IVVAVAIANI LLRGR I

VGFLFVIAAAVAASLTGL ILYLTFFYLS ILSRSPSDEASTNSHQYVQAGAGLGTLCFAAAFLLVI
V

NTDB id 48299 PSTAA RS18650 WP 013984075.1 DVILLSGLFYFGGGTPSGIGNLLIVAVAIANILLRGRVGFFIAAVAATGLIYLTFYLSISRSEASSQYVQAGALGTLCFAAAFLV 170
NTDB id 1472 PAKAF RS23995 WP 016253893.1 DVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLGTLCFAAALVI 170
consensus !!**!*!!!! !!! !!!!! !!*!!!!!!!!!!!!!*! !!! ! !!*!!!!*!!*! **!* *!!!!!*!!!!!!!!! **

logo QAGLTVRRLQEQQVSTETLAEREQRAEETVANLEAELNAL I LQRMRTGI LMVLVDPSQREQAR I
VLLANQAGALGQLLGRQDEDSLVAQGAERSLAGPRHRCSPEMLLMHKACLMKQHQWRGL

NTDB id 48299 PSTAA RS18650 WP 013984075.1 QGLTRRLQVSETLARQRAEEVANLEALNALILQRMRTGIMVLDPQERVLLANQGALQLLGQESLAGERLAPRCPELLKALQHWRG 255
NTDB id 1472 PAKAF RS23995 WP 016253893.1 QALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLGRHSPMLMHCMKQWRL 255
consensus !*! !! *!!!! !!! !!!!! !!!!!!!!!!!!!*!*!* *!!!!!*!! !! !* * ! !****! !**** *!!

logo NPSTLRPPNTLKAVTVPDGGPTLVQPSFAIASLNQHREGDNDKLQDHTVL IVFLEDI SQIAQKQAQQLMKLAGSLGRLTAGS IAHE IRNPLGAI SHAAQLLQESEE
NTDB id 48299 PSTAA RS18650 WP 013984075.1 NPTLRPPNLKATPGGPTLQPSFAALQHGNKLDTLVFLEDISQIAQKAQQLKLASLGRLTASIAHEIRNPLGAISHAAQLLQESEE 340
NTDB id 1472 PAKAF RS23995 WP 016253893.1 NPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHEIRNPLGAISHAAQLLQESEE 340
consensus !!*!!!! !! ! !!!*!!!! !** * !*!!!!!!!!!! !!!*!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo LDAGPDRRLATQI IQDHQSKRRMNLVI ENVLQLSRRRQAEPQLQLDLKEYWLHQRFVDSEFYPRGQGRLRSNPDQQSETLVHLEQLTGIAGGSDS ILQTRMDPHNQLNTQVL
NTDB id 48299 PSTAA RS18650 WP 013984075.1 LDGPDRRLAQIIQDHSRRMNLVIENVLQLSRRRQAEPQLLDLKYWLHRFVSEFRQGLSPQQTVHLETIGSSLQTRMDPNQLTQVL 425
NTDB id 1472 PAKAF RS23995 WP 016253893.1 LDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRNDSELHLQLGAGDIQTRMDPHQLNQVL 425
consensus !!*!!!!! !!!!!*!*!!!!!!!!!!!!!!!!!!!!! !!!! !!*!!! !** ! * *!! * *!!!!!!*!! !!!

logo

S
TNLVQNGLRYSAGKQAEHDGRAGQVWLRSLAFRDEPAESDLPVLVE I

V
I
LDDGPGI

V
A
PADEKQLHNNLVFEPFFTTESKGTGLGLYI

LSRELCESNQAR I
LDYR

NTDB id 48299 PSTAA RS18650 WP 013984075.1 TNLVQNGLRYSGKEHDRAQVWLRLFRDEASDLPVVEVLDDGPGIAAEQLHNVFEPFFTTESKGTGLGLYISRELCESNQARLDYR 510
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEPFFTTESKGTGLGLYLSRELCESNQARIDYR 510
consensus *!!!!!!!!!!* ! !*!!!! ! !!* !!!!!*!**!!!!!**!* !*!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!

logo

E
NRAEEGGGSCFR ITVFAHPRKLS

NTDB id 48299 PSTAA RS18650 WP 013984075.1 ERAEGGSCFRIVFAHPRKLS 530
NTDB id 1472 PAKAF RS23995 WP 016253893.1 NREEGGGCFRITFAHPRKLS 530
consensus ! !!! !!!! !!!!!!!!
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