
logo MVRLRTLVRAIAAASVLTSGMAHGLGLGE ITLKSALNQPLDAE I ELLEVRDLGSGEVIPSLASPEEFSKAGVDRL
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 MVRLRTLVRAIAAASVLTSGMAHGLGLGEITLKSALNQPLDAEIELLEVRDLGSGEVIPSLASPEEFSKAGVDRL 75
NTDB id 1196 PAKAF RS09365 WP 016253171.1 MVRLRTLVRAIAAASVLTSGMAHGLGLGEITLKSALNQPLDAEIELLEVRDLGSGEVIPSLASPEEFSKAGVDRL 75
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YYLTDLKFTPVVKPNGKSVIRVTSSKPVQEPYLNFLVQVLWPNGRLLREYTVLLDPPLYSPQAAASAPQAPVSAP
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 YYLTDLKFTPVVKPNGKSVIRVTSSKPVQEPYLNFLVQVLWPNGRLLREYTVLLDPPLYSPQAAASAPQAPVSAP 150
NTDB id 1196 PAKAF RS09365 WP 016253171.1 YYLTDLKFTPVVKPNGKSVIRVTSSKPVQEPYLNFLVQVLWPNGRLLREYTVLLDPPLYSPQAAASAPQAPVSAP 150
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RATGAPRATPQAPAPVRTTAPAGSDTYRTVSNDTLWE IAQRNRTDRVSVPQAMLAFQELNPGAFVDGNINRLKSGQ
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 RATGAPRTPQAPAPVRTTAPAGSDTYRTVSNDTLWEIAQRNRTDRVSVPQAMLAFQELNPGAFVDGNINRLKSGQ 225
NTDB id 1196 PAKAF RS09365 WP 016253171.1 RATGAPRAPQAPAPVRTTAPAGSDTYRTVSNDTLWEIAQRNRTDRVSVPQAMLAFQELNPGAFVDGNINRLKSGQ 225
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VLR IPTEQQMLERSPREALSQVQAQNQSWRGSRNPAAGSTAGARQLDATQRNAAGSAPSKVDATDNLRLVSGEGKA
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 VLRIPTEQQMLERSPREALSQVQAQNQSWRGSRNPAAGTAGARQLDATQRNAAGSAPSKVDATDNLRLVSGEGKA 300
NTDB id 1196 PAKAF RS09365 WP 016253171.1 VLRIPTEQQMLERSPREALSQVQAQNQSWRGSRNPAAGSAGARQLDATQRNAAGSAPSKVDATDNLRLVSGEGKA 300
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKGADKGGKGDSKAIADTLAVTKESLDSTRRENEELQSRMQDLQSQLDKLQKL IQLKDAQLAKLQGQLGAEGQGA
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 SKGADKGGKGDSKAIADTLAVTKESLDSTRRENEELQSRMQDLQSQLDKLQKLIQLKDAQLAKLQGQLGAEGQGA 375
NTDB id 1196 PAKAF RS09365 WP 016253171.1 SKGADKGGKGDSKAIADTLAVTKESLDSTRRENEELQSRMQDLQSQLDKLQKLIQLKDAQLAKLQGQLGAEGQGA 375
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AQPNAALPDASQPNAAAQAPAQPGTPAAVAAPTPAPAGEAPAAPAQPPVAPPPAPAVAEKRPPAPAVPAPAPVQAAEQ
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 AQPNAALPDASQPNAAAQAPAQPGTPAAAAPTPAPAGEAPAAPAQPPVAPPPAPVAEKPPAPAVPAPAPVQAAEQ 450
NTDB id 1196 PAKAF RS09365 WP 016253171.1 AQPNAALPDASQPNAAAQAPAQPGTPAVAAPTPAPAGEAPAAPAQPPVAPPPAPAAERPPAPAVPAPAPVQAAEQ 450
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!

logo PAPSFLDELLANPLWLAVIGGSALLALLVLLMI LSRRNAQKEKEEAQAFAADATGEEQEDALDLGKDGFDDLTLDE
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 PAPSFLDELLANPLWLAVIGGSALLALLVLLMILSRRNAQKEKEEAQAFAADAGEEQEDALDLGKDGFDDLTLDE 525
NTDB id 1196 PAKAF RS09365 WP 016253171.1 PAPSFLDELLANPLWLAVIGGSALLALLVLLMILSRRNAQKEKEEAQAFAADTGEEQEDALDLGKDGFDDLTLDE 525
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!



logo PEPQVAAAVAPQVEKTTAQTSDALGEADIY IAYGRFNQAAELLQNAIYDEPQRTDLRLKLMEVYAEMGDREGFARQ
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 PEPQVAAAAPQVEKTTAQTSDALGEADIYIAYGRFNQAAELLQNAIYDEPQRTDLRLKLMEVYAEMGDREGFARQ 600
NTDB id 1196 PAKAF RS09365 WP 016253171.1 PEPQVAAVAPQVEKTTAQTSDALGEADIYIAYGRFNQAAELLQNAIYDEPQRTDLRLKLMEVYAEMGDREGFARQ 600
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ENELRE IGGAQPQVEQLKSRYPAMVAVAAVAGLAGAKLAQDELDSFSLDDLSLDDSGHAAKPDAAGQDLDDAFDL
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 ENELREIGGAQPQVEQLKSRYPAMVAVAAVAGLAGAKLAQDELDSFSLDDLSLDDSGHAAKPDAAGQDLDDAFDL 675
NTDB id 1196 PAKAF RS09365 WP 016253171.1 ENELREIGGAQPQVEQLKSRYPAMVAVAAVAGLAGAKLAQDELDSFSLDDLSLDDSGHAAKPDAAGQDLDDAFDL 675
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SLDDLGGGDLGSDDVQADLKSDSGALDDLTLDSDLDLAASTAADKPVDDLDFGLDFAELAETPSQPKHDDLGDFS
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 SLDDLGGGDLGSDDVQADLKSDSGALDDLTLDSDLDLAASTAADKPVDDLDFGLDFAELAETPSQPKHDDLGDFS 750
NTDB id 1196 PAKAF RS09365 WP 016253171.1 SLDDLGG.....DDVQADLKSDSGALDDLTLDSDLDLAASTAADKPVDDLDFGLDFAELAETPSQPKHDDLGDFS 745
consensus !!!!!!!*****!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDLDAPEDKLSDDDFLLSLNDEVPAAAPADNNEFTLDTEAAEEPALSLPDDFDLSLADEPTEPAAPEKGEDSFAAQ
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 LDLDAPEDKLSDDDFLLSLNDEVPAAAPANNEFTLDTEAAEEPALSLPDDFDLSLADEPTEPAAPEKGEDSFAAQ 825
NTDB id 1196 PAKAF RS09365 WP 016253171.1 LDLDAPEDKLSDDDFLLSLNDEVPAAAPADNEFTLDTEAAEEPALSLPDDFDLSLADEPTEPAAPEKGEDSFAAQ 820
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDEVSAQLDELASNLDEPKSAATPSFSAEDAAVASALDGDADDDFDFLSGADEAATKLDLARAYIDMGDSEGARDI
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 LDEVSAQLDELASNLDEPKSAAPSFSAEDAAVASALDGDADDDFDFLSGADEAATKLDLARAYIDMGDSEGARDI 900
NTDB id 1196 PAKAF RS09365 WP 016253171.1 LDEVSAQLDELASNLDEPKSATPSFSAEDAAVASALDGDADDDFDFLSGADEAATKLDLARAYIDMGDSEGARDI 895
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDEVLAEGNDSQQAEARELLERLA
NTDB id 1145251 PHAGEPCYII10 RS09635 WP 003138501.1 LDEVLAEGNDSQQAEARELLERLA 924
NTDB id 1196 PAKAF RS09365 WP 016253171.1 LDEVLAEGNDSQQAEARELLERLA 919
consensus !!!!!!!!!!!!!!!!!!!!!!!!
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