
logo MSAPS IRAFDPLTAVP I SGTNL I EASAGTGKTYGIAALFTRL IVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE
NTDB id 305049 DV311 RS02835 WP 114935121.1 MSASIRAFDPLTVPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
consensus !!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKE IAELGDDTLSDGIAAYCAEHHEGDATFLPATLLEKQALQKEGSRTRL IVRLKAAIGQFDNAAIYTIHGFCQR I LRDYAFLC
NTDB id 305049 DV311 RS02835 WP 114935121.1 SKEIAELGDDTLSDGIAAYCAEHHEGDAFLPTLLKQALQKEGRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
NTDB id 1132 OK783 RS01905 WP 010951035.1 SKEIAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAPFDVELTEEDGDRLLVPAQDFWRERVSGNDPLVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQATDLKPQAQRDRADAELATS
NTDB id 305049 DV311 RS02835 WP 114935121.1 QAPFDVELTEEDGDRLLVPAQDFWRERVSNDPLLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQTDLPQARDAALAS 240
NTDB id 1132 OK783 RS01905 WP 010951035.1 QAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETS 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!! ! !

logo WQNTI
VCGRLNLAPELEKAEGTFWR IHPDLLNGNSYRKNSFAGENLFDKAELAEQKASALASGPDQLPCFLDEAKDKLTHDERLLKLASSDKLEKAGLKKGKTPDAA

NTDB id 305049 DV311 RS02835 WP 114935121.1 WQNICGNLAELKETFWRIHPLLNGNSYRKNSFAELFDALEQKALSPDLPFLEAKLHDRLLKLASDKLKAGLKKGKTPDAA 320
NTDB id 1132 OK783 RS01905 WP 010951035.1 WQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLLKLSSDKLEAGLKKGKTPDAA 320
consensus !! *! !*!! !!!!!! !!!!!!!!!!!* !! ! !! * !!*!* !*!!!!! !!!! !!!!!!!!!!!!

logo VFAELQKLADFGRDLNALEEAEEATTI
MIRLQLDL I EGYLNRSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETLPARAVAEN

NTDB id 305049 DV311 RS02835 WP 114935121.1 VFAELQKLADFGRDLNALEEAEEATIIRLQLDLIGYLNRSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETLARAVAEN 400
NTDB id 1132 OK783 RS01905 WP 010951035.1 VFAELQKLADFGRDLNALEEAEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAEN 400
consensus !!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!

logo WE I
TAL IDEFQDTDPLQYE I FQKI F IAQRNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAAL IGS IG

NTDB id 305049 DV311 RS02835 WP 114935121.1 WETALIDEFQDTDPLQYEIFQKIFIAQNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
NTDB id 1132 OK783 RS01905 WP 010951035.1 WEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
consensus !! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ALFRLKERPFVLENIGYSEVGAARAESRLSPEKRPAVQLVRWLHENDNEKANKDVLRRRAADYCADE IAHRALNEAASGGRLNF
NTDB id 305049 DV311 RS02835 WP 114935121.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPERPAVQVRWLHENDNEKANKDVLRRRAADYCADEIAHALNEAAGGRLNF 560
NTDB id 1132 OK783 RS01905 WP 010951035.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEASGGRLNF 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!



logo KDGCRPLQSGDIAVLVRTHNEAVMI
VSAALKKRQVQSVLLSRESVFASPEAAALSAL IGFWLEPRRAGTLRFVLTSGS I FGYDA

NTDB id 305049 DV311 RS02835 WP 114935121.1 KGCPLQSGDIAVLVRTHNEAVMVSAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSSIFGYDA 640
NTDB id 1132 OK783 RS01905 WP 010951035.1 KDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDA 640
consensus ! *!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo QQLHDFNQNESE I LHWAESARTALDI
NWNQKYGI FAAMQQFSQTHGI ETHRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA

NTDB id 305049 DV311 RS02835 WP 114935121.1 QQLHDFNQNESEILHWAESARTALDNWNKYGIFAAMQQFSQTHGIETHLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
NTDB id 1132 OK783 RS01905 WP 010951035.1 QQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHKWLRDQI SLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQI LHQGSANRATELLAKAQ
NTDB id 305049 DV311 RS02835 WP 114935121.1 LHKWLRDQISLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQSANRTELLAKAQ 800
NTDB id 1132 OK783 RS01905 WP 010951035.1 LHKWLRDQISLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRAELLAKAQ 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!

logo LSEDSEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSTDNTADNPLAYL I EGLPQDSRETVRCRATYACEKDGIATMLKRNW
NTDB id 305049 DV311 RS02835 WP 114935121.1 LSEDEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSTNTADNPLAYLIEGLPQDSRETVRCAYACEKDGIAMLKRNW 880
NTDB id 1132 OK783 RS01905 WP 010951035.1 LSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYLIEGLPQDSRETVRRTYACEKDGITMLKRNW 880
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!* !!!!!!!! !!!!!!

logo

Q
RRLVATDNAPASGTDFATFTEDAVPPPAAVYCRGNADGQATAEFAANS IPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS

NTDB id 305049 DV311 RS02835 WP 114935121.1 QRLTDNAPSGTDFAFTEDVPPPAVYCGNAGQTAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS 960
NTDB id 1132 OK783 RS01905 WP 010951035.1 RRVADNAPAGTDFTFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS 960
consensus !* !!!! !!!! !!!! !!!! !*!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VPAMPSETPTASDGI S IHDFPKGTQAGLCLHE I LEDFKFGQAAAEGQETL IADKLKKYGFEE IWLPAVAEMAEACRKTPLT
NTDB id 305049 DV311 RS02835 WP 114935121.1 VPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAGQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLT 1040
NTDB id 1132 OK783 RS01905 WP 010951035.1 VPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLT 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GAYGLSDIPPEGCRCRPEMGFTLHTEDFGLKRLRDWFLARDDIRLPEVCRAAAETLDFHTVNGFLNGF IVDMVCQDPDGNIC I
V I

NTDB id 305049 DV311 RS02835 WP 114935121.1 GAYGLSDIPPECRCPEMGFTLHTEDFGLKRLRDWFARDDIRLPEVCRAAAETLDFHTVNGFLNGFVDMVCQDPDGNICVI 1120
NTDB id 1132 OK783 RS01905 WP 010951035.1 GAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGFIDMVCQDPDGNICII 1120
consensus !!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!



logo DYKSNHLGTDASAYTRQAMDEAVAHHQHYYLQAL IYAVAAARYFKLRGQPPAAVSVRYLFLRGLTDGKGGGVWRWDIDAAAL
NTDB id 305049 DV311 RS02835 WP 114935121.1 DYKSNHLGTDASAYTRQAMDEAVAHHHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGTDGKGGGVWRWDIDAAAL 1200
NTDB id 1132 OK783 RS01905 WP 010951035.1 DYKSNHL....SAYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAAL 1196
consensus !!!!!!!****!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo EQIK
NTDB id 305049 DV311 RS02835 WP 114935121.1 EQIK 1204
NTDB id 1132 OK783 RS01905 WP 010951035.1 EQIK 1200
consensus !!!!
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