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NTDB id 304978 DV114 RS03060 WP 114926134.1 .MSSALPFDALTLSIDGTNLIEASAGTGKTYGIAALFTRLIVLEKKDIEKILVVTFTKAATAELKTRLRARLDEVLQVLN 79
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
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NTDB id 304978 DV114 RS03060 WP 114926134.1 EIQTLGGKLEHISDGLNKYYEKEKKSPDDFLNRLIPLALGEQDGQESCHRLILRLKAALSQFDNASIYTIHGFCQRVLRD 159
NTDB id 1132 OK783 RS01905 WP 010951035.1 SKEIAELGDDTLSDGIAAYCAEH.HEGDTFLPAL....LEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRD 155
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logo YAFLCGQAPFLDVELSTDEDEDSGRDERLL IVPAQDFWREQKRVASGTDAPTVLAAQLAVFDKRKACTVPEQETMVLAEQIKRASYLTGSRPYLKNFRRPEQAGDLKEQAQRT
NTDB id 304978 DV114 RS03060 WP 114926134.1 YAFLCGAPLDVELSDDSRERLLIPAQDFWRQKVATDATLAQLVFDRKCTPEEMLAEIKSYTGRPYLKFRRPEGDLKEAQT 239
NTDB id 1132 OK783 RS01905 WP 010951035.1 YAFLCQAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQR 235
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VCGRLQLEPDELEAKAGFWAR I FHPDKLNGNQSTYKRKRKNSTFEGNLVFKTDELAKQTKNASAEASGNQRLPCRLDSKDQTHLEKRLLSKLFLS ISDKTLENAIGKLKKEGKY
NTDB id 304978 DV114 RS03060 WP 114926134.1 NLQETWEKICGQLEDLEKAFWAIFPKLNGQTYKRKTFENVFTDLKTNAESNRLPRLSKQTLEKLSLFSIDTLNIKLKKEY 319
NTDB id 1132 OK783 RS01905 WP 010951035.1 DAETSWQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLLKLSSDKLEAGLKKGK 315
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NTDB id 304978 DV114 RS03060 WP 114926134.1 KADADTPEIIQLQALANLGRDLQAMKSAEEAVFICLQLDLLSYINQSIAEQKKSRRERVFDDLLLDVHQALTTNEHGNAL 399
NTDB id 1132 OK783 RS01905 WP 010951035.1 TP..DAAVFAELQKLADFGRDLNALEEAEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETP 393
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logo AKRAAVAAENWE IAL IDEFQDTDPLQYE I FQRKQI F IAEQRNSCRPLFLVGDPKQAIYSFRGADIYAYLQAAEQDADRHRHRYTLATVNYRSHA
NTDB id 304978 DV114 RS03060 WP 114926134.1 AKAAAANWEIALIDEFQDTDPLQYEIFRQIFIEQSCPLFLVGDPKQAIYSFRGADIYAYLQAAQDADRHYTLAVNYRSHA 479
NTDB id 1132 OK783 RS01905 WP 010951035.1 ARAVAENWEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHA 473
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NTDB id 304978 DV114 RS03060 WP 114926134.1 KLINGISALFKQKKHPFVLENIDYSEVSASRAESRLSPHRPAIQVRWLNTDD..QTGKDILRGRAAEYCADEIAFALNEA 557
NTDB id 1132 OK783 RS01905 WP 010951035.1 ALIGSIGALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEA 553
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NTDB id 304978 DV114 RS03060 WP 114926134.1 AEGRLNFKGRALESSDIAVLVRTNNEAAMIAGKLKQRRIQSVLLSRQSVFDSAEADSLSALIGFWLNPRQTDWLRFVLTG 637
NTDB id 1132 OK783 RS01905 WP 010951035.1 SGGRLNFKDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTS 633
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NTDB id 304978 DV114 RS03060 WP 114926134.1 VLFGYTAKEIYELNHNEHQLLKWLESSAQAMEKWRKGGIFAAVQQFAALHDIETRLLKGGNERSLTNYYQILELLAEEDS 717
NTDB id 1132 OK783 RS01905 WP 010951035.1 GIFGYDAQQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDA 713
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logo QNSRNPAALHYKWLNRDEQI SLRARSGHNFNGPGSDANQRATIRLESDEDKLVKIVTMHASKGLQYPLVYCPFAWDATKQDNTGSKPESDNWKQI LHQTDGANHN
NTDB id 304978 DV114 RS03060 WP 114926134.1 QSRNPAALYKWLNEQISRARSGHFPSDAQTIRLESDEKLVKIVTMHASKGLQYPLVYCPFAWDTKDNSKENWKILHTDNH 797
NTDB id 1132 OK783 RS01905 WP 010951035.1 QNRNPAALHKWLRDQISLA..GNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGAN 791
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NTDB id 304978 DV114 RS03060 WP 114926134.1 ETELLAKSQTSEAELSHLADEKTAEDLRLLYVALTRAEEQLNIYAAANKNCTPNNPFAYLLEGLPDAGRESVSQSYKSAT 877
NTDB id 1132 OK783 RS01905 WP 010951035.1 RAELLAKAQLSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSS.DTADNPLAYLIEGLPQDSRETVRRTYACEK 870
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NTDB id 304978 DV114 RS03060 WP 114926134.1 NVVEMLKTNWQRFIKNAPENTEFAFTEEAPLETVYQYSRQQDQALSAQSIKRRDFDFIRHTSFTGLSRHTKSTDEQHEPL 957
NTDB id 1132 OK783 RS01905 WP 010951035.1 DGITMLKRNWRRVADNAPAGTDFTFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDA 950
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NTDB id 304978 DV114 RS03060 WP 114926134.1 QPAIDPAESADRAMPSENLPSPLSDGLDIHHFPRGTNAGVCLHEMLEKLDFAASVESQSEMIAEVLQRHSFEDKWLPTVS 1037
NTDB id 1132 OK783 RS01905 WP 010951035.1 CPSLDAAETSVPAMPSET..PTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVA 1028
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NTDB id 304978 DV114 RS03060 WP 114926134.1 TMLDTCRLTPLIGE.SLSQIPPTRRLPEMGFTLYMDDFKLDDLRRWFASSEANLPPECVQAAQLLDFHDLQGYLNGFIDM 1116
NTDB id 1132 OK783 RS01905 WP 010951035.1 EMAEACRKTPLTGAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGFIDM 1108
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NTDB id 304978 DV114 RS03060 WP 114926134.1 VCQDSDGNVVLIDYKSNHLGNDASAYTQQAMNEAVAHHHYYLQALIYAVAIARYYALRGKPLPKIAIRYLFLRGMNGSDQ 1196
NTDB id 1132 OK783 RS01905 WP 010951035.1 VCQDPDGNICIIDYKSNHL....SAYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGG 1184
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NTDB id 304978 DV114 RS03060 WP 114926134.1 GIWKWDIDTALLSTFVERKTNS 1218
NTDB id 1132 OK783 RS01905 WP 010951035.1 GVWRWDIDAAALEQIK...... 1200
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