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NTDB id 101161 ACKTTY RS08430 WP 308703385.1 MGATKQLPTRAAVPVQLTWDLTPIYATTAAYEADVNKIKASLASVAALKTAFTDSATTVLAGVQGVLDLTRRLEKVAVYA 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 .....MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYA 75
consensus ***** * ! *** !!!!!*!*!! ! *! * ! ! * !!! *!** * ! !!!!!* !!!
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NTDB id 101161 ACKTTY RS08430 WP 308703385.1 SLKSDQDTGNSANQALDDQAGSLTAKVSAATAWLEPAILQLTSAQLDQFLDENVELRDYRHFLDTIRLQKGHVLSEGEEA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SMKNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEE 155
consensus !*! !!!! ! ! ! *! ! !* !! * ! ! ! * * ! ! !* * * *! !!!! !

logo LLAAGAGSDI FDNAGPSATDKTFGNVLDTNADFIDLFPTWVHSDDGQGDEPVVEKLSTHQGNVFYI
S
T
VLLMAESKVDKPRADI

VRKREGAFYESALMYGQTVYESQFQRHRTLYAQSTLAQGS
NTDB id 101161 ACKTTY RS08430 WP 308703385.1 LLAGASDIFDASAKTFGVLTNADFDFPTVHDDQGEPVKLSQGVYSVLLASVKPAVRREAFSALYQVYSQFRRTLASTLAS 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LLAAAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQG 235
consensus !!!*! !!! ** !! !! !!! !! !*! !!**! !**! * !* ! * *!* !* !*! ! !! *! ! !!
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VVKAVDHNFYDQAKQAVHRHYANDSARHTAALMAATDNFQIPETSTVYDSTLLVENSVNDKHLDPLLHRYLVADLRKKS IVLGKLVDAELHKMYDMVYTPLSTEGKTPELTATLYT

NTDB id 101161 ACKTTY RS08430 WP 308703385.1 QVKADNFDAQAHHYADARTAAMATDQIPTTVYDTLVNSVNDHLDLLHRYVALRKSILKVDALHMYDMYTPLTGKPELTYT 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VVKVHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSET.ETALT 314
consensus !! *!* ! *!! !!*!!*! !! *!!!*!* !!! !!*!!!!!* !!! *! *! !*!!!*!!!!* *! !
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MLLNWQDNTI
LDNLFYTLVHEMTGHSLMHS

NTDB id 101161 ACKTTY RS08430 WP 308703385.1 YEQAQATALKALKVLGPDYVKHVKTAFASRWIDVVENQGKRSGAYSSGMYDTAPYILLNWQDNIDNLYTLVHEMGHSMHS 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 YEESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHS 394
consensus !! ! ! * !**! !*!* !! !!!!!**! !!!!!!!! ! !!! ***!!!!!! *!!!*!!!!! !!!*!!
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NTDB id 101161 ACKTTY RS08430 WP 308703385.1 YQTTHHQPYQYGDYSIFVAEIASTTNENLLTDYFLATETDPKIRAYVLNYYLDGFKGTVYRQTQFAEFEQWLHTQAAAGE 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TFTRQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQ 474
consensus ! **!!! !!!!*!!*!!!!!!!!!!*!!* ! !*! ! *!!*!!!!!!!!!*!!!!!!!!!* *! ! !
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SLTADFRLMNSEKHLYALADLNEKHKYYGNDLKNAVEVDSDNPYEQIAQDFEWAER IPHFYMYDNYYVYQYATGFAAASTYLAEHKITVHTGKQTEPDEADKVEKAKYLSTYLKQAG

NTDB id 101161 ACKTTY RS08430 WP 308703385.1 SLTADRLSEHYLALNKHYYGDNVVSDPQIADEWARIPHFYYDYYVYQYATGFAAASTLAEHITTKQPDAVKKYLSYLQAG 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAG 554
consensus !!!! * *! !! *!! * ! !! !!!!!! !!!!!!!!!!!!!! !!!*! * ** !!*!! !!
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NTDB id 101161 ACKTTY RS08430 WP 308703385.1 SSEFPIEVMRNAGVDMTKTAYLDAAFKVFEQRLTEFESLIKK..... 602
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!**!*!!** !!!!!! ! !!!!!!!!!! !! ! ! !* !*****
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