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LYVYASM
NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 MAKELPLRNELPESATWDLTKIFASDTDWQTAYDELNERLVNADFFAQTAINSGKDLYNALQYGLGLMRDLETLYVYASM 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ...MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASM 77
consensus *** * ! *!*! !!!!! !!!*! !! ! !* ! ! *! * * !*! ! ! * !!! !! *!!!!!!
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A
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LLATNQKDGHVLSEQENAQEEKLL
NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 KSDQDTANGFYQGLINKAESLAAKVSAAISFFDPAVLSLSTDQLADYFSQEPRLQEYTHYFDDILTQKGHVLSENQEKLL 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELL 157
consensus ! !!!! ! !! !! ! *! ! *!*! * ! !!** !!! ! ! !!!* *! *! !!!! ! !!
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NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 AAAGDIFGASERTFGMLDNADITFDAVENDEGELETLSDGVYSRLLESVKPEVRKNAFKTFYASYMALDNTFASLIGNHV 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AAAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVV 237
consensus !!!!!!! ** !! *!!!!!! !* ! !** !**! * !*!! ***!! !* !**! *!*! * *!
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NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 KGHNYLADVHHYDSARQAALAANNVPEVVYDTLVEEVNKALPLLHRYMALRKRLLGLSELHSYDLYTPILGEPDYDIDYP 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KVHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSE.TETALTYE 316
consensus ! !!! ! !*!! !!!*!!!!!! *!! !!!*!*! !!!*!!!!!!!* !!!**!!! !!* !!*!!!* *** * !*
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LGEQDEYLSDKGIVHQAKAFDTENRWIDVHI EPNKGKRSGAYSGGAYDTNAPFYI

MLLNWQVDNTLDNNLFSTLVHEMTGHSLVHSTYFL
NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 SAQAEALKALAPLGQDYLDIVQKAFDNRWIDVIENKGKRSGAYSGGAYDTNPYILLNWVDNLNNLSTLVHEMGHSVHSYL 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTF 396
consensus ! !!* ! *! !* !! !!!!!**!!!!!!!!!!!!!!!!!***!!!! ! ! !! !!!!! !!!*!!

logo TREQNTQPYQVYGDYP I FLAE IASTTNENI
LLTDETYLLKRETVEKDDKKLTKRAFAYI LNHQYLDGFVKGTLVFRQTQFAEFEHQAWI

MHEATDAQSGQTI
PL

NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 TRENQPYQYGDYPIFLAEIASTTNENLLTDYLLRTVEDKKLKAYILNQYLDGVKGTLFRQTQFAEFEQWMHETDAQGTPL 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TRQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQIL 476
consensus !! !!! !!!!!!!!!!!!!!!!!!*!!* !!* ! ! ! * !!!*!!!! !!!*!!!!!!!!!!* *!! !! ! *!

logo TADFI LMNEKALYAGDELNEKHKYYGNLSKTALETDVDNEYE IAQFHEWER IPHFYMYNYYVFYQYASTGFAAASTAYLADEKI LVHEGGTDEEQADKVENADYKLDTYLKATGSS
NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 TADILNEAYGELNKHYYGSTLTVDEEIAHEWERIPHFYYNYYVFQYSTGFAAATALADKILHEGDQAVNDYKDYLKTGSS 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSS 556
consensus !!! *! !**!! *!! !! *!!!!!!!!! !!!!*!! !!!!!!* !!*!!*! * ! !!! !!!
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MKKAGVDMTKNPTDYLDRAEATFAKVFEDERLNVEFLEALVDEEKGLSVHLDLKS
NTDB id 1034002 AB9G37 RS01325 WP 137600644.1 AFPIDVMKKAGVDMTKPDYLRETFAVFEERLNEFEALVDELSLDK 605
NTDB id 480 HSISS4 RS02090 WP 002890133.1 DYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus *!**!*!!!!!!!! *!!! ! !!!*!! ! !!!!* *

X non conserved
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X ≥ 50% conserved


