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NTDB id 328408 EGH17 RS11610 WP 165864723.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGAMAQTREYAIIMNGQNQPEVKSSVPYS.IKDKDRKRKYTHQNTQGGGGSV 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSV 79
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!* !!!!!! !!*!!! *!!*!!!!!! !!* ** !!!!!!
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SFDNNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAVDWIHRTTQRAIAGLAGYASYATDGVICRNS INTGQCPKQLVYEKTKQF

NTDB id 328408 EGH17 RS11610 WP 165864723.1 SFNNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAVDWIRTTRIALAGYSYAGVICRNITGCPKLVYKTQF 159
NTDB id 1090 CAA90909.1 1..3114( ) FFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKF 158
consensus ! !*! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !!!!!!*!! *!!!! ! !!!! * !! !!! ! !
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NTDB id 328408 EGH17 RS11610 WP 165864723.1 TFDQQGLKKKAGSKLDIYEDKSRENSPIYKLSDYPWLGVSFNLGSENTVKDGKSFNKLISSFGEDNNNQTIVSTTEDYPI 239
NTDB id 1090 CAA90909.1 1..3114( ) SFDGIGLAKNAGS.LDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSI 237
consensus *!! !! ! !!!*!! **!*!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!! **!

logo SLGSDGWKRREHTAMVAYYLNAKLHLLDKKGQI EQDNIAQTGKTVDRLGTVLKRPRS IVDEAVRTTVRNRTGFGEGFLLNFWAKTWDKI EKDKNGNQIPTVKRLGLPE
NTDB id 328408 EGH17 RS11610 WP 165864723.1 SLGDGRREHTAVAYYLNAKLHLLDKKQIQNI.TGKTVRLGVLKPSIDVRTRNTGFGFLNFWAKWDIKDNGQIPVKLGLPE 318
NTDB id 1090 CAA90909.1 1..3114( ) SLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR..GELLNFWATWKIEDKGNITVRLGLPE 315
consensus !! ! *!!!!!*!!!!!!!!!!!!!! ! !* !!!! !! !*! ** ! ** !!!!! ! ! ! !*!*!*!!!!!

logo VKAGRC I
VNEKAPNPNKPNATKQAPSPALTAPALWFGPGVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQENLKRTKQTDEPGKPGRHYSLEKSTLNTDE

NTDB id 328408 EGH17 RS11610 WP 165864723.1 VKAGRCINEPNPNKNTQAPSPALTAPALWFGPGQNGKVQMYSASVSTYPDSSSSRIFLQELKTQTEPGKPGRYSLKSLND 398
NTDB id 1090 CAA90909.1 1..3114( ) VKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTE 395
consensus !!!!!!*! *!!!*! !!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!*!! !! !*!!!!!!*!! *! *
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E IKSREQPNSFNTGRQTI IRLDNDGGVHREL IKLDNGRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVRGFPAD

NTDB id 328408 EGH17 RS11610 WP 165864723.1 GEIKSRQPSFNGRQTIIRLDDGVHLIKLNGSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVRGPD 478
NTDB id 1090 CAA90909.1 1..3114( ) NDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFA 471
consensus *!!!! ! ! !!!!!!!! !!* !!! !! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!!*
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SRDNNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSY
NTDB id 328408 EGH17 RS11610 WP 165864723.1 NDNKFKSINQK.....PEKYSQRYRIRDN.NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSY 552
NTDB id 1090 CAA90909.1 1..3114( ) DDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSY 550
consensus !!!!! ! *******!!!!*!! !!!* ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!



logo I PGTMPRKDIQNSQTESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNLNGQDNRVFMFGAMGFLGGRGAYALDLSTKAIDNGNSDYP
NTDB id 328408 EGH17 RS11610 WP 165864723.1 IPGTMPRKDIQSQESTLAKELRAFAEKGYVGDRYGVDGGFVLRQV.NLNGQDRVFMFGAMGLGGRGAYALDLSKINGNYP 631
NTDB id 1090 CAA90909.1 1..3114( ) IPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDP 630
consensus !!!!!!!!!!! !!!!!!**! !!!!!!!!!!!!!!!!!!!! !*!!!!! !!!!!!!!! !!!!!!!!!!*! ! !
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NTDB id 328408 EGH17 RS11610 WP 165864723.1 AAAPLFDVKDGDNNGKNRVEVKLGYTVGTPQIGKTQNGTYSAFLASGYAAKKID.DSTNKTALYVYDLKDIL.GTPIAKI 709
NTDB id 1090 CAA90909.1 1..3114( ) TAVSLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKI 708
consensus ! *!!!!!! !!! !!!** !!!!!!!!!!!!!* ! ! !!!!!!!! ! ! * !!!!!!!!!! * *! !!

logo EAVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSQSDPNQKQWSAVKRATI FEGTKP ITSAPAI
VSQRLKDKRVVI FGTG

NTDB id 328408 EGH17 RS11610 WP 165864723.1 EAPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSDPNKWSAKAIFEGTKPITSAPAVSRLKDKRVVIFGTG 789
NTDB id 1090 CAA90909.1 1..3114( ) EVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTG 788
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !! * !!!!!!!!!!!!!*! !!!!!!!!!!!!

logo SDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAGTGTGTTVKVVTNVFQNSDGSTAGGGLLEQNVLMRQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDGGQR
NTDB id 328408 EGH17 RS11610 WP 165864723.1 SDLTEDDVLDTKEQYIYGIFDDDKGTGTVKVTVQNGTAGGLLEQNLMQE..NKTLFL..NKRSDGSGSKGWAVKLTGGQR 865
NTDB id 1090 CAA90909.1 1..3114( ) SDLSEEDVDNMEEQYIYGIFDDDTATTGTV..NFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!*!*!! !!!!!!!!!!! *! ** **!!!!!! ! ***!!!!!!** !!!!!!! !!! !!! !!!

logo VTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKTGTSTKNGKS IP IGCMEQK
NTDB id 328408 EGH17 RS11610 WP 165864723.1 VTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKTTSKGKSIPIGCMEK 944
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
consensus !!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!! * !!!!!!!!! !
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NTDB id 328408 EGH17 RS11610 WP 165864723.1 GGKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPADRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCG 1024
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! *!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!
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NTDB id 1090 CAA90909.1 1..3114( ) MKRISWREVFY* 1037
consensus *!!*!!!!!!*
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