
logo MNKTLWKRQVFRHTALYATAI LMFSHTGGGGGAMQAQETHNKPYAI IVMNESQRKNLQLPEVKGWGNGNQSYKSKGETI
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NTDB id 27216 NMC RS00175 WP 011798740.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGGAQAQENPYAIVMNSQKLPEVKWGNSYKKGELRPEDRDRKFTFTSTYGIKRNTNIT 85
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGG.AMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRG..GGGSVF 80
consensus !!!! !!!!!!!!!!! !!!!!!!!!!!!*! !! **!!!*!! *!!! ! ** *** !!*!!! * !** *

logo FDNNTDTYLVSEQKQNRGTAVFGATATYLPPYGKVSGFDATDGRLQTKRGNNAVDWIHNTTHQAPGLAIGYASYQTDGI
V
I
TCRSSSNSQSCPEQFLGVYEKTKQFSTFDGGNI

SG
NTDB id 27216 NMC RS00175 WP 011798740.1 FNNTDYLVSEKNGTAVFGAATYLPPYGKVSGFDTDRLTKRGNAVDWINTTHPGLIGYSYQGITCSSSSSCPEFGYKTQFTFGNSG 170
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDGIG 164
consensus ! !!! !!! !!!!!! !!!!!!!!!!!!!! ! ! !! !!!!!!*!!**!! !! ! * ! !* !! ! ! !*! !

logo LAKKNATNSGSKSLDI
R
H
Y
E
PDKPSRDENSP IYKLKQDHYPWLGVSFNLGSSDENSTYVKDQGKKRSFHNKSL IVSSFSEDGNVNTNQQSNTGTQSPYKDRNL IVVYRSTDTDRGYHNS

NTDB id 27216 NMC RS00175 WP 011798740.1 LAKKTNSSKLDIYEDKSRDNSPIYKLQDYPWLGVSFNLSSDSYVKQK.RHNSLVSSFSEDVTQSNGTQSPYKDRNLVYRTDDYHN 254
NTDB id 1090 CAA90909.1 1..3114( ) LAKNA..GSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQT...........IVSTTRGHS 236
consensus !!! ** !! **!*!!*!!!!!!! !*!!!!!!!!! !* !! * *! !*!!!!! * ************ ! !
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MAFYYLNAKLHLLDKKGQI EKDNIAQGKSETLVDNLGMTLKRPTHR I
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NTDB id 27216 NMC RS00175 WP 011798740.1 KGNYSHQDAHHAIAFYLNAKLHLLDKKQIKNIAQGSELNLGMLKTHIELPKNFNQRSLVGSVVSWTVKDEGKVSVKLKLPEVKAG 339
NTDB id 1090 CAA90909.1 1..3114( ) ISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEAT..VRRGELLNFWATWKIEDKGNITVRLGLPEVKAG 319
consensus * !*!*!*!!!!!!!!!!!! ! !!!! * !! !****! *** !* *! * ! ! **!*! !!!!!!!

logo RC I
VNKADNPNPKNASKAPSPALTAPALWFGPVKQDNGKAEQMYSASVSTYPDSSSSR I FYLQNLKRKDTDPGNKPGRHSLAETLTENDIKNSREPNT

NTDB id 27216 NMC RS00175 WP 011798740.1 RCINKDNPNPKSKAPSPALTAPALWFGPVQNGKAQMYSASVSTYPDSSSSRIFLQNLKRKDDPNKPGRHSLATLTENDIKNREPT 424
NTDB id 1090 CAA90909.1 1..3114( ) RCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPN 404
consensus !!*!! !!!! !!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!!!! !!!!!!!! !!!

logo FNTGQRQTI IRLDNGGVQREQIKLDKRNSNETAEVTVGNFLNGNDGTNNDNTFGIVKDLGVDEPDATNSEWKKVLLPWTVRAGFANDDGNKRFKNATFVNKEENNDNGNKP
NTDB id 27216 NMC RS00175 WP 011798740.1 FNQRQTIIRLDGGVQQIKLDKSNEA.TGLNGN.TNNNTFGIVKDLGVDPDANEWKKVLLPWTVRAFNDDGRFNTVNKEEN.NGKP 506
NTDB id 1090 CAA90909.1 1..3114( ) FTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKP 489
consensus ! !!!!!!! !!! !!!!* ! * !!!* !! !!!!!!!!!!*!! !!!!!!!!!!!!*! !! *! !!!!!* !!

logo KYSQKYRSRDNGNKGHERNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDELVRATF
NTDB id 27216 NMC RS00175 WP 011798740.1 KYSQKYRSRDNGKHERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKELRAF 591
NTDB id 1090 CAA90909.1 1..3114( ) KYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTF 574
consensus !!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**! !



logo AEKGSYVGDRYGVDGGFVLRKVDENRLNGKQDNHRVFMFGAMGFGGRGAYALDLSTKAIDGSGSDNGNLPATADVSLFDVKDHDNGKNNGNNGRVEKLGYTVGT
NTDB id 27216 NMC RS00175 WP 011798740.1 AEKSYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYALDLSKIDSGNGNLADVSLFDVKHD.KNGNNGVKLGYTVGT 674
NTDB id 1090 CAA90909.1 1..3114( ) AEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSD..PTAVSLFDVKDNGNNGNNRVELGYTVGT 657
consensus !!! !!!!!!!!!!!!!!!!!* *!! *!!!!!!!!!!!!!!!!!!!*! ! *** !!!!!!!* * !!!! ! !!!!!!!

logo PQIGKTHDGKYAAFLASGYATKDE I ITSGDNKTALYVYDLEGSNSGTNNTL IKKI EVPGNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN
NTDB id 27216 NMC RS00175 WP 011798740.1 PQIGKTHDGKYAAFLASGYATKDI.TSGDNKTALYVYDLESSG..TLIKKIEVPNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN 756
NTDB id 1090 CAA90909.1 1..3114( ) PQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGN 742
consensus !!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!! !** !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MYRFDLSNSNQDPQTKQWSVRTI FEKGTPDKP ITSAPAI
VSKQLKDKRVVI FGTGSDLSEDEDVDKNKMDEEIQSYIYGI FDDNDTAGTDTGTVANEFESDGQSGGK

NTDB id 27216 NMC RS00175 WP 011798740.1 MYRFDLSNNDPTKWSVRTIFKGTPDKPITSAPAVSKLKDKRVVIFGTGSDLSEDDVDKKDIQSIYGIFDNDTGTD..VAEEGQGK 839
NTDB id 1090 CAA90909.1 1..3114( ) MYRFDLSSQDPQQWSVRTIFEGT..KPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGG 825
consensus !!!!!!! *!! !!!!!!! !!**!!!!!!!!*! !!!!!!!!!!!!!!!!!*!!! * ! !!!!!! !!*! **! !

logo GLLEQHVLRTRDNQDEDNKTLFLTDYKRSDGSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGKLTK
NTDB id 27216 NMC RS00175 WP 011798740.1 GLLEQHLT..QEDKTLFLTDYKRSDGSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGKLTK 921
NTDB id 1090 CAA90909.1 1..3114( ) GLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTK 910
consensus !!!!!*! **** !!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!

logo KSARP IVPEANTAVAQYSGHKKQGTATKNGKS IP IGCMQWKNSNE I
TVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRS

NTDB id 27216 NMC RS00175 WP 011798740.1 KSARPIVPEANTAVAQYSGHKQTAKGKSIPIGCMWKNNETVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRS 1006
NTDB id 1090 CAA90909.1 1..3114( ) KSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRS 995
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!! ! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo GKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SWREVFYO
NTDB id 27216 NMC RS00175 WP 011798740.1 GKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY. 1048
NTDB id 1090 CAA90909.1 1..3114( ) GKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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