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NTDB id 191817 QP84 RS06200 WP 065818661.1 ........................................MNEGNQPEVQWNGSYS.IKDKDRKREYTHHNHSRGGSSVSFNNSD 44
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNTD 85
consensus ****************************************!!! !!*!! !! !!*!!!!!! ! * ** * !! !! ! !*!
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NTDB id 191817 QP84 RS06200 WP 065818661.1 ELVSQQSGTAVFGTATYLPPYGKVSGFDADGLNKRGNAAGWIRTTRIALAGYSYEGVVCRSGTGCPKLVYKTRFSFDNPDLVKNA 129
NTDB id 1090 CAA90909.1 1..3114( ) TLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQLVYETKFSFDGIGLAKNA 169
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!! !! !!*!! *!!!! ! !*!!! * !! !!! !*!!!! * ! !!!

logo GRSLDRHPTDPSRENSP IYKLKDHYPWLGVSFNLGASEGNTTVKDGKSTFINKL IVSSFDSEGKNNSSNNQNTI
LVSYTTERGHRDS I SLGSDWKQREHKTAMAYYL

NTDB id 191817 QP84 RS06200 WP 065818661.1 GRLDRHTDPSRENSPIYKLKDYPWLGVSFNLGAEGTTKDGKTINKLVSSFDEKNSSNNNLVYTTEGRDISLGDWQREKTAMAYYL 214
NTDB id 1090 CAA90909.1 1..3114( ) GSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNN.NQTIVSTTRGHSISLSDWKREHTAMAYYL 253
consensus ! !!!!*!!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!!* !!!*!!! ! ! *!* *! !! !* !!! !! !!*!!!!!!!

logo NAKLHLLDKKGI EKDIATNQGKTVDQLGTVLRPRS IVDEAVRTLVQRRNTGLAGEGLLNFWASTWDKI EKDKNGNQIPTVKRLGLPQEQVKADGRC I
VNKAQNPNPKNASKAP

NTDB id 191817 QP84 RS06200 WP 065818661.1 NAKLHLLDKKGIKDITN.KTVQLGVLRPSIDVRLQRNTGLAGLLNFWASWDIKDNGQIPVKLGLQQVKADRCINKQNPNPKSKAP 298
NTDB id 1090 CAA90909.1 1..3114( ) NAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR....GELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAP 334
consensus !!!!!!!!!!!! !! **!!! !! !!! ** * !***** !!!!!!*! ! ! !*!*!*!!!* !!! !!*!! !!!! !!!

logo SPALTAPALWFGPVKQDNGKAEQMYSASVSTYPDSSSSR I FYLQNLKRKDTDPGNKPGRHSLAETLTENDIKNSREPNTFNTGQRQTI IRLDNGGVQR
NTDB id 191817 QP84 RS06200 WP 065818661.1 SPALTAPALWFGPVQNGKAQMYSASVSTYPDSSSSRIFLQNLKRKDDPNKPGRHSLATLTENDIKNREPTFNQRQTIIRLDGGVQ 383
NTDB id 1090 CAA90909.1 1..3114( ) SPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVR 419
consensus !!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!!!! !!!!!!!! !!! ! !!!!!!! !!!
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E
QIKLDKRNSNETAEVTVGNFLNGNDGTNNDNTFGIVKDLGVDEPDATNSEWKKVLLPWTVRAGFANDDGNKRFKNATFVNKEENNDNGNKPKYSQKRYR I

SRDENGNKNG
NTDB id 191817 QP84 RS06200 WP 065818661.1 QIKLDKSNEA.TGLNGN.TNNNTFGIVKDLGVDPDANEWKKVLLPWTVRAFNDDGRFNTVNKEEN.NGKPKYSQRYRIRENGNNG 465
NTDB id 1090 CAA90909.1 1..3114( ) EIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKG 503
consensus !!!!* ! * !!!* !! !!!!!!!!!!*!! !!!!!!!!!!!!*! !! *! !!!!!* !!!!!!*!! !*!*! !
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E
KRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKQSGGDKRGSYNLKLSYIPGTMPRKDNI EQNNTDESTLAKDELVRATFAEKGYVGDRYGVDG

NTDB id 191817 QP84 RS06200 WP 065818661.1 KRDLGDIVNSPIVAVGGYLATSANDGMVHIFKQSGGDKRGYNLKLSYIPGTMPRKNIENNDSTLAKELRAFAEKGYVGDRYGVDG 550
NTDB id 1090 CAA90909.1 1..3114( ) ERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDG 588
consensus ! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! ! ! *!!!!!**! !!!!!!!!!!!!!!!
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NTDB id 191817 QP84 RS06200 WP 065818661.1 GFVLRRITDDQDKQKHFFMFGAMGFGGRGAYALDLTKADDNDPTKASLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHNGKYA 635
NTDB id 1090 CAA90909.1 1..3114( ) GFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYA 669
consensus !!!!!** * ! * !!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!! !!!!

logo AFLASGYATKEKIDITDSGPDTNKTALYVYDLEGNNGNGTNNTLP IAKKI EVPGNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSNQDPQT
NTDB id 191817 QP84 RS06200 WP 065818661.1 AFLASGYATKKID.DPTNKTALYVYDLENNNG.TPIAKIEVPNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNNDPT 718
NTDB id 1090 CAA90909.1 1..3114( ) AFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQ 754
consensus !!!!!!!!!! ! * * !!!!!!!!!!! ! * *! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!
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QWSVRTI FEKGTPDKP ITSAPAI

VSKQLKDKRVVI FGTGSDLSEDEDVDKNKMDEEIQSYIYGI FDDNDTAGTDTGTVANEFESDGQSGGKGLLEQHVLRTRDNQDE
NTDB id 191817 QP84 RS06200 WP 065818661.1 KWSVRTIFKGTPDKPITSAPAVSKLKDKRVVIFGTGSDLSEDDVDKKDIQSIYGIFDNDTGTD..VAEEGQGKGLLEQHLT..QE 799
NTDB id 1090 CAA90909.1 1..3114( ) QWSVRTIFEGT..KPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDND 837
consensus !!!!!!! !!**!!!!!!!!*! !!!!!!!!!!!!!!!!!*!!! * ! !!!!!! !!*! **! ! !!!!!*! ****
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NKTLFLTDYKRSDGSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGKLTKKSARP IVPEANT

NTDB id 191817 QP84 RS06200 WP 065818661.1 DKTLFLTDYKRSDGSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGKLTKKSARPIVPEANT 883
NTDB id 1090 CAA90909.1 1..3114( ) NKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANT 922
consensus !!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 191817 QP84 RS06200 WP 065818661.1 AVAQYSGHKQTAKGKSIPIGCMWKNNETVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGV 968
NTDB id 1090 CAA90909.1 1..3114( ) AVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGV 1007
consensus !!!!!!!!! !!!!!!!!! ! !! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!
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logo RTLLMNDLDSLDITGPTCGMKRI SWRE I
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NTDB id 191817 QP84 RS06200 WP 065818661.1 RTLLMNDLDSLDITGPTCGMKRISWREIFY. 998
NTDB id 1090 CAA90909.1 1..3114( ) RTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!
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