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NTDB id 1144185 C7S02 RS11255 WP 171000871.1 MNKTLKRRVFRHTALYTAILMFSHTGGGGQ.AQARDYAIIMNGRNQPEVKSNVP.SSIKDKDRKRTFSHTSQTNWRGQQN 78
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SFDNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGRLKQKRNNAVDWIHRTTQRAIAGLAGYASYETDGVI

VCRSGNTGQCPKQLVYEK
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 NFISFDNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTDRLKKRNNAVDWIRTTRIALAGYSYEGVVCRSGTGCPKLVYK 158
NTDB id 1090 CAA90909.1 1..3114( ) GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQLVYE 155
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logo TKRFSFDGNI
P
D
GLAVKNAGKSLDRHYPTDLPSRENSP IYKLKDHYPWLGVSFNLGSSENTVKDGSKLSFPNKL I SSFSEGSNNNQTIVSTTERDGH

NTDB id 1144185 C7S02 RS11255 WP 171000871.1 TRFSFDNPDLVKNAGKLDRYTDLSRENSPIYKLKDYPWLGVSFNLSSENTVKDSKLPNKLISSFSESNNNQTIVSTTEDH 238
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGH 235
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P
S I SLGSDGSWKQREHTAMVAYYLNAKLHLLDKKGI EGDIAPQGKTVDRLGLTLKRPRS IVDEAVRTKGNTVRLRGSEGI

LLNFWASKTWDKI EKDKNGNQIPTVKRLG
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 PISLGGSQREHTAVAYYLNAKLHLLDKKGIGDIAPGKTVRLGLLKPSIDVRKGNTRLSGILNFWSKWDIKDNGQIPVKLG 318
NTDB id 1090 CAA90909.1 1..3114( ) SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEAT...VRRGELLNFWATWKIEDKGNITVRLG 312
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logo LPEVKAGRC I
VNKAPNPNPKNASKALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKPT

NTDB id 1144185 C7S02 RS11255 WP 171000871.1 LPEVKAGRCINKPNPNPKS.ALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSLKP 397
NTDB id 1090 CAA90909.1 1..3114( ) LPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLET 392
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logo LSTENDE IKSKREPNRFNTGRQTI
V IRLDNGSGVQREL IKLDNGRNSKNDTEVVI

NFNGNDNGNNDGTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRGFPADDN
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 LSENEIKSKEPRFNGRQTVIRLDSGVQLIKLNGSKDEVVIF.GNNGNNGTFGIVKEANVNLEADEWKKVLLPWTVRGPDN 476
NTDB id 1090 CAA90909.1 1..3114( ) LTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFAD 472
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logo DNKFKALFINKQEKENNDNKPDPKRYSQKRYR I
SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQSTGGTDEKRSYNLKLSYIP

NTDB id 1144185 C7S02 RS11255 WP 171000871.1 DNKFKLINQK.....PDRYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATSANDGMVHIFKKTGTDERSYNLKLSYIP 549
NTDB id 1090 CAA90909.1 1..3114( ) DNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIP 552
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logo GTMEPRKDI EQGNNTDESDTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKQVDNLNGQDNRVFMFGAMGFLGGRGAYALDLSTKAIDNEGKSDYPATA
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 GTMERKDIEGNDSDLAKELRTFAEKGYVGDRYGVDGGFVLRQV.NLNGQDRVFMFGAMGLGGRGAYALDLSKINEKYPAA 628
NTDB id 1090 CAA90909.1 1..3114( ) GTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
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T
H
R
D
NGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEKDGNTGLTGNNTLP IAKK

NTDB id 1144185 C7S02 RS11255 WP 171000871.1 APLFDVKNGDKNGKNGKNRVEVELGYTVGTPQIGKIRNGKYAAFLASGYAAKQIA.SQENKTALYVYDLKDTL.GTPIAK 706
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDNGNNGN...N..RVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKK 707
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logo I EVKPGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKDKRVVI FGT
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 IEVKGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPSKWSVSTIFEGGKPITSAPAVSRLADKRVVIFGT 786
NTDB id 1090 CAA90909.1 1..3114( ) IEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGT 787
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logo GSDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQHVLRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDGGQRR
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 GSDLTEDDVLDTKEQYIYGIFDDDKAANNVNASRGVLGSGLLEQHLTQE..NKTLFL..NKRSDGSGSKGWAVKLTGGRR 862
NTDB id 1090 CAA90909.1 1..3114( ) GSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!!*!*!! !!!!!!!!!!! ! * ! !!!!!*! ***!!!!!!** !!!!!!! !!! !!! ! !

logo VTVKPTVVLRTAFVTIHRKYKTGDTDGKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP IGCMQWK
NTDB id 1144185 C7S02 RS11255 WP 171000871.1 VTVKPTVVLRTAFVTIRKYK.DDGCGAETAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPIGCMWK 941
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
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NTDB id 1144185 C7S02 RS11255 WP 171000871.1 NSKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCG 1021
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
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