
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAGMQAQAQTHYKYAI IVMNERKNQLPEVKGWENGSQYNSQTSAI
LKDKDGRERKTF ISHYNTKSDQKRGNRF

NTDB id 1144288 C7S08 RS00360 WP 115095440.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGQAQAQTYKYAIVMNERKQPEVKWESQYNQSALKDKGRERTFSHTSQKNRF 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAM..AQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRG.. 74
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NTDB id 1144288 C7S08 RS00360 WP 115095440.1 GITSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYGYDGIRCGSAQDCPK 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQ 151
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NTDB id 1144288 C7S08 RS00360 WP 115095440.1 LTYKTRFSFDNPDLVKTRGGLDRHTEPSRENSPIYKLKDHPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLV 240
NTDB id 1090 CAA90909.1 1..3114( ) LVYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIV 229
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S
YTTERGHRS I SLGSDNWKQREHTTAMAYYLNAKLHLLDKKGQI EKDIAQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGLLNFWASKTWDKI EKDKNGNQ

NTDB id 1144288 C7S08 RS00360 WP 115095440.1 YTTEGHRISLGNWQRETTAMAYYLNAKLHLLDKKQIKDIAQGKTVRLGVLKPSIDVKTQNTGLSGLLNFWSKWDIKDNGQ 320
NTDB id 1090 CAA90909.1 1..3114( ) STTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGN 306
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logo I PTVKRLGLPEQVKAGVRCTVNKTAHNPNKPNTAKQAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPG
NTDB id 1144288 C7S08 RS00360 WP 115095440.1 IPVKLGLPQVKAVRCTNTAHPNKTAQAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPG 400
NTDB id 1090 CAA90909.1 1..3114( ) ITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPG 386
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logo RHSLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRLNPGGVRYEKIKNLPDGKRNGNGTERVAVGNFINGNDGKNNDTFGI FVKDLRGYVETPDETDSEWKSEKVLLPWT

NTDB id 1144288 C7S08 RS00360 WP 115095440.1 RHSLAALDTQNIKSREPNFNSRQTVIRLPGGVYKINPGKNGGRVAGINGNDGKNDTFGIFKDRYVTPETDEWSEVLLPWT 480
NTDB id 1090 CAA90909.1 1..3114( ) RHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWT 466
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KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP IVAVDGEGYLATSANDGMVHI FKKQSTGGTDEK

NTDB id 1144288 C7S08 RS00360 WP 115095440.1 ARYYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPIVAVDGYLATSANDGMVHIFKKTGTDE 560
NTDB id 1090 CAA90909.1 1..3114( ) VRGFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDK 541
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NTDB id 1144288 C7S08 RS00360 WP 115095440.1 RSYNLKLSYIPGTMERKDIEGNDSDLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYAL 640
NTDB id 1090 CAA90909.1 1..3114( ) RSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYAL 620
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logo DLSTKAIDGSSDNLPTAGVSLMFDVKQDNDNGKNNNKNNDGNNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I INTSGNDNKTALYVYDLE
NTDB id 1144288 C7S08 RS00360 WP 115095440.1 DLSKIDSSNLTGVSMFDVQNDKNNNKNDNNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDI.NSNDNKTALYVYDLE 719
NTDB id 1090 CAA90909.1 1..3114( ) DLTKADGSDPTAVSLFDVKDNG...NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLE 697
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GNGSTGNNSL IKKI EAVPGSGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI

VSQRL
NTDB id 1144288 C7S08 RS00360 WP 115095440.1 .NGSGSLIKKIEAPSGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPSKWSVSTIFEGGKPITSAPAVSRL 798
NTDB id 1090 CAA90909.1 1..3114( ) GNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQL 777
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KDKRVVI FGTGSDLSEEDVDVGNMTENEPQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQVLRSERDENDNKTLFLTDNYKRSDGSGNGNKGW

NTDB id 1144288 C7S08 RS00360 WP 115095440.1 ADKRVVIFGTGSDLSEEDVVGTNPQYIYGIFDDDKGTVKVTVQNGTGGGLLEQVLSEEN..KTLFL..NKRSDGSNGKGW 874
NTDB id 1090 CAA90909.1 1..3114( ) KDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGW 857
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logo VVKRLKRDEGEQRVTVKPTVVLRTAFVTIHRKYTDGTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPEANKTADVAQYSGHKKTGATGNGK
NTDB id 1144288 C7S08 RS00360 WP 115095440.1 VVRLREGERVTVKPTVVLRTAFVTIRKYTDTDKCGAQTAILGINTADGGALTPRSARPIVPEANKDVAQYSGHKT.AGGK 953
NTDB id 1090 CAA90909.1 1..3114( ) VVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGK 937
consensus !!*!**! !!!!!!!!!!!!!!!!!*!!! !!!!!! !!!!!!!!!!!! !!**!!!!!!!!!! !!!!!!!! * !!
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NTDB id 1144288 C7S08 RS00360 WP 115095440.1 SVPIGCMWKNSKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDS 1033
NTDB id 1090 CAA90909.1 1..3114( ) SIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDS 1017
consensus !*!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!

<0

logo LDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 1144288 C7S08 RS00360 WP 115095440.1 LDITGPMCGIKRLSWREVFF. 1053
NTDB id 1090 CAA90909.1 1..3114( ) LDITGPTCGMKRISWREVFY* 1037
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