
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMQAQTHRKYAI IMNERKNQLPEVKGWENGQYSQTSTI
LKDKDGRERKTF ISHYNTKSDQRGNGWNGQ

NTDB id 1143949 C7S05 RS00310 WP 144996877.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAQAQTRKYAIIMNERKQPEVKWEGQYSQSTLKDKGRERTFSHTSQRNWNGQ 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGG... 75
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!! !*!!! !!!! ***!!! !!! ! * ! ***
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SFDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDADGLKQKRGNNAVDNWIHRTTQRAPGLAGYAIYTDGVICRDSTGNQCPEQLV

NTDB id 1143949 C7S05 RS00310 WP 144996877.1 QNNFISFNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDADGLKKRGNAVNWIRTTRPGLAGYIYTGVICRDTGQCPELV 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus * * ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!!!!!! !! !!! !!*!! *!!!!! !! !!!! * !!! !!

logo YETKFSFDGIDGLAKGNAGNGRKSLDRHPDPSRENLSP IYKLKDHPWLGVSFNLGGSEGNTAVKDGKRSFSNSKRLWI SSFSEDGNNNQTIVFSTT
NTDB id 1143949 C7S05 RS00310 WP 144996877.1 YETKFSFDGIDLAKGGNRKLDRHPDPSRENLPIYKLKDHPWLGVSFNLGGEGTAKDGRSSSRWISSFSEDNNNQTIVFTT 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNA.GSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTT 232
consensus !!!!!!!!!! !!! ** !!!!!!!!!!! !!!!!!!!!!!!!!!!!! ! ! !!!*! * !!!!!! !!!!!!! !!

logo RGHPS I SLGSDWKQREHSTAMAYYLDNAKLHLLDKKTGQI EDNIAPQGKTVDNLGI
TLRPRVEAKTVRRKGWDELLNFWAKTWDKI EKDKTGNQIPTVKRL

NTDB id 1143949 C7S05 RS00310 WP 144996877.1 RGHPISLGDWQRESTAMAYYLDAKLHLLDKTQIENIAPGKTVNLGILRPRVEAKVRRKWDLLNFWAKWDIKDTGQIPVKL 320
NTDB id 1090 CAA90909.1 1..3114( ) RGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR.GELLNFWATWKIEDKGNITVRL 311
consensus !!!*!!! !! !!*!!!!!!! !!!!!!!! !! !!*!!!! !! !!!!!!! !!!* *!!!!!! ! ! ! !*!*!*!

logo GLPEVKAGRC I
VNKAPNPNPKNASKALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKTDPAGKRPGRHSLAE

NTDB id 1143949 C7S05 RS00310 WP 144996877.1 GLPEVKAGRCINKPNPNPKS.ALSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTKTDPARPGRHSLA 399
NTDB id 1090 CAA90909.1 1..3114( ) GLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLE 391
consensus !!!!!!!!!!*!!*!!!! *!*!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!!**!!!!!!

logo
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TLNTAENQDIKSREPNFNTGSRQTI

V IRLNPGGVRYEQIAKLPDGRNNSGTERVAVGNFNGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWKSEKVLLPWTAVRGYFYAG
NTDB id 1143949 C7S05 RS00310 WP 144996877.1 ALNAQDIKSREPNFNSRQTVIRLPGGVYQIAPG.NSGRVAGFNGNDGKNDTFGIYKDRLVTPEADEWSEVLLPWTARYYG 478
NTDB id 1090 CAA90909.1 1..3114( ) TLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFA 471
consensus ! *!!!!!!!!! !!!*!!!*!!! ! * *! ! !!!!!! !!!!!! !! ! !* !! !!!!!! ! **
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KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDKQRGSYENL

NTDB id 1143949 C7S05 RS00310 WP 144996877.1 NDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDQRGYEL 558
NTDB id 1090 CAA90909.1 1..3114( ) DDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNL 546
consensus ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! ! ! !



logo KLSYIPGTMEPRKDI EQNQTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKS IVDTDNDLQDNGRQKNHRFVFMFGAMGFLGGRGAYALDLSTKAI
NTDB id 1143949 C7S05 RS00310 WP 144996877.1 KLSYIPGTMERKDIENQDSTLAKELRTFAEKGYVGDRYGVDGGFVLRSITDDQDRQKHFFMFGAMGLGGRGAYALDLSKI 638
NTDB id 1090 CAA90909.1 1..3114( ) KLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKA 625
consensus !!!!!!!!!*!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!! * * ! * !!!!!!! !!!!!!!!!!*!

logo DGSDNPTVAGVSLMFDVKQDNENGSNNGKNNGRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEKDGNTGLTGNNTLP I
NTDB id 1143949 C7S05 RS00310 WP 144996877.1 D.SNPVGVSMFDVQNES..KNNGVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKQIA.SQENKTALYVYDLKDTL.GTPI 713
NTDB id 1090 CAA90909.1 1..3114( ) DGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLI 705
consensus !*! ! *!!*!!! ** !! ! !!!!!!!!!!!!!* !!!!!!!!!!!! ! ! *! *!!!!!!!!!! * *!
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A
KKI EAVPGGKGGLSSPTLVDKDLDGI

TVDIAYAGDRGGNMYRFDLSNSQSDPSQSKQWSAVKRTVI FEGDTKP ITSAPAI
VSQRLAKDKRVVI F

NTDB id 1143949 C7S05 RS00310 WP 144996877.1 AKIEAPGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDSSKWSAKVIFEGDKPITSAPAVSRLADKRVVIF 793
NTDB id 1090 CAA90909.1 1..3114( ) KKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIF 785
consensus !!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !* !! * !!!! !!!!!!!!*! ! !!!!!!!

logo GTGSDLSEEDVDLNAMDEEQYIYGI FDDDKTAGTTVGNTVKVNVFTNSDGSTGGGLLEQVLRSERDENDNKTLFLNTDYKGRSDGSGNSKGWVVKLKDEGQ
NTDB id 1143949 C7S05 RS00310 WP 144996877.1 GTGSDLSEEDVLNADEQYIYGIFDDDKGTVNVKVTNGTGGGLLEQVLSEEN..KTLFLN..KGSDGSGSKGWVVKLKEGQ 869
NTDB id 1090 CAA90909.1 1..3114( ) GTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQ 865
consensus !!!!!!!!!!! ! *!!!!!!!!!!! *! *!!!!!!!!! *!**!!!!! **! !!!!! !!!!!!!!*!!

logo RVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGADETAI LG INTADGGAKLTKPKRSARP IVPEANKTADVAQYSGHKKTGTSTKNGKS IP IGCMEQ
NTDB id 1143949 C7S05 RS00310 WP 144996877.1 RVTVKPTVVLRTAFVTIRKYK.DDGCGADTAILGINTADGGALTPRSARPIVPEANKDVAQYSGHKTTSKGKSIPIGCME 948
NTDB id 1090 CAA90909.1 1..3114( ) RVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQ 945
consensus !!!!!!!!!!!!!!!!!*!! * ! !!!*!!!!!!!!!!!! !!**!!!!!!!!!! !!!!!!!! * !!!!!!!!!

logo KGSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
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NTDB id 1143949 C7S05 RS00310 WP 144996877.1 KGGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPMC 1028
NTDB id 1090 CAA90909.1 1..3114( ) KSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTC 1025
consensus ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!! !
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NTDB id 1143949 C7S05 RS00310 WP 144996877.1 GIKRLSWREVFF. 1040
NTDB id 1090 CAA90909.1 1..3114( ) GMKRISWREVFY* 1037
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