
logo

MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMAQTHKQYAI IMNEGRNQLPEVKGQNGVQPYSSTIKDKDRERREKFYI
TYNYKTDHRGTGGGSVFS

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 ..............................MAQTHQYAIIMNGRNQPEVKQNV.PSSIKDKDRRREYTYYTHRTGGGSVS 49
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus ******************************!!!!! !!!!!! !!!*!!! ! **!*!!!!!! ! * ! *! !!!!!

logo FDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDADAGLKQEKRNNAVDWIHRTTQRAIAGLAGYASYI
TDVICRSYNTGQCPKQLVYEKTKRFST

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 FNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDADALKERNNAVDWIRTTRIALAGYSYIDVICRSYTGCPKLVYKTRFT 129
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!*!! *!!!! ! !!!!!!* !! !!! !*!*

logo FDGGQI
QGLAKKRKNAGSKLDI

R
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Y
E
PDKPSRENSP IYKLKSDHYPWLGVSFNLGSENTVKQDNGSKLSFNKL I SSFRSEGNNNQTIVSTTERGHNPS I S

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 FGQQGLKRKAGSKLDIYEDKSRENSPIYKLSDYPWLGVSFNLGSENTVQNSKLFNKLISSFREGNNNQTIVSTTEGNPIS 209
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGS.LDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSIS 238
consensus ! !! * !!!*!! **!*!!!!!!!!!! !*!!!!!!!!!!!!!!! ! !!!!!!!! !!!!!!!!!!!! !**!!

logo LGSDRWKQREHTAMVAYYLNAKLHLLDKKGI EDIAQGKI
TVDLGI

TLKRPHRVEATTGVRRGRESLLDNFWARTWDKI EKDKTGNQIPTVKRLGLPEQVKA
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 LGDRQREHTAVAYYLNAKLHLLDKKGIEDIAQGKIVDLGILKPHVETTG..RSLLDFWARWDIKDTGQIPVKLGLPQVKA 287
NTDB id 1090 CAA90909.1 1..3114( ) LSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKA 318
consensus ! ! !!!!!*!!!!!!!!!!!!!!!!!!!!!!! !!!! !*!*!! ! ** !! !!! ! ! ! !*!*!*!!!! !!!

logo GRCTVNKAPNPNNPNATKAPSPALTAPALWFGPGVKQDGKAEMYSASVSTYPDSSSSR I FYLQENLKRTKQTDEPGKPGRHYSLEKSTLNTDEGNDE I
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 GRCTNKPNPNNNTKAPSPALTAPALWFGPGQDGKAEMYSASVSTYPDSSSSRIFLQELKTQTEPGKPGRYSLKSLNDGEI 367
NTDB id 1090 CAA90909.1 1..3114( ) GRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDI 398
consensus !!! !!*!!!*! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!! !! !*!!!!!!*!! *! * *!

logo KSREQPNSFNTGRQTI IRLDNDGGVHREL IKLDNGRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVRGFPADDNDN
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 KSRQPSFNGRQTIIRLDDGVHLIKLNGSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVRGPDNDN 447
NTDB id 1090 CAA90909.1 1..3114( ) KSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDN 474
consensus !!! ! ! !!!!!!!! !!* !!! !! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!!* !!

logo KFKASFINKQEKENNDNKPEPKYSQKRYR I
SRDNNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPG

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 KFKSINQK.....PEKYSQRYRIRDN.NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLSYIPG 521
NTDB id 1090 CAA90909.1 1..3114( ) KFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPG 553
consensus !!! ! *******!!!!*!! !!!* ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!!!!!!



logo TMPRKDIQNSQTESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNSGQKNHRVFMFGAMGFGGRGAYALDLSTKAIDNGNSDYPATAAV
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 TMPRKDIQSQESTLAKELRAFAEKGYVGDRYGVDGGFVLRQVE.LSGQKHVFMFGAMGFGGRGAYALDLSKINGNYPAAA 600
NTDB id 1090 CAA90909.1 1..3114( ) TMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAV 633
consensus !!!!!!!! !!!!!!**! !!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!!!!!!!!!!!!!*! ! ! !

logo

P
SLFDVKDNGNDGKNNGKNNGKNRVERVELGYTVGTPQIGKI

T
H
R
D
NGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEKDGNTGLTGNNTLP IAKKI

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 PLFDVKNGDKNGKNGKNRVEVELGYTVGTPQIGKIRNGKYAAFLASGYAAKQIA.SQENKTALYVYDLKDTL.GTPIAKI 678
NTDB id 1090 CAA90909.1 1..3114( ) SLFDVKDNGNNGN...N..RVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKI 708
consensus *!!!!! !! ***!** !!!!!!!!!!!!!! * !!!!!!!!!!!! ! ! *! *!!!!!!!!!! * *! !!

logo EVKPGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKDKRVVI FGTG
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 EVKGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPSKWSVSTIFEGGKPITSAPAVSRLADKRVVIFGTG 758
NTDB id 1090 CAA90909.1 1..3114( ) EVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTG 788
consensus !!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !! !!! !!!!! !!!!!!!!*! ! !!!!!!!!!!

logo SDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQHVLRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDGGQRRV
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 SDLTEDDVLDTKEQYIYGIFDDDKAANNVNASRGVLGSGLLEQHLTQE..NKTLFL..NKRSDGSGSKGWAVKLTGGRRV 834
NTDB id 1090 CAA90909.1 1..3114( ) SDLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRV 867
consensus !!!*!*!! !!!!!!!!!!! ! * ! !!!!!*! ***!!!!!!** !!!!!!! !!! !!! ! !!

logo TVKPTVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP IGCMQWKNS
NTDB id 1144560 C7R97 RS11390 WP 229700537.1 TVKPTVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPIGCMWKN 914
NTDB id 1090 CAA90909.1 1..3114( ) TVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKS 947
consensus !!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!!! !!!*!!!!! !
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TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTCGI

M

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 SKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMCGI 994
NTDB id 1090 CAA90909.1 1..3114( ) NEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGM 1027
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !!*
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logo KRI
LSWREVFFYO

NTDB id 1144560 C7R97 RS11390 WP 229700537.1 KRLSWREVFF. 1004
NTDB id 1090 CAA90909.1 1..3114( ) KRISWREVFY* 1037
consensus !!*!!!!!!*
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