
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGAMAQTHRKYAI IMNERNQLPEVKRGWENGQSYSTI
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NTDB id 1143999 C7S07 RS00340 WP 144999776.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGAMAQTRKYAIIMNERNQPEVRWEGSYSTLREKDRKREYTHHKYPRGGSSV 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSV 79
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!*!!* ! !!!***!!! ! * **! * !! !!

logo

F
SFDNNNTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAVDWIHRTTQRAIAGLAGYASYATDGVI

VCNRSTNTGQCPKQLVYEKTKRF
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 SFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAVDWIRTTRIALAGYSYAGVVCNSTTGCPKLVYKTRF 160
NTDB id 1090 CAA90909.1 1..3114( ) FFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKF 158
consensus ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !!!!!!*!! *!!!! ! !*! !* !! !!! !*!

logo SFDGNI
P
D
GLAKNTAGGRSLDNRHPTDEPSRDENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKSVFTNKL IVSSFDSEGNNSNNSNQNTI

LVSYTTERGHNS
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 SFDNPDLAKTGGRLNRHTEPSRDNSPIYKLKDYPWLGVSFNLGAEGTAKDGKVTNKLVSSFDENNSNSNQNLVYTTEGHN 240
NTDB id 1090 CAA90909.1 1..3114( ) SFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVSTTRGHS 236
consensus !!! * !!! *! ! !!**!!!*!!!!!!!!!*!!!!!!!!!! ! ! !!!! !!!*!!! ! !** !! *! !! !!

logo I SLGSDNWKQREHSTAMAYYLNAKLHLLDKKGI EKDIATQSGKTVDRLGTVLKRPRS IVDEAVRTKVGNTGRLRGSEGI
LLNSFWAKTWDKI EKDKNGNQIPTVKRLGL

NTDB id 1143999 C7S07 RS00340 WP 144999776.1 ISLGNWQRESTAMAYYLNAKLHLLDKKGIKDITS.KTVRLGVLKPSIDVRKGNTGLSGILSFWAKWDIKDNGQIPVKLGL 319
NTDB id 1090 CAA90909.1 1..3114( ) ISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATV...RRGELLNFWATWKIEDKGNITVRLGL 313
consensus !!! ! !!*!!!!!!!!!!!!!!!!!!! !! *!!! !! !*! ** *** *! !!! ! ! ! !*!*!*!!!

logo PEVKAGRC I
VNKAPNPNNPNATKAPSPALTAPALWFGPGVKQDGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKTDPGKRPGRHSLAEATL

NTDB id 1143999 C7S07 RS00340 WP 144999776.1 PEVKAGRCINKPNPNNNTKAPSPALTAPALWFGPGQDGKVQMYSASVSTYPGSSSSRIFLQELKTKTDPGRPGRHSLAAL 399
NTDB id 1090 CAA90909.1 1..3114( ) PEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETL 393
consensus !!!!!!!!*!!*!!!*! !!!!!!!!!!!!!!!! !!! !!!!!!!!!! !!!!!!*!! !! !!!!!*!!!!!! !

logo
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NIKSREPNFNTGSRQTI

V IRLNPGGVRYEKIKNLPDVKRNGNGTERVAVGNFNGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWKSEKVLLPWTAVRGYFYAGDND
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 DTQNIKSREPNFNSRQTVIRLPGGVYKINPVKNGGRVAGFNGNDGKNDTFGIYKDRLVTPEADEWSEVLLPWTARYYGND 479
NTDB id 1090 CAA90909.1 1..3114( ) TENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADD 473
consensus * !!!!!!!! !!!*!!!*!!! ! * *! ! !!!!!! !!!!!! !! ! !* !! !!!!!! ! ** !

logo

D
N
I
KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I

SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDKQRGSYENLKL
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 DIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDQRGYELKL 559
NTDB id 1090 CAA90909.1 1..3114( ) NKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKL 548
consensus !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! ! ! !!!



logo SYIPGTMEPRKDI EQNQTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I
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G
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NTDB id 1143999 C7S07 RS00340 WP 144999776.1 SYIPGTMERKDIENQDSTLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLSKIDS 639
NTDB id 1090 CAA90909.1 1..3114( ) SYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADG 627
consensus !!!!!!!*!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!*! !

logo SDNLPTAGVSLMFDVKQDNDNGKNNNNNKNDGNNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEGGNGTLTGN
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 SNLTGVSMFDVQNDKNNNNNKNDNNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKQIA.SQENKTALYVYDLG.NTLG 717
NTDB id 1090 CAA90909.1 1..3114( ) SDPTAVSLFDVKDNGN.....NGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTN 702
consensus ! *!*!!*!!! !*****! !!!! !!!!!!!!!!!!!* !!!!!!!!!!!! ! ! *! *!!!!!!!!!! *!

logo

N
T
L
P IAKKIDEVPGGKGGLSSPTLVDKDNLDGTVDIAYAGDRGGNSMYRFDLSGSDQDNPQSKQWSTVRTI FEQGTKP ITSAPAI

VSQRLAKDKRV
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 TPIAKIDVPGGKGGLSSPTLVDKNLDGTVDIAYAGDRGGSMYRFDLSGDNPSKWTVRTIFQGTKPITSAPAVSRLADKRV 797
NTDB id 1090 CAA90909.1 1..3114( ) NLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRV 782
consensus *! !!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!! ! !*!!!!! !!!!!!!!!!*! ! !!!!

logo VI FGTGSDLSEEDVDVGNMTDEEQQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNSKNTLFLSTDNNYKARSDGGSGNGNEKGWVVKLGK
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 VIFGTGSDLSEEDVVGTDQQYIYGIFDDDKGTVKVTVQNGTGGGLLEQTLTKE..SNTLFLSNNKASGGSNGEGWVVKLG 875
NTDB id 1090 CAA90909.1 1..3114( ) VIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLK 862
consensus !!!!!!!!!!!!!! * !!!!!!!!!! *! *!!!!!!! ! **** !!!!* ! ! !! !!!!!!

logo

D
EGEQRVTVKPTVVLRTAFVTIHRKYTGNTDKCDGAEQTAI LG INTADGGAKLTKPKRSARP IVPEGADNTAQVAQYSGHKQKGMTNGKS IVP IG

NTDB id 1143999 C7S07 RS00340 WP 144999776.1 EGERVTVKPTVVLRTAFVTIRKYTGNDKCDAQTAILGINTADGGALTPRSARPIVPGD..QVAQYSGHQK.MNGKSVPIG 952
NTDB id 1090 CAA90909.1 1..3114( ) DGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIG 942
consensus *! !!!!!!!!!!!!!!!!!*!!!! !!! ! !!!!!!!!!!!! !!**!!!!!!! ** !!!!!!! !* !!!!*!!!

logo CMQWKNSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
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A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITG

NTDB id 1143999 C7S07 RS00340 WP 144999776.1 CMWKNGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITG 1032
NTDB id 1090 CAA90909.1 1..3114( ) CMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITG 1022
consensus !! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!
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logo PMTCGI
MKR I

LSWREVFFYO
NTDB id 1143999 C7S07 RS00340 WP 144999776.1 PMCGIKRLSWREVFF. 1047
NTDB id 1090 CAA90909.1 1..3114( ) PTCGMKRISWREVFY* 1037
consensus ! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


