
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGAGMQAQATHRDKYAI IMNERNQLPDEVKRGWDNGQYQSKSQTI
L
K
R
D
EKDRERKF IYNKDGRGQGGG

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGGQAQARDYAIIMNERNQPDVRWDGQYQKSQLREKDRERKFIYNKGRQGGG 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGG.GAMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRGGGG 77
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!* !! * !!!!!!!!!!**!* !!! ** ***!!!!!!!!!!! ! !!!

logo SVFFDNTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDADGLKQKRGNNAVDNWIHRTTQRAPGLAGYAVYTDGVICRNSAKNQCPEQL IVYET
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 SVFFDNTDELVSQQSGTAVFGTATYLPPYGKVSGFDADGLKKRGNAVNWIRTTRPGLAGYVYTGVICRNAKQCPELIYET 160
NTDB id 1090 CAA90909.1 1..3114( ) SVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYET 156
consensus !!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !! !!! !!*!! *!!!!! !! !!!! * !!! !*!!!

logo KFSFDGIGLAKGNAGNGRKSLDRHPDPSRDENSP IYKLKDHYPWLGVSFNLGGSENTAVKDGKRSFSNSKRLWI SSFSEDGNNNQTIVFSTTRGH
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 KFSFDGIGLAKGGNRKLDRHPDPSRDNSPIYKLKDYPWLGVSFNLGGENTAKDGRSSSRWISSFSEDNNNQTIVFTTRGH 240
NTDB id 1090 CAA90909.1 1..3114( ) KFSFDGIGLAKNA.GSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGH 235
consensus !!!!!!!!!!! ** !!!!!!!!!*!!!!!!!!!*!!!!!!!!!! !!! !!!*! * !!!!!! !!!!!!! !!!!!

logo

P
S I SLGSDWKQREHSTAMAYYLNAKLHLLDKKGKI EDNIAPQGKTVDLGTLRPRVEAKTVRRGWE

SLLNFWATWDKI EKDKTGNQIPTVKRLGLP
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 PISLGDWQRESTAMAYYLNAKLHLLDKKKIENIAPGKTVDLGTLRPRVEAKVRRGWSLLNFWATWDIKDTGQIPVKLGLP 320
NTDB id 1090 CAA90909.1 1..3114( ) SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRG.ELLNFWATWKIEDKGNITVRLGLP 314
consensus *!!! !! !!*!!!!!!!!!!!!!!!!! !! !!*!!!!!!!!!!!!!!! !!!!* !!!!!!!! ! ! !*!*!*!!!!

logo EVKAGRC I
VNKAPNPNPKNASKALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKTDPGKRPGRHSLAEATLNT

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 EVKAGRCINKPNPNPKS.ALSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTKTDPGRPGRHSLAALN 399
NTDB id 1090 CAA90909.1 1..3114( ) EVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLT 394
consensus !!!!!!!*!!*!!!! *!*!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!!!*!!!!!! !

logo

E
T
N
QDIKSREPNFNTGSRQTI

V IRLNPGSGVRYER IAKLPDTRNNRDTER I
VVGNFLNGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWAKKVLLPWTVRGYFYAGDNDDN

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 TQDIKSREPNFNSRQTVIRLPSGVYRIAPT..RDRIVGLNGNDGKNDTFGIYKDRLVTPEADEWAKVLLPWTVRYYGNDD 477
NTDB id 1090 CAA90909.1 1..3114( ) ENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDN 474
consensus *!!!!!!!!! !!!*!!!* !! ! * ** *! !!!!! !!!!!! !! ! !* !! !!!!!!!!! ** !

logo

I
KFKATFNKQEPENNSKTNQDNGNKKPKQYSQKYR I

SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDKQRGSYENLKLS
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 IFKTFNQPNSKTQNGKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDQRGYELKLS 557
NTDB id 1090 CAA90909.1 1..3114( ) KFKAFNKEEN..NDNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLS 549
consensus !! !! * *** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! ! ! !!!!



logo YIPGTMGPRKDI EQNQTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
RQKNHRFVFMFGAMGFLGGRGAYALDLTKAIDGSNS

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 YIPGTMGRKDIENQDSTLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDRQKHFFMFGAMGLGGRGAYALDLTKIDSN 637
NTDB id 1090 CAA90909.1 1..3114( ) YIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGS 628
consensus !!!!!!*!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!!! !

logo

D
N
L
PTAGVSLMFDVKDGNDGNNGKNNRVEVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYDLEGNGSTGNNSL IK

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 NLTGVSMFDVKDGDNNGKNRVEVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYDL.GNGSGSLIK 715
NTDB id 1090 CAA90909.1 1..3114( ) DPTAVSLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIK 706
consensus *!*!!*!!!!! !!! !!!** !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!!*!!!* !!!

logo KI EAVPGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSNSQSDPNQKQWSAVKRATI FEGTKP ITSAPAI

VSQRLKDKRVVI FG
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 KIEAPGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDPNKWSAKAIFEGTKPITSAPAVSRLKDKRVVIFG 795
NTDB id 1090 CAA90909.1 1..3114( ) KIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFG 786
consensus !!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!* !! * !!!!!!!!!!!!!*! !!!!!!!!!!

logo TGSDLSTEDEDVDLNMTEKEQYIYGI FDDDKTAPTTVGNTVKVNVFTNSDGSTGGGLLEQVLRSERDNDENKI
TLFL ITDNNYKARSDGGSAGDNKGWVVKLKRDEGEQR

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 TGSDLTEDDVLNTKEQYIYGIFDDDKPTVNVKVTNGTGGGLLEQVLSE..ENKILFLINNKASGGSADKGWVVKLREGER 873
NTDB id 1090 CAA90909.1 1..3114( ) TGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!!!*!*!! ! !!!!!!!!!!! *! *!!!!!!!!! ***!! !!! ! ! !!* !!!!!!!**! !

logo VTVKPTVVLRTAFVTIHRKYTGNTDKCDGAEQTAI LG INTADGGAKLTKPKRSARP IVPEGADNTAQVAQYSGHKKGMTNGKS IP IGCMQWK
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 VTVKPTVVLRTAFVTIRKYTGNDKCDAQTAILGINTADGGALTPRSARPIVPGD..QVAQYSGHKK.MNGKSIPIGCMWK 950
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
consensus !!!!!!!!!!!!!!!!*!!!! !!! ! !!!!!!!!!!!! !!**!!!!!!! ** !!!!!!!!!* !!!!!!!!!! !

logo

N
S
N
S
E
K
I
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPMTCG

NTDB id 398470 GIJ09 RS00295 WP 153707846.1 NSKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPMCG 1030
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
consensus !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!! !!

<0

logo

I
MKR I

LSWREVFFYO
NTDB id 398470 GIJ09 RS00295 WP 153707846.1 IKRLSWREVFF. 1041
NTDB id 1090 CAA90909.1 1..3114( ) MKRISWREVFY* 1037
consensus *!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


