
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHYKYAI IMNEGRNQLEVKGNGQYSTIKDKDREREKFYI
TYHNKQDGRGG

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTYKYAIIMNEGNQLEVKGNGQYSTIKDKDREREYTYHQGRGG 75
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGG 75
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!! * !* !!!

logo GGSVFSFDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDAEDRGKLKQEKRNTNALVDNWIHTTHQAPGLAIGYASYATDGVI
VCRDSSNTGQC

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 GGSVSFNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDERKLKERTNALNWIHTTHPGLIGYSYAGVVCRDSTGC 150
NTDB id 1090 CAA90909.1 1..3114( ) GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQC 149
consensus !!!! ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!! ! ! !!* !!!!!**!! !! ! !*!! * !

logo PKQLVYEKTKQFSTFDGGNI
SGLAKKANAGGGSLDI

R
H
Y
P
VDKPSRDENSP IYKLKDHPWLGVSFNLGSENTVKDNGSKSFSNKL I SSFSEDG

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 PKLVYKTQFTFGNSGLAKKANGGGLDIYVDKSRDNSPIYKLKDHPWLGVSFNLGSENTVKNSKSSNKLISSFSED 225
NTDB id 1090 CAA90909.1 1..3114( ) PQLVYETKFSFDGIGLAK..NAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEG 222
consensus ! !!! ! !*! !!!!**!*! !! **!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!

logo NNNQTIVSTTERGHSPS I SLGSDQWKQREHTAMVAVYYLNAKLHLLDKKGQI EQDNIATQDGKTVDQLGTVLKRPRS IVDEAVRTQVQRKRGAENLWLNSFW
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 NNNQTIVSTTEGSPISLGDQQREHTAVVYYLNAKLHLLDKKQIQNIT.DKTVQLGVLKPSIDVRQQKGANWLSFW 299
NTDB id 1090 CAA90909.1 1..3114( ) NNNQTIVSTTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRG.ELLNFW 296
consensus !!!!!!!!!! !**!!! ! !!!!!* !!!!!!!!!!!!! ! ! * !!! !! !*! ** *!* ! !!

logo ASTWDKI EKDKTGNQIPTVKRLGLPQEQVKAGRC I
VNKAPNPNPNAKKADLPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSR I

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 ASWDIKDTGQIPVKLGLQQVKAGRCINKPNPNPNKKDLSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRI 374
NTDB id 1090 CAA90909.1 1..3114( ) ATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRI 371
consensus !*! ! ! !*!*!*!!!* !!!!!!*!!*!!!!! ! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
YLQNLEKRKTDPGKRPGRHSLEKPTLSTDENTDQIKSREPNFTGRQTI

V IRLDNGKGVHREQIKLDKGRNENTEVEVGNFKNGNDNGNNDTFGIV
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 FLQNLERKTDPGRPGRHSLKPLSDTQIKSREPNFTGRQTVIRLDKGVHQIKLKGNE..VEGFKGNNG.NDTFGIV 446
NTDB id 1090 CAA90909.1 1..3114( ) YLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIV 446
consensus *!!!! !!!!!!*!!!!!! *!** !!!!!!!!!!!!!*!!! !!* !!! ! **! ! !! !*!!!!!!!

logo

K
R
D
E
G
L
G
S
F
V
E
TPDATSEWKKVLLPWTVRDGFSANDDGNKRFKNAFVNKEENNDNGNKPKYSQKRYR I

SRDNNKNGENRNLGDIVNSP IVAVGEY
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 REGSFTPDASEWKKVLLPWTVRDSNDDGRFNAVNKEEN.NGKPKYSQRYRIRDN.NGNRNLGDIVNSPIVAVGEY 519
NTDB id 1090 CAA90909.1 1..3114( ) KDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEY 521
consensus ** !! !!!!!!!!!!!!! !! *! ! !!!!!* !!!!!!*!! !!!* ! !!!!!!!!!!!!!!!!!



logo LATSANDGMVHI FKKQNSGGGDDKRNSYNSLKLSYIPGTMPRKDI EQNKTESTLAKDELVRATFAEKGSYVGDRYGVDGGFVLRKR I
V

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 LATSANDGMVHIFKKNGGGDDRNYSLKLSYIPGTMPRKDIENKESTLAKELRAFAEKSYVGDRYGVDGGFVLRRI 594
NTDB id 1090 CAA90909.1 1..3114( ) LATSANDGMVHIFKQS.GGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKV 595
consensus !!!!!!!!!!!!!! *!!! ! ! !!!!!!!!!!!!!!! ! !!!!!!**! !!!! !!!!!!!!!!!!!!!**

logo

D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDLSTKAIDGSNSDNPTAVSLFDVKDHDNGNSGNNSNNSNNSNNSNNSNNSNNSNNSN

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 TDDQDKQKHFFMFGAMGLGGRGAYALDLSKIDSNNPTAVSLFDVKHDNSGNNSNNSNNSNNSNNSNNSNNSNNSN 669
NTDB id 1090 CAA90909.1 1..3114( ) DN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNG........................... 642
consensus * ! * !!!!!!! !!!!!!!!!!*! ! !!!!!!!!!!* ***************************

logo

NSNNSNNSNNSNNSNNSNNGSNNRSVEQLGYTVGTPQIGKTHDNGKYAAFLASGYATKETI IDTSGTDNKTALYVYDLEGSNGN
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 NSNNSNNSNNSNNSNNSNNSNNSVQLGYTVGTPQIGKTHNGKYAAFLASGYATKTI.DSTDNKTALYVYDLESNN 743
NTDB id 1090 CAA90909.1 1..3114( ) .................NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNG 700
consensus *****************!! !! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!! !* ! !!!!!!!!!!!! !

logo

G
T
NN
T
L
P IAKKI EVPTGGKGGLSSPTLVDKDLDGTI

VDIAYAGDRGGNSMYRFDLSSQDPKQQWSAVRATI FEKGDTKP ITSAPAI S
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 G.TPIAKIEVTGGKGGLSSPTLVDKDLDGTIDIAYAGDRGGSMYRFDLSSQDPKQWSARAIFKGDKPITSAPAIS 817
NTDB id 1090 CAA90909.1 1..3114( ) TNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAIS 775
consensus * *! !!!!*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!!!! !!! ! !! ! !!!!!!!!!!

logo QLKDKRVVI FGTGSDLSEDEDVDLNSMTDEEQHYIYGI FDDNDTANTGTGTATVNFQDSDGQSGGNGLLEQVLKRKRDNDGNKNTLFLSTDYKRSDN
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 QLKDKRVVIFGTGSDLSEDDVLSTDEQHIYGIFDNDTNTGTA..QDGQGNGLLEQVLKKD..GNTLFLSDYKRSN 888
NTDB id 1090 CAA90909.1 1..3114( ) QLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSD 850
consensus !!!!!!!!!!!!!!!!!!*!! *!!*!!!!!! !! ! ** ! !!!!!!!**!** !!!!*!!!!!

logo GSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPAEANSTAKVA
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 GSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPAANSKVA 963
NTDB id 1090 CAA90909.1 1..3114( ) GSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVA 925
consensus !!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !!

logo QYSGDHKKGTSTNSGKS IP IGCMEQKDSNEGIVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNR

NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 QYSGDKKTSSGKSIPIGCMEKDNGIVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNR 1038
NTDB id 1090 CAA90909.1 1..3114( ) QYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNR 1000
consensus !!!!*!! * !!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!



<0

logo CFSGQKGVRTLLMNDLDSLDITGPMTCGMKRI SWREVFYO
NTDB id 48122 NMBM01240355 RS09930 WP 014582253.1 CFSGKGVRTLLMNDLDSLDITGPMCGMKRISWREVFY. 1075
NTDB id 1090 CAA90909.1 1..3114( ) CFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


