
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHKYAI IMNERKNQLPEVKGWENGTQYSQTI
S
ALKDKDGRERKTF ISHYNTKSDQKRGGKFNI

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERKQPEVKWETQYSQSALKDKGRERTFSHTSQKGKFNI 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTI..KDKDRERKFIYNKDRGG... 75
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!! !!! **!!! !!! ! * *! ***

logo

TG
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F
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I
V
F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDADGLKQKRNNAVDNWIHRTTQRAPGLAGYAGYTDGI

V
I
RCGRSTKNDQCPKQLTV

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 THNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDADGLKKRNNAVNWIRTTRPGLAGYGYTGIRCGSTKDCPKLT 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus ** * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!*!! *!!!!!*!! * ! !* !! !

logo YEKTKRFSFDGNI
T
D
GLAVEKNTARGGSLDRHPTDEPSRENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKRSFSNSKRL I SSFDSEGNNSNNSNQNTI

LVSYT
NTDB id 1144191 E4V86 RS00325 WP 144894332.1 YKTRFSFDNTDLVETRGGLDRHTEPSRENSPIYKLKDYPWLGVSFNLGAEGTAKDGRSSSRLISSFDENNSNSNQNLVYT 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVST 231
consensus ! !*!!!! ! ! !!!!**!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!*! *!!!!! ! !** !! *! !

logo TERGHRS I SLGSDNWKQHREHTTAMAYYLNAKLHLLDKEKGKI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGI
LLNFWASKTWDKI EKDKNGNQIPT

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 TEGHRISLGNWQHETTAMAYYLNAKLHLLDKEKIKDIT.GKTVRLGVLKPSIDVKTQNTGLSGILNFWSKWDIKDNGQIP 319
NTDB id 1090 CAA90909.1 1..3114( ) TRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNIT 308
consensus ! !! !!! ! *!*!!!!!!!!!!!!!!!! ! !! *!!!! !! !*! ** *** *!!!! ! ! ! !*!*

logo VKRLGLPEVKAGRC I
VNKAPNPNNPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGRH

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 VKLGLPEVKAGRCINKPNPNNNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGRH 399
NTDB id 1090 CAA90909.1 1..3114( ) VRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRH 388
consensus !*!!!!!!!!!!!*!!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!!

logo SLAEATLNTETNQDIKSREPNFNTGSRQTI
V IRLNPGGVRYER IAKLPDTRNNDTER I

VVGNFLNGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWAKKVLLPWTVR
NTDB id 1144191 E4V86 RS00325 WP 144894332.1 SLAALNTQDIKSREPNFNSRQTVIRLPGGVYRIAPTR..DRIVGLNGNDGKNDTFGIYKDRLVTPEADEWAKVLLPWTVR 477
NTDB id 1090 CAA90909.1 1..3114( ) SLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !! ! *!!!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !!!!!! !! ! !* !! !!!!!!!!!

logo
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A
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D
NDDNI

KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKR

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 YYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDER 557
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKR 542
consensus ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !



logo SYNLKLSYIPGTMPRKQDYFIDQNDTTSALKDESTLAKQDELVRTFAEKGYVGDRYGVDGGFVLRKR I
V
D
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RQKNHRFVFMFGAMGFLGGRG

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 SYNLKLSYIPGTMPRQYFDNDTSALKDSTLAQELRTFAEKGYVGDRYGVDGGFVLRRITDDQDRQKHFFMFGAMGLGGRG 637
NTDB id 1090 CAA90909.1 1..3114( ) SYNLKLSYIPGTMPRKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRG 616
consensus !!!!!!!!!!!!!!! ! ******!!!! **!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!

logo AYALDLSTKAIDGSSDNLPTAGVSLMFDVKQDNDNGKNNNNNKNDGNSNRVEKLGYTVGTPQIGKTHRDSGKYAAFLASGYAATKDE I IGTSGDNKTAL
NTDB id 1144191 E4V86 RS00325 WP 144894332.1 AYALDLSKIDSSNLTGVSMFDVQNDKNNNNNKNDSNRVKLGYTVGTPQIGKTRSGKYAAFLASGYAAKDI.GSGDNKTAL 716
NTDB id 1090 CAA90909.1 1..3114( ) AYALDLTKADGSDPTAVSLFDVKDNGNN.....GNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTAL 691
consensus !!!!!!*! ! ! *!*!!*!!! !!***** !!! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!* !!!!!!!!

logo YVYDLEGNNTGSTGNKNL IKKI EVKPGGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSDSQSDNPQSKQWSVRSTI FEGQTKRP ITSA

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 YVYDLENT.SGKLIKKIEVKGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSDSNPSKWSVSTIFEGQRPITSA 795
NTDB id 1090 CAA90909.1 1..3114( ) YVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSA 771
consensus !!!!!! ** !!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! ! !!! !!!!! *!!!!!

logo PAI
VSQRLAKDKRVVI FGTGSDLSEESDVDFNMTDEEQYIYGI FDDDNTARTTVGNTVKVNVFTNSDGSTGGGLLEQVLRTKRDENDNKNTLFLSTDNNYKARSDGG

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 PAVSRLADKRVVIFGTGSDLSESDVFNTDEQYIYGIFDDDNRTVNVKVTNGTGGGLLEQVLTKE..NNTLFLSNNKASGG 873
NTDB id 1090 CAA90909.1 1..3114( ) PAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDG 851
consensus !!*! ! !!!!!!!!!!!!!!! !! ! *!!!!!!!!!!! ! *!!!!!!!!! ****! !!!!* ! ! !

logo SAGDNKGWVVKRLKRDEGEQRVTVKP I
TVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHDNTASVAQYSGHK

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 SADKGWVVRLREGERVTVKPIVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPDHD.SVAQYSGHK 952
NTDB id 1090 CAA90909.1 1..3114( ) SGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHK 931
consensus !* !!!!!*!**! !!!!!! !!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!** * !!!!!!!!

logo KGTATDNGKS IVP IGCMQWKNSGNEKI
T
A
VCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLL

NTDB id 1144191 E4V86 RS00325 WP 144894332.1 KTADGKSVPIGCMWKNGKTACPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLL 1032
NTDB id 1090 CAA90909.1 1..3114( ) KGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLL 1011
consensus ! !!!*!!!!! ! !!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!

<0

logo MNDLDSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 1144191 E4V86 RS00325 WP 144894332.1 MNDLDSLDITGPMCGIKRLSWREVFF. 1058
NTDB id 1090 CAA90909.1 1..3114( ) MNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


