
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAQAMQAQTHYKYAI IVMNERKNQLPEVKGWKNGQYNSQTSAI
LKDKDGRERKTF ISHYNTKSDQKRGNKFG

NTDB id 1147168 CKV76 RS00330 WP 095197782.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGQAQAQTYKYAIVMNERKQPEVKWKGQYNQSALKDKGRERTFSHTSQKNKFG 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGA.MAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRG... 74
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! * !!!*!!!!*!!!! !*!!! !!! ***!!! !!! ! * * ***

logo
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SFDNNNTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYAGYDTDGI

V
I
RCGRSANQDQCPKQL

NTDB id 1147168 CKV76 RS00330 WP 095197782.1 ITSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYGYDGIRCGSAQDCPKL 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQL 152
consensus * * ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!!*! * ! !** !! !

logo

T
VYEKTKRFSFDGNI

P
G
NLAVKNTARGGSLDRHPTDEPSRENSP IYKLKDHPWLGVSFNLGGSEGNTAVKDGKRSFSNSKL IVSSFDSEGNNSNNSNQNTI

LVSY
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 TYKTRFSFDNPNLVKTRGGLDRHTEPSRENSPIYKLKDHPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLVY 240
NTDB id 1090 CAA90909.1 1..3114( ) VYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVS 230
consensus ! !*!!!! * ! ! ! !!!!**!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!*! !!*!!! ! !** !! *!

logo TTERGHRS I SLGSDNWKQREHTTAMAYYLNAKLHLLDKKGQI EDNIAPQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGLLNFWASKTWDKI EKDKNGNQI
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 TTEGHRISLGNWQRETTAMAYYLNAKLHLLDKKQIENIAPGKTVRLGVLKPSIDVKTQNTGLSGLLNFWSKWDIKDNGQI 320
NTDB id 1090 CAA90909.1 1..3114( ) TTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNI 307
consensus !! !! !!! ! !!*!!!!!!!!!!!!!!!!! !! !!*!!!! !! !*! ** *** !!!!! ! ! ! !*!

logo

P
TVKRLGLPEQVKAGRC I

VNKAPNPNKPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGR
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 PVKLGLPQVKAGRCINKPNPNKNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGR 400
NTDB id 1090 CAA90909.1 1..3114( ) TVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGR 387
consensus *!*!!!! !!!!!!*!!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!

logo HSLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRLNPGGVRYEKIKNLPDVKRNGNGTERVAVGNFNGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWKSEKVLLPWTAV

NTDB id 1147168 CKV76 RS00330 WP 095197782.1 HSLAALDTQNIKSREPNFNSRQTVIRLPGGVYKINPVKNGGRVAGFNGNDGKNDTFGIYKDRLVTPEADEWSEVLLPWTA 480
NTDB id 1090 CAA90909.1 1..3114( ) HSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTV 467
consensus !!! ! * !!!!!!!! !!!*!!!*!!! ! * *! ! !!!!!! !!!!!! !! ! !* !! !!!!!!

logo RGYFYAGDNDDNI
KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I

SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDEKR
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 RYYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDER 560
NTDB id 1090 CAA90909.1 1..3114( ) RGFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKR 542
consensus ! ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! ! !



logo SYENLKLSYIPGTMEPRKDI EQNQTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKS IVDTDNDLQDNGRQKNHRFVFMFGAMGFLGGRGAYALD
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 SYELKLSYIPGTMERKDIENQDSTLAKELRTFAEKGYVGDRYGVDGGFVLRSITDDQDRQKHFFMFGAMGLGGRGAYALD 640
NTDB id 1090 CAA90909.1 1..3114( ) SYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALD 621
consensus !! !!!!!!!!!!*!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!! * * ! * !!!!!!! !!!!!!!!!

logo LSTKAIDGSDNPTVAGVSLMFDVKQDNENGSNNGKNNGRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEGNGST
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 LSKID.SNPVGVSMFDVQNES..KNNGVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKQIA.SQENKTALYVYDL.GNGS 715
NTDB id 1090 CAA90909.1 1..3114( ) LTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGT 701
consensus !*! !*! ! *!!*!!! ** !! ! !!!!!!!!!!!!!* !!!!!!!!!!!! ! ! *! *!!!!!!!!!!*!!!*

logo

G
N
N
SL IKKI EVPQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI

VSQRLAKDKR
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 GSLIKKIEVQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSDPSKWSVSTIFEGGKPITSAPAVSRLADKR 795
NTDB id 1090 CAA90909.1 1..3114( ) NNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKR 781
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!! !!!!! !!!!!!!!*! ! !!!

logo VVI FGTGSDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAGTGTGTTVKVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSGNGNKGWVV
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 VVIFGTGSDLTEDDVLDTKEQYIYGIFDDDKGTGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSNGKGWVV 873
NTDB id 1090 CAA90909.1 1..3114( ) VVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGT..VNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVV 859
consensus !!!!!!!!!!*!*!! !!!!!!!!!!! *! ** *!!!!!!! ! ****! !!!!* ! ! !! !!!!!

logo

K
RLKRDEGEQRVTVKPTVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHDNTASVAQYSGHKKGTATDNGKS IV

NTDB id 1147168 CKV76 RS00330 WP 095197782.1 RLREGERVTVKPTVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPDHD.SVAQYSGHKKTADGKSV 952
NTDB id 1090 CAA90909.1 1..3114( ) KLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSI 939
consensus *!**! !!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!** * !!!!!!!!! !!!*

logo P IGCMQWKNSGNEKI
T
A
VCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
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P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLD

NTDB id 1147168 CKV76 RS00330 WP 095197782.1 PIGCMWKNGKTACPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLD 1032
NTDB id 1090 CAA90909.1 1..3114( ) PIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLD 1019
consensus !!!!! ! !!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!
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logo ITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 1147168 CKV76 RS00330 WP 095197782.1 ITGPMCGIKRLSWREVFF. 1050
NTDB id 1090 CAA90909.1 1..3114( ) ITGPTCGMKRISWREVFY* 1037
consensus !!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


