
logo MNKTLKRQRVFRHTALYATAI LMFSHTGGGGAMAQTHKQYAI IMNERKNQLPEVKGWKNDGQYNSQTSAI
LKDKDSRERKTF ISHYNTKSDQKRGNGGLGI

NTDB id 328367 EGH17 RS00335 WP 071236973.1 MNKTLKRRVFRHTALYTAILMFSHTGGGGAMAQTHQYAIIMNERKQPEVKWKDQYNQSALKDKSRERTFSHTSQKNGLGI 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGGGG. 77
consensus !!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!! !*!!! !! ***!!! !!! ! * * ! !*

logo

TSNF
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F
SFDNNNTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYAGYTDGI

V
I
RCGRSTKNDQCPKQLTV

NTDB id 328367 EGH17 RS00335 WP 071236973.1 TSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYGYTGIRCGSTKDCPKLT 160
NTDB id 1090 CAA90909.1 1..3114( ) ...SVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus *** * ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!!*!! * ! !* !! !

logo YEKTKRFSFDGNI
P
D
GLALKNTARGGSLDRHPTDEPSRENSP IYKLKDHYPWLGVSFNLGGSEGNTAVKDGKRSFSNSKL IVSSFDSEGNNSNNSNQNTI

LVSYT
NTDB id 328367 EGH17 RS00335 WP 071236973.1 YKTRFSFDNPDLLKTRGGLDRHTEPSRENSPIYKLKDYPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLVYT 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVST 231
consensus ! !*!!!! * ! ! ! !!!!**!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!*! !!*!!! ! !** !! *! !

logo TERDGHRS I SLSDNWKQQREHTTAMAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGI
LLNFWASKTWDKI EKDKNGNQIPT

NTDB id 328367 EGH17 RS00335 WP 071236973.1 TEDHRISLSNWQQETTAMAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQNTGLSGILNFWSKWDIKDNGQIP 319
NTDB id 1090 CAA90909.1 1..3114( ) TRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNIT 308
consensus ! ! !!!! ! !*!!!!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** *!!!! ! ! ! !*!*

logo VKRLGLPEVKAGRC I
VNEKAPNPNKPNATKQAPSPALTAPALWFGPGVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGRH

NTDB id 328367 EGH17 RS00335 WP 071236973.1 VKLGLPEVKAGRCINEPNPNKNTQAPSPALTAPALWFGPGQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGRH 399
NTDB id 1090 CAA90909.1 1..3114( ) VRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRH 388
consensus !*!!!!!!!!!!!*! *!!!*! !!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!!

logo SLAEATLNTAENRDIKSREPNFNTGSRQTI
V IRLNPGGVRYER IGKLPDTRNNNTEGI

VVGNFLNGNDGKNNDTFGIVYKDLRGLVETPDETVDSEWAKKVLLPWTVR
NTDB id 328367 EGH17 RS00335 WP 071236973.1 SLAALNARDIKSREPNFNSRQTVIRLPGGVYRIGPTR..NGIVGLNGNDGKNDTFGIYKDRLVTPEVDEWAKVLLPWTVR 477
NTDB id 1090 CAA90909.1 1..3114( ) SLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !! ! !!!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !!!!!! !! ! !* !! !!!!!!!!!

logo
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NDDNI

KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP IVAVGEGYLATSANDGMVHI

LFKQRNSGGTDNKQRGS
NTDB id 328367 EGH17 RS00335 WP 071236973.1 YYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPIVAVGGYLATSANDGMVHLFKRNGTNQRG 557
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRS 543
consensus ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!!!!!! !!!!!!!!!!!!*!! ! !



logo YENLKLSYIPGTMEPRKDI EQNQTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKR I
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NTDB id 328367 EGH17 RS00335 WP 071236973.1 YELKLSYIPGTMERKDIENQDSTLAKELRAFAEKGYVGDRYGVDGGFVLRRITDDQDREKHFFMFGAMGLGGRGAYALDL 637
NTDB id 1090 CAA90909.1 1..3114( ) YNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDL 622
consensus ! !!!!!!!!!!*!!!! ! *!!!!!**! !!!!!!!!!!!!!!!!!!!!** * * !!!!!!! !!!!!!!!!!

logo TKAIDGSNSDNLPTAGVSLMFDVKQDNDNGKNNNNNDGNSNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVYDLEKDGNT
NTDB id 328367 EGH17 RS00335 WP 071236973.1 TKIDSNNLTGVSMFDVQNDKNNNNNDSNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVYDLKDT 716
NTDB id 1090 CAA90909.1 1..3114( ) TKADGSDPTAVSLFDVKDNG...NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGN 699
consensus !! ! *!*!!*!!! ***!! !!! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!!!

logo

G
L
TG
N
N
T
L
P IAKKI EAVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDQDKPQSEQWASVRTI FEGTKP ITSAPAI

VSQRLAKD
NTDB id 328367 EGH17 RS00335 WP 071236973.1 L.GTPIAKIEAPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDKPSEWAVRTIFEGTKPITSAPAVSRLAD 795
NTDB id 1090 CAA90909.1 1..3114( ) GTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKD 779
consensus * *! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!*! ! !

logo KRVVI FGTGSDLSEEDVDVGNKMDEEQQYIYGI FDDDKTAGTGTGTTVKVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSAGDNKGW
NTDB id 328367 EGH17 RS00335 WP 071236973.1 KRVVIFGTGSDLSEEDVVGKDQQYIYGIFDDDKGTGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSADKGW 873
NTDB id 1090 CAA90909.1 1..3114( ) KRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGT..VNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGW 857
consensus !!!!!!!!!!!!!!!!! * !!!!!!!!!! *! ** *!!!!!!! ! ****! !!!!* ! ! !!* !!!

logo VVKLKRDEGEQRVTVKPTVVLRTAFVTIHRKSYTGMTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTTDNGK
NTDB id 328367 EGH17 RS00335 WP 071236973.1 VVKLREGERVTVKPTVVLRTAFVTIRSYTGMDKCGAQTAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTTDGK 952
NTDB id 1090 CAA90909.1 1..3114( ) VVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGK 937
consensus !!!!**! !!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!**!* !!!!!!!!! ! !!

logo S IVP IGCMQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDS

NTDB id 328367 EGH17 RS00335 WP 071236973.1 SVPIGCMWKNSKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDS 1032
NTDB id 1090 CAA90909.1 1..3114( ) SIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDS 1017
consensus !*!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!

<0

logo LDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 328367 EGH17 RS00335 WP 071236973.1 LDITGPMCGIKRLSWREVFF. 1052
NTDB id 1090 CAA90909.1 1..3114( ) LDITGPTCGMKRISWREVFY* 1037
consensus !!!!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


