
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAGMQAQATHREKYAI IMNERKNQLPEVKGWKNGQYNSQSTI
LKDGKDGRERKF IYNKRDGRGRGGGS

NTDB id 328266 EGH20 RS00320 WP 124723882.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGQAQAREYAIIMNERKQPEVKWKGQYNQSTLKGKGRERKFIYNRGRRGGGS 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRGGGGS 78
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!* !! * !!!!!!!! !*!!! !!! **!*! ! !!!!!!!!* ! !!!!

logo VFSFDNNSTDETLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAPGLAGYAVYTDGVHICGRSNYQCPKQLTVYEKTKRF
NTDB id 328266 EGH20 RS00320 WP 124723882.1 VSFNNSDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYVYTGVHCGSYQCPKLTYKTRF 160
NTDB id 1090 CAA90909.1 1..3114( ) VFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKF 158
consensus ! ! !*! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!! !! !*! ! !!! ! ! !*!

logo SFDEGNI
TGLAKNAGNRSLDKRHPDPSRENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKSVFTNKL IVSSFDSEGNNNSNNQNTI

LVSYTTERGHPS I S
NTDB id 328266 EGH20 RS00320 WP 124723882.1 SFENTGLAKNANRLDKHPDPSRENSPIYKLKDYPWLGVSFNLGAEGTAKDGKVTNKLVSSFDENNSNNNLVYTTEGHPIS 240
NTDB id 1090 CAA90909.1 1..3114( ) SFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSIS 238
consensus !!* !!!!!! !!*!!!!!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!! !!!*!!! ! ! !* *! !! !!*!!

logo LGSDWKQREHSTAMAYYLNAKLHLLDKKGR I EDIATQGKTVDQLGTLKRPGR I
V
D
E
A
V
K
T
SANT

V
G
R
L
RGEGI

LLNSFHWAQTWDKI EKDKTGNQIPTVKRLGLPE
NTDB id 328266 EGH20 RS00320 WP 124723882.1 LGDWQRESTAMAYYLNAKLHLLDKKRIEDIT.GKTVQLGTLKPGIDVKSANTGLGGILSFHAQWDIKDTGQIPVKLGLPE 319
NTDB id 1090 CAA90909.1 1..3114( ) LSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEAT...VRRGELLNFWATWKIEDKGNITVRLGLPE 315
consensus ! !! !!*!!!!!!!!!!!!!!!!! !!!! *!!!! !!!!*! ** *** ! *! !*! ! ! ! !*!*!*!!!!!

logo VKAGRRC I
VNKAPNPNPKNASKAVPSPALTAPALWFAGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKRTDPAGKRPGRHSLAEATLNTE

NTDB id 328266 EGH20 RS00320 WP 124723882.1 VKARRCINKPNPNPKSKVPSPALTAPALWFA.VQNGKVQMYSASVSTYPGSSSSRIFLQELKTRTDPARPGRHSLAALNE 398
NTDB id 1090 CAA90909.1 1..3114( ) VKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTE 395
consensus !!! !!*!!*!!!! ! !!!!!!!!!!!!**! !! !!!!!!!!!! !!!!!!*!! !! *!!!**!!!!!! ! !

logo

N
RDIKSREPNFNTGSRQTI

V IRLNPGGVRYER IAKLPDGRNNSGTERVAVGNFNGNDGKNNDTFGIVYKDLRGLVETPDETNSEWKSEKVLLPWTAVRGYFYAGDNDDNI
K

NTDB id 328266 EGH20 RS00320 WP 124723882.1 RDIKSREPNFNSRQTVIRLPGGVYRIAPG.NSGRVAGFNGNDGKNDTFGIYKDRLVTPETNEWSEVLLPWTARYYGNDDI 477
NTDB id 1090 CAA90909.1 1..3114( ) NDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNK 475
consensus !!!!!!!!! !!!*!!!*!!! ! * *! ! !!!!!! !!!!!! !! ! !*! !! !!!!!! ! ** !

logo FKATFNKQEPENNKNKQDSDNKKPKQYSQKRYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKLS

NTDB id 328266 EGH20 RS00320 WP 124723882.1 FKTFNQPNNKKQSDKKQYSQRYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATAANDGMVHIFKKNGGSDERSYNLKLS 557
NTDB id 1090 CAA90909.1 1..3114( ) FKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLS 549
consensus !! !! * ! ** !* !!!*!! !***! ! *! !!!!!!!!! !!! !!!! !!!!!!!!!! !!*! !!!!!!!!



logo YIPGTMPRKDI EQNSNTEGSTLAKQDELVRATFAEKGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFGGRGAYALDLSTKAIDGSS

NTDB id 328266 EGH20 RS00320 WP 124723882.1 YIPGTMPRKDIESNGSTLAQELRAFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGFGGRGAYALDLSKIDSS 637
NTDB id 1090 CAA90909.1 1..3114( ) YIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGS 628
consensus !!!!!!!!!!! !!!! **! !!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!!!!!!!!!!!!!*! ! !

logo

D
N
L
PTAGVSLMFDVKQDNDNGKNNNKNDGNSNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVTSGDNKTTALYVYDLEGNGSTGNNSL I

NTDB id 328266 EGH20 RS00320 WP 124723882.1 NLTGVSMFDVQNDKNNNKNDSNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIV.SGDNTTALYVYDL.GNGSGSLI 715
NTDB id 1090 CAA90909.1 1..3114( ) DPTAVSLFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLI 705
consensus *!*!!*!!! !***! !!! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!**!!!! !!!!!!!!*!!!* !!

logo KKI EVKPDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDPNQKQWSAVKRATI FEGTKP ITSAPAI
VSQRLAKDKRVVI F

NTDB id 328266 EGH20 RS00320 WP 124723882.1 KKIEVKDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSDPNKWSAKAIFEGTKPITSAPAVSRLADKRVVIF 795
NTDB id 1090 CAA90909.1 1..3114( ) KKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIF 785
consensus !!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !! * !!!!!!!!!!!!!*! ! !!!!!!!

logo GTGSDLSEDEDVDLNMTDEEQYIYGI FDDDETAGTTVGKTVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSAGDNKGWVVKLKDEGEQ
NTDB id 328266 EGH20 RS00320 WP 124723882.1 GTGSDLSEDDVLNTDEQYIYGIFDDDEGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSADKGWVVKLKEGE 873
NTDB id 1090 CAA90909.1 1..3114( ) GTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQ 865
consensus !!!!!!!!*!! ! *!!!!!!!!!!! *! *!!!!!!! ! ****! !!!!* ! ! !!* !!!!!!!!*!

logo RVTVKP I
TVVLRTAFVTIHRKSYTGATDKCGAETAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTSTKNGKS IP IGCMEQ

NTDB id 328266 EGH20 RS00320 WP 124723882.1 RVTVKPIVVLRTAFVTIRSYTGADKCGAETAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTSKGKSIPIGCME 952
NTDB id 1090 CAA90909.1 1..3114( ) RVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQ 945
consensus !!!!!! !!!!!!!!!!* !!! !!!!!!!!!!!!!!!!!! !!**!!!!!!!**!* !!!!!!!!! * !!!!!!!!!

logo KGSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPMTC

NTDB id 328266 EGH20 RS00320 WP 124723882.1 KGGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPMC 1032
NTDB id 1090 CAA90909.1 1..3114( ) KSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTC 1025
consensus ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!! !

<0

logo GI
MKR I

LSWREVFFYO
NTDB id 328266 EGH20 RS00320 WP 124723882.1 GIKRLSWREVFF. 1044
NTDB id 1090 CAA90909.1 1..3114( ) GMKRISWREVFY* 1037
consensus !*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


