
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHSKNYAI IMNERKNQLPEVKGWENGQYNSQTSAI
LKDKDSRERKTF ISHYNTKSDQRGNGSLGR

NTDB id 328169 EGH13 RS00330 WP 124693343.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTSNYAIIMNERKQPEVKWEGQYNQSALKDKSRERTFSHTSQRNSLGR 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGG... 75
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!! !*!!! !!! ***!!! !!! ! * ! ***

logo

TG
S
G
N
F
S
I
V
F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHRTTQRAVGLAGYAYTDGI

V
I
RCGRHSANRDQCPKQLTV

NTDB id 328169 EGH13 RS00330 WP 124693343.1 TSNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIRTTRVGLAGYAYTGIRCGHARDCPKLT 160
NTDB id 1090 CAA90909.1 1..3114( ) .GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus * * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!*!! !!!!!!!! * ! ** !! !

logo YEKTKQFSFDGNI
P
D
GLAKNTAGDGRSLDRHPTDEPSRDENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKRSFSNSKRL I SSFNSEGKNNSNNQNTI

LVSYTTER
NTDB id 328169 EGH13 RS00330 WP 124693343.1 YKTQFSFDNPDLAKTGDRLDRHTEPSRDNSPIYKLKDYPWLGVSFNLGAEGTAKDGRSSSRLISSFNEKNSNNNLVYTTE 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTR 233
consensus ! ! !!!! * !!! * !!!!**!!!*!!!!!!!!!*!!!!!!!!!! ! ! !!!*! *!!!!! ! ! !* *! !!

logo GHRDS I SLGSDNWKQRSEHSTAMVAYYLNAKLHLLDKKEGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGFRAGEGLLNFWASKTWDKI EKDKNGNQIPTVKR
NTDB id 328169 EGH13 RS00330 WP 124693343.1 GRDISLGNWQSESTAVAYYLNAKLHLLDKKEIKDIT.GKTVRLGVLKPSIDVKTQNTGFAGLLNFWSKWDIKDNGQIPVK 319
NTDB id 1090 CAA90909.1 1..3114( ) GHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVR 310
consensus !* !!! ! !*!!*!!!!!!!!!!!!!! ! !! *!!!! !! !*! ** *** * !!!!! ! ! ! !*!*!*

logo LGLPQEVKAGRC I
VNKAPNPNKPNATKAPSPALTAPALWFGPRVKQDGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSL

NTDB id 328169 EGH13 RS00330 WP 124693343.1 LGLQ.VKAGRCINKPNPNKNTKAPSPALTAPALWFGPRQDGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSL 398
NTDB id 1090 CAA90909.1 1..3114( ) LGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSL 390
consensus !!!**!!!!!!*!!*!!!*! !!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!*!*!!!! ! !* !!!!*!!

logo

E
K
P
TLSTENDE IKSKREPNRFNTGRQTI

V IRLDNGSGVQREL IKLDNGRNSKNDTEVVI
NFNGNDNGNNDGTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRGFP

NTDB id 328169 EGH13 RS00330 WP 124693343.1 KPLSENEIKSKEPRFNGRQTVIRLDSGVQLIKLNGSKDEVVIF.GNNGNNGTFGIVKEANVNLEADEWKKVLLPWTVRGP 477
NTDB id 1090 CAA90909.1 1..3114( ) ETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGF 470
consensus *!*!!*!!!*!! ! !!!!*!!! !! !!! !!! !*!! !!! !!!!!!* ! ** !!!!!!!!!!!!!*

logo

A
D
D
NDNKFKALFINKQEKENNDNKPDPKRYSQKRYR I

SRDENNKNGENRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQSTGGTDEKRSYNLKLSY
NTDB id 328169 EGH13 RS00330 WP 124693343.1 DNDNKFKLINQK.....PDRYSQRYRIRE..NGNRDLGDIVNSPIVAVGGYLATSANDGMVHIFKKTGTDERSYNLKLSY 550
NTDB id 1090 CAA90909.1 1..3114( ) ADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSY 550
consensus !!!!! ! ********!!!*!! !*** ! ! !!!!!!!!!!!!! !!!!!!!!!!!!!!! *! ! !!!!!!!!!



logo I PGTMEPRKDI EQGNNTDESDTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKQVDNLNGQDNRVFMFGAMGFLGGRGAYALDLSTKAIDNEGNSDYP
NTDB id 328169 EGH13 RS00330 WP 124693343.1 IPGTMERKDIEGNDSDLAKELRTFAEKGYVGDRYGVDGGFVLRQV.NLNGQDRVFMFGAMGLGGRGAYALDLSKINENYP 629
NTDB id 1090 CAA90909.1 1..3114( ) IPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDP 630
consensus !!!!!*!!!! *! !!!**!!!!!!!!!!!!!!!!!!!!!! !*!!!!! !!!!!!!!! !!!!!!!!!!*! !

logo

A
TAAVPSLFDVKDNGNDGKNNGKNNGKNGKNRNVERVELGYTVGTPQIGKTHRDSGKYAAFLASGYAATKDE I IGTSGDNKTALYVYDLENGNNTGLTGN

NTDB id 328169 EGH13 RS00330 WP 124693343.1 AAAPLFDVKNGDKNGKNGKNGKNRVEVELGYTVGTPQIGKTRSGKYAAFLASGYAAKDI.GSGDNKTALYVYDLNNT.LG 707
NTDB id 1090 CAA90909.1 1..3114( ) TAVSLFDVKDNGNNGN........NRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTN 702
consensus ! *!!!!! !! ******** !!!!!!!!!!!!!!!* !!!!!!!!!!!! !*!* !!!!!!!!!!!!! *

logo

N
T
L
P IAKKI EVKPDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSQSDPNQKQWSVRTI FEGTKP ITSAPAI

VSQRLKDKRV
NTDB id 328169 EGH13 RS00330 WP 124693343.1 TPIAKIEVKDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSDPNKWSVRTIFEGTKPITSAPAVSRLKDKRV 787
NTDB id 1090 CAA90909.1 1..3114( ) NLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRV 782
consensus *! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !!!!!!!!!!!!!!!!!!*! !!!!!!

logo VI FGTGSDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQHVLRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKL
NTDB id 328169 EGH13 RS00330 WP 124693343.1 VIFGTGSDLTEDDVLDTKEQYIYGIFDDDKAANNVNASRGVLGSGLLEQHLTQE..NKTLFL..NKRSDGSGSKGWAVKL 863
NTDB id 1090 CAA90909.1 1..3114( ) VIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKL 861
consensus !!!!!!!!!*!*!! !!!!!!!!!!! ! * ! !!!!!*! ***!!!!!!** !!!!!!! !!! !!!

logo

K
T
D
GGQRRVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANTAVAQYSGHKKGTATGNGKS IVP I

NTDB id 328169 EGH13 RS00330 WP 124693343.1 TGGRRVTVKPTVVLRTAFVTIRKYK.DDGCGAETAILGINTADGGALTPRSARPIVPEANTAVAQYSGHKKTAGGKSVPI 942
NTDB id 1090 CAA90909.1 1..3114( ) KDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPI 941
consensus ! !!!!!!!!!!!!!!!!!*!! * ! !!!!!!!!!!!!!!!! !!**!!!!!!!!!!!!!!!!!!!!! !!!*!!

logo GCMEQKGSGNEKI
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDIT

NTDB id 328169 EGH13 RS00330 WP 124693343.1 GCMEKGGKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDIT 1022
NTDB id 1090 CAA90909.1 1..3114( ) GCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDIT 1021
consensus !!! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!

<0

logo GPMTCGI
MKR I

LSWREVFFYO
NTDB id 328169 EGH13 RS00330 WP 124693343.1 GPMCGIKRLSWREVFF. 1038
NTDB id 1090 CAA90909.1 1..3114( ) GPTCGMKRISWREVFY* 1037
consensus !! !!*!!*!!!!!!*
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X ≥ 50% conserved


