
logo MNKTLKRQVFRHTALYATAI LMFSHTGGGGAMAQTHKQYAI IMNEGRNQLPEVKGSNGVPQYSSTIKDKDREKRKTF ISHYNTKSDQKRGNGSLGITG
S

NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 MNKTLKRQVFRHTALYTAILMFSHTGGGGAMAQTHQYAIIMNGRNQPEVKSNVP.SSIKDKDRKRTFSHTSQKNSLGITS 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGG....G 76
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!! !!!*!!! ! **!*!!!!!! ! ! * * ****

logo

G
N
F
S
I
V
F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDADGLKQKRNNAVDWIHRTTQRAIAGLAGYASYETDGVI

VCRSGNTGQCPKQLVYEK
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 NFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDADGLKKRNNAVDWIRTTRIALAGYSYEGVVCRSGTGCPKLVYK 159
NTDB id 1090 CAA90909.1 1..3114( ) GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSN.QCPQLVYE 155
consensus * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!*!! *!!!! ! !*!!! * !! !!!

logo TKRFSFDGNI
S
D
GLAVKNAGKSLDRHYPTDLPSRENSP IYKLKDHYPWLGVSFNLGSSENTVKDGSKLSFSNKL I SSFSEGSNNNQTIVSTTERDGH

NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 TRFSFDNSDLVKNAGKLDRYTDLSRENSPIYKLKDYPWLGVSFNLSSENTVKDSKLSNKLISSFSESNNNQTIVSTTEDH 239
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGH 235
consensus !*!!!! ! !!!! !!!**!*!!!!!!!!!!!!*!!!!!!!!! !!!!!!! ! !!!!!!!!! !!!!!!!!!! !

logo

P
S I SLGSDGSWKQREHTAMVAYYLNAKLHLLDKKGI EGDIAPQGKTVDRLGLTLKRPRS IVDEAVRTKVGRNTGLRGSEGI

LLNSFNWATWDKI EKDKTGNQIPTVKRLG
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 PISLGGSQREHTAVAYYLNAKLHLLDKKGIGDIAPGKTVRLGLLKPSIDVRKGNTGLSGILSFNATWDIKDTGQIPVKLG 319
NTDB id 1090 CAA90909.1 1..3114( ) SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLG 312
consensus *!!! !!!!!*!!!!!!!!!!!!!!!! !!!*!!!! !! !*! ** *** *! ! !!! ! ! !*!*!*!!

logo LPQEVKAGRC I
VNKAPNPNKPNATKAPSPALTAPALWFGPRVKQDGKAVEQMYSASVSTYPDSSSSKR I FYLQNLKSRKNDTDKPGNKPGRHYSLEKPT

NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 LQ.VKAGRCINKPNPNKNTKAPSPALTAPALWFGPRQDGKVQMYSASVSTYPDSSSSKIFLQNLSRNDDKNKPGRYSLKP 398
NTDB id 1090 CAA90909.1 1..3114( ) LPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLET 392
consensus !**!!!!!!*!!*!!!*! !!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!*!*!!!! ! !* !!!!*!! *

logo LSTENDE IKSKREPNSFMTGRQTI IRLDNDGGVHREL IKRLDSRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVR
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 LSENEIKSKEPSFMGRQTIIRLDDGVHLIRLSRSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVR 478
NTDB id 1090 CAA90909.1 1..3114( ) LTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !*!!*!!!*!! ! !!!!!!!! !!* !*! ! !! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!

logo GFPADDNDNKFKASFINKQEKENNDNKPEPKYSQKRYR I
SRDNNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLK

NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 GPDNDNKFKSINQK.....PEKYSQRYRIRDN.NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLK 552
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLK 547
consensus !* !!!!! ! *******!!!!*!! !!!* ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!



logo LSYIPGTMPRKDIQNSQTESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNSGQKNHRVFMFGAMGFGGRGAYALDLSTKAIDNG
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 LSYIPGTMPRKDIQSQESTLAKELRAFAEKGYVGDRYGVDGGFVLRQVE.LSGQKHVFMFGAMGFGGRGAYALDLSKING 631
NTDB id 1090 CAA90909.1 1..3114( ) LSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADG 627
consensus !!!!!!!!!!!!!! !!!!!!**! !!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!!!!!!!!!!!!!*! !

logo

N
S
D
YPATAAVPSLFDVKDGNDGNNGKNNRVKVELGYTVGTPQIGKI

T
H
R
D
NGKYAAFLASGYAATKEKIDITDSGSDTNKTALYVYDLEKDGNTGLTGNNTLP I

NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 NYPAAAPLFDVKDGDNNGKNRVKVELGYTVGTPQIGKIRNGKYAAFLASGYAAKKID.DSTNKTALYVYDLKDTL.GTPI 709
NTDB id 1090 CAA90909.1 1..3114( ) SDPTAVSLFDVKDNGNNGNNR..VELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLI 705
consensus ! ! *!!!!!! !!! !!**!!!!!!!!!!!!!! * !!!!!!!!!!!! ! ! * !!!!!!!!!! * *!

logo

A
KKI EVKPDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDQDKPQSEQWSTVRTI FEGGTKP ITSAPAI

VSQRLAKDKRVVI F
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 AKIEVKDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDKPSEWTVRTIFEGGKPITSAPAVSRLADKRVVIF 789
NTDB id 1090 CAA90909.1 1..3114( ) KKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIF 785
consensus !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!!!!!! !!!!!!!!*! ! !!!!!!!

logo GTGSDLSEEDVDVDNMTEKEQYIYGI FDDDKTAPTTVGNTVKVNVFTNSDGSTGGGLLEQNVLRTQRDNDENKTLFLTDNNYKARSDGGSAGDNKGWVVKLKMDGEQ
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 GTGSDLSEEDVVDTKEQYIYGIFDDDKPTVNVKVTNGTGGGLLEQNLTQ..ENKTLFLTNNKASGGSADKGWVVKLMDGE 867
NTDB id 1090 CAA90909.1 1..3114( ) GTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQ 865
consensus !!!!!!!!!!! !!!!!!!!!!! *! *!!!!!!! ! ***!!!!!!! ! ! !!* !!!!!!! !!

logo RVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGAETAI LG INTADGGAKLTKPKRSARP IVPEANKTADVAQYSGHKKTGATGNGKS IVP IGCMQW
NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 RVTVKPTVVLRTAFVTIRKYK.DDGCGAETAILGINTADGGALTPRSARPIVPEANKDVAQYSGHKT.AGGKSVPIGCMW 945
NTDB id 1090 CAA90909.1 1..3114( ) RVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQ 945
consensus !!!!!!!!!!!!!!!!!*!! * ! !!!!!!!!!!!!!!!! !!**!!!!!!!!!! !!!!!!!! * !!!*!!!!!

logo KNSNSEKI
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDITGPMTC

NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 KNSKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDITGPMC 1025
NTDB id 1090 CAA90909.1 1..3114( ) KSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTC 1025
consensus ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!!! !

<0

logo GI
MKR I
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NTDB id 1169781 ACH8EH RS09965 WP 395372697.1 GIKRLSWREVFF. 1037
NTDB id 1090 CAA90909.1 1..3114( ) GMKRISWREVFY* 1037
consensus !*!!*!!!!!!*
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