
logo MKE I LKTLTEAMMTLPEDSYSEQDAEFLE I F IVEE I EE I FVDLQPL ILNEKWMQRSENI
TATLTE IRRHFHTLKGSGRMIGAKSSA

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 MKEILKTLTEAMMLPEDSYSEQDAEFLEIFVEEIEEIFVDLQPLLNEWMRSENTATLTEIRRHFHTLKGSGRMIGAKSSA 80
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSA 80
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*! !! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELAWTVEDTLNRVINQSLKQLTPATIQSYVQLVFKFYFLKLVDNFKQKRAHATLVDFRPL I LLGQQLQQQQSLEPALEELLQLS
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 ELAWTVEDTLNRVINQSLKLTPAIQSYVQLVFKFYFLKLVDNFKQKRAHAVDFRPLILLGQQLQQQQSLEPALEELLQLS 160
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS 160
consensus !!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

H
NTLMTAETI

VTGLELDYI
LEQDSLAEPS I IVEQADTVHTE I E INLDNETLATLFMEEAEEHLASTIHNQFLDNQELHQYDSYNAL IRALHTLR

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 NTLTAETITGLELDYLEQDSLAESIVEDVHTEIEINLNETLALFMEEAEEHLSTINQFLNQELHQYDSYNALIRALHTLR 240
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HTLMAETVTGLELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLR 240
consensus *!! !!!*!!!!!!!*!!!!!!!*!* !!!!!!!! !!! !!!!!!!!!! !!*!!! !!!!!!!!!!!!!!!!!!!!

logo GSSAMAQVETI FEASTKVEHQLFKI LLQEELSSHNSDEE I LLLQEYRDEF IVGRDESLELLSRSNYSSSEQLEAVRLELQFNQSWDAVYVEEQ
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 GSSAMAQVETIFEASTKVEQLFKILLQEELSSNSDEILLLQEYRDFIGESLELLSSNSSSEQLEVRLEQFNQSWDVYVEE 320
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQ 320
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!*!!!!!!!!!*!* *!!!!!! !!!!!!! !! !!!!!!! !!!

logo HGSDRTDPLMPSHGLVSQLLLQLDVSELLDAELDFEKGIRNEFPDGYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKDESYENV
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 HSDRTDPLMPSHGLVSQLLLLDVSELLDAELDFEKGIRNEFPGYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKDSYNV 400
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEV 400
consensus ! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !

logo LLDKPAVLLQSDYI FE IYQKAHQQL IQLFDALAAGQRVGI
VVKQHQS I LEELKLYTLQHYTPDS IQSNDLVPSQQDNFSTFSDFEPS ILFYNI ELP

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 LLDKPVLLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGIVKQHQSILEELKLYTLHTPSIQNDVSQQNFTFDESLFNIEL 480
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEP 480
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! *!! ! !!**!! ! !***!!!*

logo EPSEVPEVAIRTVENFLSDSADWATLVLGSQSVQQDRQYI SSTQVNQRNFDAPDLLDI FLEEADEELLEGI
MDTDLNIW I

V
G
N
D
EQENFAALNN

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 ESEVPEVIRVENLSDSADWTLLSQSVQQDRQYISSTQVNQNFDPDLLDIFLEEADELLEGMDTDLNIWINDQENFAALNN 560
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EPEV..VATVENFSDSADWAVLGQSVQQDRQYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNN 558
consensus !*!!**! !!! !!!!!! *! !!!!!!!!!!!!!!!! !!!*!!!!!!!!!!*!!!!!*!!!!!!!* *!!!!!!!!!



logo LMRYLHTLKGGANMI
VQAI

TYI
LGL IAHELES IYERL IQKRQL IVAVSTSADL IDF IRLVQDDLADRLQIMREKQQLDYAEAPYYTINALK

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 LMRYLHTLKGGANMIQAIYIGLIAHELESIYERLIQRQLIASSALIDFIRLVQDDLADRLQIMREKQLDYEAYYTINALK 640
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LMRYLHTLKGGANMVQATYLGLIAHELESIYERLIQKQLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALK 638
consensus !!!!!!!!!!!!!!*!! !*!!!!!!!!!!!!!!!!*!!* *! !!!!!!!!!!!!!!!!!!!!! !!!! !*!!!!!!!

logo RACGQNSNFQPSALPEVI
VEAVFSDAI ERSE I

VFSEQEKVI SE I
V
I
L IDE I

VPAVE I
LEAPAVI

L
A
EELEATHHDQVFDTAVVTELAATPVEAMITSTVTVSSHQEN

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 RACQNSNFQSAPEIEVSDIEREIFSEQEVISEVLIDEVPAEIEAVIEELEAHHDQVFDTVVTELAAPVEAITSVVSSHEN 720
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RAGQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIPVELEPALAELETHHDQVFDTAVTELATPVEMITTVT.SQEN 717
consensus !!*!!!!!!* ! *! ! ! !*!!!! !!!!**!!!*! !*!* * !!! !!!!!!!! !!!!! !!! !!*! *!*!!

logo

D
E
A
V
A
L
A
V
D
NEEQDI ETAVVEQTFLEEAATELLEMADEMSLLKQWFDEQRTNRS I LLQLQRAVHSLKGGARMVGLEAVQYAIAYQLENAFEQ

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 DALVDEEDITAVVEQTFLEEAAELLEMADMLLKQWFDQRTNRSILLQLQRAVHSLKGGARMVGLEAVYAIAYQLENAFEQ 800
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EVAANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQ 797
consensus * ! !! !!!!!!!!!!! !!!!!!* !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo FALHHFNSNIYDHLLESAIAWLKDAI FKNHYNYQHFDGLQQSLENIQFFETNTIQIPATKLSTKRADLFSSEPVMTF IQGDGTEPP
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 FALHHFNSNIYDHLLESAIAWLKDAIFKYNYQHFDGLQQSLENIQFFETNIQIPAKLSKADLFSSEPVMTFIQGDGTEPP 880
NTDB id 1046 H0N27 RS03130 WP 168726941.1 FALHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPP 877
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!! !!!! !!**!!!!!!!!!!!!!!!!!!!!!

logo PMMGAWEQTEQRLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFGSHTLAVEMELAIQRLADQLRRMEGELETQI I
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 PMMGAWEQTQRLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFGHTLAEMELAIQRLADQLRRMEGELETQII 960
NTDB id 1046 H0N27 RS03130 WP 168726941.1 PMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQII 957
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo AKHGI EHSRYTDEFDPLEMDQRYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSR IQAE IQEGLMRTRLVPFSR
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 AKHGIEHSRYTEFDPLEMDRYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSR 1040
NTDB id 1046 H0N27 RS03130 WP 168726941.1 AKHGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSR 1037
consensus !!!!!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLPRLQR IVRQTSTALNRPAELFVNNTEGELDRNI LERLVTPLEHMLRNAIDHGLEDRAVQRQQANQKPETGR I ELNIHQRQG
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 LLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRVQRQQAQKPETGRIELNIHRQG 1120
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQQANKPETGRIELNIQRQG 1117
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!*!!!



logo TDVVVTVFKSDDGQRGIDI
VEKVRQKALLMAFGL IKNPEQDVLEHQQDI LQL I FHPGLSTADEQVTQI SGRGVGLDVVQSDIKASLGGHVS

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 TDVVVTFKDDGRGIDIEKVRQKALMFGLINPEQVLEHQDILQLIFHPGLSTADQVTQISGRGVGLDVVQSDIKALGGHVS 1200
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TDVVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVS 1197
consensus !!!!! ! !!! !!!*!!!!!!!!* !!! !!! !!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!

logo VESVYGQGTTVFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IVRVSPASLEQYFEGSPVQEFLFEFYENKRYPLRYLSEFVG
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 VESVYGQGTVFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIVRVSPASLEQYFGSVQEFFEFENKRYPLRYLSEFVG 1280
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VESVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEFVG 1277
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !*!! !!*!!!!!!!!!!!!!!!

logo

N
SQP IPRLNSGMVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIARQI

NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 SQPIPRLSGMMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQI 1360
NTDB id 1046 H0N27 RS03130 WP 168726941.1 NQPIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQI 1357
consensus !!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QSTQRRHLKLQLVNSEAVYRQRESDERRL IMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMD
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 QSTRRLKLVNEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMD 1440
NTDB id 1046 H0N27 RS03130 WP 168726941.1 QSTQRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMD 1437
consensus !!! !*! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GFEVLNLVRHHDMHQYMPI IMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS
NTDB id 1048998 ACEQ85 RS11330 WP 373882618.1 GFEVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1509
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GFEVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


