
logo MKE I LKTLTEAMTLPEDSYSEQDAEFLE I F IVEE I EE I FVDLQPL ILNEKWLMQSENI
TATLTE IRRHFHTLKGSGRMIGAKSSA

NTDB id 395144 GD578 RS15795 WP 153518680.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFVEEIEEIFVDLQPLLNEWLQSENTATLTEIRRHFHTLKGSGRMIGAKSSA 80
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPLINKWMQSENIATLTEIRRHFHTLKGSGRMIGAKSSA 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*! !*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELAWTVEDTLNRVINQSTLKQLTPATIQSYVQLVFKFYFLKLVDNFKQKRAHATLVDFRPL I LLGQQLQQQQSLEPALEELLQLS
NTDB id 395144 GD578 RS15795 WP 153518680.1 ELAWTVEDTLNRVINQTLKLTPAIQSYVQLVFKFYFLKLVDNFKQKRAHAVDFRPLILLGQQLQQQQSLEPALEELLQLS 160
NTDB id 1046 H0N27 RS03130 WP 168726941.1 ELAWTVEDTLNRVINQSLQLTPTIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS 160
consensus !!!!!!!!!!!!!!!!*! !!! !!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

H
NTLMTAETMVTGLELDYI EQDNSLAEP I IVEQADTVDHTE IAE INLDETLTLFMEEAEEHLATTIHQFLDNQELHQYDSYNAL IRALHTLR

NTDB id 395144 GD578 RS15795 WP 153518680.1 NTLTAETMTGLELDYIEQNSLAEPIVEDVDTEIAINLDETLTLFMEEAEEHLTTIHQFLNQELHQYDSYNALIRALHTLR 240
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HTLMAETVTGLELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQFLDQELHQYDSYNALIRALHTLR 240
consensus *!! !!!*!!!!!!!!!! !!!!!!* *!!! !!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!

logo GSSAMAQVETI FEASTKVEHLFKI LLQEELSSHNSDEE I LLLQEYREF IVRDSLELLSKRHYSSNSEQLEARLLQQFNQSWDAYVEQ
NTDB id 395144 GD578 RS15795 WP 153518680.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSNSDEILLLQEYREFIRDSLELLSKHSSNEQLEARLQQFNQSWDAYVEQ 320
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEEILLLQEYREFVRDSLELLSRYSSSEQLEARLLQFNQSWDAYVEQ 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!*!!!!!!!!**!! !!!!!!! !!!!!!!!!!!!

logo HGDRTDPLMTPSHGLVSQLLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYDEV
NTDB id 395144 GD578 RS15795 WP 153518680.1 HGDRTDPLTPSHGLVSQLLLLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYDV 400
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HGDRTDPLMPSHGLVSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLSEQADLLLQHTHSQAMLGLHEYTSQLKESYEV 400
consensus !!!!!!!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo LLDKPALLLQSDYI FE IYQKAHQQL IQLFDALAAGQRVGI
VVKQHQS I LEELKLYTLQHYTPDS IVHSNDLPSQQDPSATSFVEP I

L
L
YNI EP

NTDB id 395144 GD578 RS15795 WP 153518680.1 LLDKPLLLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGIVKQHQSILEELKLYTLHTPSVHNDLSQQDPASVEPLLNIEP 480
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEELKLYTQYTPDISNDLPQQDSTSFEPIYNIEP 480
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! *!! **!!!*!!!* ! !!* !!!!

logo EPEAVAVAVTVENFLSDSADWAVLGSQSVQQDRQYI SSTQVNQRNFDAPDLLDI FLEEADEELLEGIDTDLNIWVGEQENFAALNNLM
NTDB id 395144 GD578 RS15795 WP 153518680.1 EPEAAVTVENLSDSADWAVLSQSVQQDRQYISSTQVNQNFDPDLLDIFLEEADELLEGIDTDLNIWVGEQENFAALNNLM 560
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EPEVVATVENFSDSADWAVLGQSVQQDRQYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLM 560
consensus !!! !!!! !!!!!!!!! !!!!!!!!!!!!!!!! !!!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RYLHTLKGGANMVQATYLGLS IATHELES IYERL IQKQLVAVTSDPL IDF IRLVQDDLADRLQIMREQQLDYAAPYTINALKRA
NTDB id 395144 GD578 RS15795 WP 153518680.1 RYLHTLKGGANMVQATYLGSITHELESIYERLIQKQLVATSPLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRA 640
NTDB id 1046 H0N27 RS03130 WP 168726941.1 RYLHTLKGGANMVQATYLGLIAHELESIYERLIQKQLVVTSDLIDFIRLVQDDLADRLQIMREQQLDYAAPYTINALKRA 640
consensus !!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GQNSNFQPLVPMVVEAVFDASESE I
VFSEQEKLVI SE I

V
I
L IDE I

VPAVE I
LEPAVLATELETVHDHDQMVFDNTAVVATELATPVEAMITSTVTSQENEAV

NTDB id 395144 GD578 RS15795 WP 153518680.1 GQNSNFQPVPMVEVFDSESEIFSEQELISEVLIDEVPAEIEPVLTELEVHDDQMVFDNVVAELATPVEAITSVTSQENEA 720
NTDB id 1046 H0N27 RS03130 WP 168726941.1 GQNSNFQPLPVVEAFDAESEVFSEQKVISEIIIDEIPVELEPALAELETHHDQ.VFDTAVTELATPVEMITTVTSQENEV 719
consensus !!!!!!!!*!*!! !! !!!*!!!! *!!!**!!!*! !*!! ! !!! !*!!*!!! ! !!!!!!! !!*!!!!!!!

logo

A
V
A
V
E
NEQDI ETAVVEQTFLEEAATELLEMADEGSLLKQWFEQRTNRS I LLQLQRAVHSLKGGARMVGLEAVQYAIAYQLENATFEQFA

NTDB id 395144 GD578 RS15795 WP 153518680.1 VVEEQDITAVVEQTFLEEAAELLEMADGLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVYAIAYQLENTFEQFA 800
NTDB id 1046 H0N27 RS03130 WP 168726941.1 AANEQDIEAVVEQTFLEEATELLEMAESLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQFA 799
consensus !!!! !!!!!!!!!!! !!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!

logo LHHFNSNIYDHLLESAIAWLKDAI FKNHNYQHFDGLQQSLENIQFFETNTIQIPATKLTKRATDLFSSEPVMTF IQGDGTEPPP I
M

NTDB id 395144 GD578 RS15795 WP 153518680.1 LHHFNSNIYDHLLESAIAWLKDAIFKHNYQHFDGLQQSLENIQFFETNIQIPAKLTKTDLFSSEPVMTFIQGDGTEPPPI 880
NTDB id 1046 H0N27 RS03130 WP 168726941.1 LHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTRADLFSSEPVMTFIQGDGTEPPPM 879
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!! !!!* !!!!!!!!!!!!!!!!!!!!!*

logo MGAWEQTERLDQNNEMIRVSADL I EKMIDLSGENS INRSR I EMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQI IAK
NTDB id 395144 GD578 RS15795 WP 153518680.1 MGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAK 960
NTDB id 1046 H0N27 RS03130 WP 168726941.1 MGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENSINRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAK 959
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HGI EHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDHKIRDTESLLLQQSR IQAE IQEGLMRTRLVPFSRLL
NTDB id 395144 GD578 RS15795 WP 153518680.1 HGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSHKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSRLL 1040
NTDB id 1046 H0N27 RS03130 WP 168726941.1 HGIEHSRYTDFDPLEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRTRLVPFSRLL 1039
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PRLQR IVRQTSTALNRPAELFVNNTEGELDRNI LERLVTPLEHMLRNAIDHGLEDRATQRQQANKPEATGR I ELNIQRQGATD
NTDB id 395144 GD578 RS15795 WP 153518680.1 PRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRTQRQQANKPEAGRIELNIQRQGAD 1120
NTDB id 1046 H0N27 RS03130 WP 168726941.1 PRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAIDHGLEDRAQRQQANKPETGRIELNIQRQGTD 1119
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!! !



logo VVVVFSDDGQGIDVEKVRQKALLAGL IKPEQDHLEHQQDI LQL I FHPGLSTADEQI
VTQI SGRGVGLDVVQSDIKASLGGHVSVDE

NTDB id 395144 GD578 RS15795 WP 153518680.1 VVVVFSDDGQGIDVEKVRQKALLAGLIKPEQHLEHQDILQLIFHPGLSTADQITQISGRGVGLDVVQSDIKALGGHVSVD 1200
NTDB id 1046 H0N27 RS03130 WP 168726941.1 VVVVFSDDGQGIDVEKVRQKALLAGLIKPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVSVE 1199
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!!!!! !!!!!!!*

logo SVYGKQGTTFTI
LRVPTTVAVSDALMVKVADQQFAIPLAQIDR I IVRVSPASLEQYFESPKQELFEYENKRYPLRYLSEFVGNQ

NTDB id 395144 GD578 RS15795 WP 153518680.1 SVYGKGTTFTLRVPTTVAVSDALMVKVADQQFAIPLAQIDRIVRVSPASLEQYFESPKELFEYENKRYPLRYLSEFVGNQ 1280
NTDB id 1046 H0N27 RS03130 WP 168726941.1 SVYGQGTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEYENKRYPLRYLSEFVGNQ 1279
consensus !!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo P I
MPRLNGMVMYSLPVLMIKANNGQTVALLVDQL IGSRAQIVVKP IGQQFSS IGAIAGATI LGDGQVCL I LDGQNIARQIQS

NTDB id 395144 GD578 RS15795 WP 153518680.1 PMPRLNGMMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQS 1360
NTDB id 1046 H0N27 RS03130 WP 168726941.1 PIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVVKPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQS 1359
consensus !*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TPQRHKQLSEAVYRQRESDERRL IVMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAI EQLENIKPDLMLLDI EMPRMDGF
NTDB id 395144 GD578 RS15795 WP 153518680.1 TPRHKQLSEAVYRQRESDERRLVMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGF 1440
NTDB id 1046 H0N27 RS03130 WP 168726941.1 TQRHKQLSEAVYRQRESDERRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRMDGF 1439
consensus !*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EVLNLVRHHDMHQYMPI IMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS
NTDB id 395144 GD578 RS15795 WP 153518680.1 EVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1507
NTDB id 1046 H0N27 RS03130 WP 168726941.1 EVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENIDALLVAFESEVKS 1506
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


