
logo MSAIPTIPRAFDPLSTAIP IASGTNL I EASAGTGKTYGIAALFTRL IVVLEQKMPSVERS IVLTVVTFTKAATAELKTRLRARLDDEVLQAVLE
NTDB id 668344 MON37 RS04770 WP 039409903.1 MSITIPAFDPLSIPIAGTNLIEASAGTGKTYGIAALFTRLVVLEQMPVESILTVTFTKAATAELKTRLRARLDEVLQALE 80
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
consensus !! *!*!!!!!* !! !!!!!!!!!!!!!!!!!!!!!!!!*!!!! *!! *! !!!!!!!!!!!!!!!!!!!!*!!! !!

logo SKVE IAELD
G
D
TDNTLSDDGI

L
A
EAYCAQDEHNHEPGDTVFLPTAGLLEKQALAQKQESRTRL IVRLKAAIGQFDNAAIYTIHGFCQR I LRDYAFLC

NTDB id 668344 MON37 RS04770 WP 039409903.1 SVE....DTDNLSDDLEAYCQDNHPGDVFLTGLLKQALAQESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 156
NTDB id 1132 OK783 RS01905 WP 010951035.1 SKEIAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
consensus ! !**** ! !!! * !!! **!*!! !!**!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo
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N
D
HPVLAAKLAVFKQRKRAQTVPQTMVLAAQIQRAKFYLVSRPYLNVFRRPEQADLKVAQAQERDNAFERKTST

NTDB id 668344 MON37 RS04770 WP 039409903.1 RAPMDVELTEDNRDRLLIPAQDFWRDRIVNHPVLAKLVFQRRQTPQTMLAAIQKFVSRPYLVFRRPEADLVAAQENFRKT 236
NTDB id 1132 OK783 RS01905 WP 010951035.1 QAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETS 240
consensus !! !!!!!!* !!!!*!!!!!!!*!* *!!!! ! ! !* !!!*!! ! **!!!!! !!!! !!! !! *

logo WEQKTVCRRSKLLDPAELEAGTFWR IHRPDI LDNGNSYREKKNSTFGKNTLVFKLELAQQSAKSAQASDGAQLPCSFLDSKDTTAHEKRLLPKMF
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S
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E
A
KLAEASGKLVKKGKNTPDAA

NTDB id 668344 MON37 RS04770 WP 039409903.1 WEKVRSKLDALEATFWRIRPILDGNSYREKTFKTVFLELQSASQSDALPSFSKTTAEKLPMFAVEALASKVKKGNTPDAA 316
NTDB id 1132 OK783 RS01905 WP 010951035.1 WQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLLKLSSDKLEAGLKKGKTPDAA 320
consensus ! !* !* !!! !!!!*! ! !!!!! *! *! !! ! !!* ! !*!*!* * ! *!!! !!!!!
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NTDB id 668344 MON37 RS04770 WP 039409903.1 AFADLQILANLGADSAAIAQAEEETLTLLHLDLLDHLNASLSEQKKTKRERGFDDLLLDVYDALTDNPQADSLAQAVAQN 396
NTDB id 1132 OK783 RS01905 WP 010951035.1 VFAELQKLADFGRDLNALEEAEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAEN 400
consensus !!*!! !! ! ! !* !!! !* !*!!!***!! !! ! !!**!!!!!!!!!!!!* !!!!!!*!***! !!! !

logo WER IAL IDEFQDTDPLQYE I FQRKI F IASQRNKRPLFLVGDPKQAIYSFRGADIYAYLQAAAEDAQRHRSYTLATNYRSHAAKL IGNGS IG
NTDB id 668344 MON37 RS04770 WP 039409903.1 WRIALIDEFQDTDPLQYEIFRKIFISQNKPLFLVGDPKQAIYSFRGADIYAYLQAAADAQHSYTLATNYRSHAKLINGIG 476
NTDB id 1132 OK783 RS01905 WP 010951035.1 WEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
consensus ! !!!!!!!!!!!!!!!!!! !!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!! !! ! !!!!!!!!!!! !! !!

logo ALFRCLKENRPFVLDEGNIDGYSTEVGAARASESRLSPKPQRPTAI
VQI

LRWLHNEGKNDDNEKVALNKDI
VLRRRAASDEYCADE IAHRATLNEAASEGGRLKNF

NTDB id 668344 MON37 RS04770 WP 039409903.1 ALFRCKNRPFVLDGIDYTEVGAARSESRLSPPQTAIQIRWLNGKDDEVLNKDILRRRASEYCADEIAHTLNEAAEGRLKF 556
NTDB id 1132 OK783 RS01905 WP 010951035.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEASGGRLNF 560
consensus !!!!*! !!!!!* ! !*!!!!!! !!!!!!* *!*!*!!!* ! ! !!!*!!!!! *!!!!!!!* !!!! !!! !



logo KDRPLVQVSGDIAVLVRTFHNEAGVMI
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A
S
A
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VQSVLLSRESVFATSTPEAALALASAL ILDGFYWLENPGRQRAIGSTLRFVLSTGSGTI
LFGYDA

NTDB id 668344 MON37 RS04770 WP 039409903.1 KDRPVVSGDIAVLVRTFNEGVMVAKALKTRGIQSVLLSRESVFTTPEALALAALLDYWLNPGQIGSLRFVLSGTLFGYDA 636
NTDB id 1132 OK783 RS01905 WP 010951035.1 KDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDA 640
consensus !!!!* !!!!!!!!!!*!!*!!* !!! ! *!!!!!!!!!!! *!!! !! !!* *!! ! !*!!!!!* *!!!!!

logo QAQLHYDQFLNQRNEASE I
LLHNWAI ENSTAARETASLVADIWQRKSYGI FYAALMQHQFSQSLTHGI ETGRLLASRGNDNEGRGSLTNFYFHQLLECLLASAEEDEAGQNSLRNSPAA

NTDB id 668344 MON37 RS04770 WP 039409903.1 QALYQLNRNEAELLNWINTAAESVAIWRKSGIYAALQHFSSLHGIETGLLARGDERGLTNFHQLLECLSEEEGQSLSPAA 716
NTDB id 1132 OK783 RS01905 WP 010951035.1 QQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
consensus ! !* ! !! !*!*! *! * !! ! !!*!!*!*!! !!!!! !! ! ! !!!**!!!!*! !**! !!!

logo LHKQWLNRDQI SLAGQDNNRSGVGDENSGRAL ILRLESDEADLVKIVTMHASKGLQYPLVYCPFAVWDAKQDMTGKPASDWQI LHQTAGADHNRTATELLAKAS
NTDB id 668344 MON37 RS04770 WP 039409903.1 LHQWLNDQISLAQDRSVGESGLLRLESDEALVKIVTMHASKGLQYPLVYCPFVWDAKDMKPADWQILHTADHTTELLAKS 796
NTDB id 1132 OK783 RS01905 WP 010951035.1 LHKWLRDQISLAGNN.GGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRAELLAKA 799
consensus !! !! !!!!!! * !* *!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!! ! ! !!!!!! * * !!!!!
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L

NTDB id 668344 MON37 RS04770 WP 039409903.1 QLNDEDRIHLADEEMAERLRLLYVALTRAEEQLVLYAAHCGDTADSPFAYLLEGSADSNRADTRRAYDQERKANKALGEL 876
NTDB id 1132 OK783 RS01905 WP 010951035.1 QLSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYLIEGLPQDSRETVRRTYACEK......DGI 873
consensus !! * * * !!!!!!!!!!!!!!!!!!!!!!! *!!!** !!!! ! !!!*!! * ! !! ! *!******* *

logo

Q
TMLKNRNWLRRFVALDNNAPPAEGHTDFSTFSTEDAPPQPATAAYQRGNNRAHDLQSADADELFYAQAANSVIPAERGFQRF IVRHTSFTAGLSRHQTVKQTPRDDGEGEREDEALCQPAS

NTDB id 668344 MON37 RS04770 WP 039409903.1 QMLKNNWLRFLNNPPEHTDFSFSEDAPQPTAAQNRHLSDDLYQAAVIPARGFQFIRHTSFTGLSRQVKTRDDEREELQPA 956
NTDB id 1132 OK783 RS01905 WP 010951035.1 TMLKRNWRRVADNAPAGTDFTFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPS 953
consensus !!! !! ! !*! *!!!*!*!!!!*! ! * * ! !! !!! !*!!!!!!*!!!* !*! !* *!

logo LDAPAETASAVEPATEMPRSESETTTLPVPSDTADLSDTGNI
T
D
S IHDHFPKRGATNQAGLVCLHE I

MLEDKFDKFAGQASAAEESQESSTL IADEKTLKTKRYGFDEEP I
LWLTDPAVAK

NTDB id 668344 MON37 RS04770 WP 039409903.1 LDPAETAAETERSSETTLPVSDDLTNTDIHHFPRGANAGVCLHEMLEKFDFAQSAESQSSLIAETLTRYGFDPLWTDAVK 1036
NTDB id 1132 OK783 RS01905 WP 010951035.1 LDAAETSVPAMPSET.....PTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVA 1028
consensus !!*!!! * *! ****** !!*!!*! *!!*!!!!*!! ! !*! ! ! *!!!* ! *!!!***! *!!
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NTDB id 668344 MON37 RS04770 WP 039409903.1 QMLDTCRKTRLVA.QSLSEIPPERCLPEMGFTLYTEDFKLHDLRRWFARENSSLPPECIEAAERLDFQDVQGFLNGFIDM 1115
NTDB id 1132 OK783 RS01905 WP 010951035.1 EMAEACRKTPLTGAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGFIDM 1108
consensus ! * !!!!*! ** !!*!!! ** !!!!!!!*!!!! !* !! ! !!* !!* ! !!! !!!* !*!!!!!!!!!



logo VCQDPSDDGLNI
VC I IDYKSNHLGSDNAEAYTQRQAMDNEAVADHHQHYYLQAL IYAI
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NTDB id 668344 MON37 RS04770 WP 039409903.1 VCQDSDDLVCIIDYKSNHLGDNAEAYTQQAMNEAVADHHYYLQALIYAIAVARYFKLRGKPLPKIAIRYLFLRGLDGTDN 1195
NTDB id 1132 OK783 RS01905 WP 010951035.1 VCQDPDGNICIIDYKSNHLS....AYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGG 1184
consensus !!!!*! *!!!!!!!!!! ****!!! !!! !!!!**!!!!!!!!!!*! !!!!!!!! !** * *!!!!!!!!!!
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L

NTDB id 668344 MON37 RS04770 WP 039409903.1 GIWQWDLDTESLAQWL 1211
NTDB id 1132 OK783 RS01905 WP 010951035.1 GVWRWDIDAAALEQIK 1200
consensus !*! !!*! ! !
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