
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGGAMAQTHKQYAI IMNEGRNQLPEVKGQNGVQPYSSTIKDKDRERREKFYI
TYNYKTDHRGTGGGSVFSFDNN

NTDB id 150642 WX61 RS05130 WP 003692091.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGGAMAQTHQYAIIMNGRNQPEVKQNV.PSSIKDKDRRREYTYYTHRTGGGSVSFNN 84
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG..GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDN 83
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!! !!!!!! !!!*!!! ! **!*!!!!!! ! * ! *! !!!!! ! !

logo

N
TDTLVSQQRSGTAVFGTATYLPPYGKVSGFDADAGLKQEKRNNAVDWIHRTTQRAIAGLAGYASYI

TDVICRSYNTGQCPKQLVYEKTKRFSTFDGGQI
QGLAKKR

NTDB id 150642 WX61 RS05130 WP 003692091.1 NDTLVSQQSGTAVFGTATYLPPYGKVSGFDADALKERNNAVDWIRTTRIALAGYSYIDVICRSYTGCPKLVYKTRFTFGQQGLKR 169
NTDB id 1090 CAA90909.1 1..3114( ) TDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDGIGLAK 167
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!*!! *!!!! ! !!!!!!* !! !!! !*!*! !! *

logo

K
NAGSKLDI

R
H
Y
E
PDKPSRENSP IYKLKSDHYPWLGVSFNLGSENTVKQDNGSKLSFNKL I SSFRSEGNNNQTIVSTTERGHNPS I SLGSDRWKQREHTAMVAY

NTDB id 150642 WX61 RS05130 WP 003692091.1 KAGSKLDIYEDKSRENSPIYKLSDYPWLGVSFNLGSENTVQNSKLFNKLISSFREGNNNQTIVSTTEGNPISLGDRQREHTAVAY 254
NTDB id 1090 CAA90909.1 1..3114( ) NAGS.LDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAY 251
consensus !!!*!! **!*!!!!!!!!!! !*!!!!!!!!!!!!!!! ! !!!!!!!! !!!!!!!!!!!! !**!!! ! !!!!!*!!

logo YLNAKLHLLDKKGR I EKDIAQGKTVDLGTLRPRVEATTGVRRGENLWLNSFYWATWKI EDKGNITVRLGLPEVKAGRC I
VNKAPNPNPKNASKALPSP

NTDB id 150642 WX61 RS05130 WP 003692091.1 YLNAKLHLLDKKRIKDIAQGKTVDLGTLRPRVETTGR..NWLSYWATWKIEDKGNITVRLGLPEVKAGRCINKPNPNPKS.ALSP 336
NTDB id 1090 CAA90909.1 1..3114( ) YLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSP 336
consensus !!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!! ! !** ! *!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!! *!*!!

logo ALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQENLKRTKQTDEPGKPGRHYSLEKSTLNTDEGNDE IKSREQPNSFNTGRQTI IRLDNDGGVHREL I
NTDB id 150642 WX61 RS05130 WP 003692091.1 ALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIFLQELKTQTEPGKPGRYSLKSLNDGEIKSRQPSFNGRQTIIRLDDGVHLI 421
NTDB id 1090 CAA90909.1 1..3114( ) ALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREI 421
consensus !!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!*!! !! !*!!!!!!*!! *! * *!!!! ! ! !!!!!!!! !!* !

logo KLDNGRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDEATDSEWKKVLLPWTVRGFPADDNDNKFKALFINKQEKENNDNKPDPKRYSQKRYR I
SRDENNKN

NTDB id 150642 WX61 RS05130 WP 003692091.1 KLNGSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLEADEWKKVLLPWTVRGPDNDNKFKLINQK.....PDRYSQRYRIRE..N 499
NTDB id 1090 CAA90909.1 1..3114( ) KLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNK 502
consensus !! !! ! ****! ! !!!!!!!!* ! ** !!!!!!!!!!!!!* !!!!! ! ********!!!*!! !***

logo GENRDNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQSTGGTDKQRGSYENLKLSYIPGTMPRKQDYFIDQNDTTSALKDESTLAKQDELVRTFAEKGYVGD
NTDB id 150642 WX61 RS05130 WP 003692091.1 GNRDLGDIVNSPIVAVGGYLATSANDGMVHIFKKTGTDQRGYELKLSYIPGTMPRQYFDNDTSALKDSTLAQELRTFAEKGYVGD 584
NTDB id 1090 CAA90909.1 1..3114( ) GERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNT.....ESTLAKDVRTFAEKGYVGD 582
consensus ! ! !!!!!!!!!!!!! !!!!!!!!!!!!!!! *! ! ! ! !!!!!!!!!!!! ! ******!!!! **!!!!!!!!!!!



logo RYGVDGGFVLRKQVDNLNGQDNRVFMFGAMGFLGGRGAYALDLSTKAIDNEGKSDYPATAAVPSLFDVKDNGNDGKNNGKNNGKNRVERVELGYTVGTPQIGK
NTDB id 150642 WX61 RS05130 WP 003692091.1 RYGVDGGFVLRQV.NLNGQDRVFMFGAMGLGGRGAYALDLSKINEKYPAAAPLFDVKNGDKNGKNGKNRVEVELGYTVGTPQIGK 668
NTDB id 1090 CAA90909.1 1..3114( ) RYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGN...N..RVELGYTVGTPQIGK 662
consensus !!!!!!!!!!! !*!!!!! !!!!!!!!! !!!!!!!!!!*! ! ! *!!!!! !! ***!** !!!!!!!!!!!!!!

logo

I
T
H
R
D
NGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEKDGNTGLTGNNTLP IAKKI EVKPGGKGGLSSPTLVDKDLDGI

TVDIAYAGDRGGNMYRFD
NTDB id 150642 WX61 RS05130 WP 003692091.1 IRNGKYAAFLASGYAAKQIA.SQENKTALYVYDLKDTL.GTPIAKIEVKGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFD 751
NTDB id 1090 CAA90909.1 1..3114( ) THDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFD 747
consensus * !!!!!!!!!!!! ! ! *! *!!!!!!!!!! * *! !!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo LSNSQSDPQSKQWSVRSTI FEGGTKP ITSAPAI
VSQRLAKDKRVVI FGTGSDLSTEDEDVDLDNMTEKEQYIYGI FDDDKTAATNTGNTVNVANSFRGSDVLSGGSGLLEQHV

NTDB id 150642 WX61 RS05130 WP 003692091.1 LSNSDPSKWSVSTIFEGGKPITSAPAVSRLADKRVVIFGTGSDLTEDDVLDTKEQYIYGIFDDDKAANNVNASRGVLGSGLLEQH 836
NTDB id 1090 CAA90909.1 1..3114( ) LSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN.FSDSGGGLLEQV 831
consensus !! !! !!! !!!!! !!!!!!!!*! ! !!!!!!!!!!!!!*!*!! !!!!!!!!!!! ! * ! !!!!!*

logo LRTQRDENDNKTLFLTDNYKRSDGSGNSKGWAVVKLKTDGGQRRVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGAETAI LG INTADGGAKLTKPKRSARP I
NTDB id 150642 WX61 RS05130 WP 003692091.1 LTQE..NKTLFL..NKRSDGSGSKGWAVKLTGGRRVTVKPTVVLRTAFVTIRKYK.DDGCGAETAILGINTADGGALTPRSARPI 916
NTDB id 1090 CAA90909.1 1..3114( ) LRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPI 916
consensus ! ***!!!!!!** !!!!!!! !!! !!! ! !!!!!!!!!!!!!!!!!*!! * ! !!!!!!!!!!!!!!!! !!**!!!!!

logo VPEANTAVAQYSGHKKGTATGNGKS IVP IGCMQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRC

NTDB id 150642 WX61 RS05130 WP 003692091.1 VPEANTAVAQYSGHKKTAGGKSVPIGCMWKNSKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRC 1001
NTDB id 1090 CAA90909.1 1..3114( ) VPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRC 1001
consensus !!!!!!!!!!!!!!!! !!!*!!!!! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!

<0

logo FSKQKGVRTLLMNDLDSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 150642 WX61 RS05130 WP 003692091.1 FSKKGVRTLLMNDLDSLDITGPMCGIKRLSWREVFF. 1037
NTDB id 1090 CAA90909.1 1..3114( ) FSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !! !!!!!!!!!!!!!!!!!!! !!*!!*!!!!!!*
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