
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHYKYAI IMNEQRNQLPEKVKGQENGQSYSTI
L
K
R
D
EKDRERKF IYNKDGGRGSGGGSVFSFDNNSTD

NTDB id 27222 NMC RS02010 WP 011798779.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTYKYAIIMNEQNQPKVKQEGSYSTLREKDRERKFIYNKGGSGGGSVSFNNSD 85
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNTD 85
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!* !! ! !!!***!!!!!!!!!!! !!!!! ! !*!

logo

E
TLVSQQRSGTAVFGTATYLPPYGKVSGFDADAGLKQEKRNNALVDNWIHNTTQRAPGLAGYASYATDNVICRDSTNRQCPQLFVYETKFASFDSGNI

K
D
GLAVKNNA

NTDB id 27222 NMC RS02010 WP 011798779.1 ELVSQQSGTAVFGTATYLPPYGKVSGFDADALKERNNALNWINTTRPGLAGYSYANVICRDTRQCPQLFYETKFAFSNKDLVNNA 170
NTDB id 1090 CAA90909.1 1..3114( ) TLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDGIGLAKNA 169
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!*! !!!!* !!*!! *!!!!! ! !!!! * !!!!! !!!!! ! ! !!

logo GRSLDRHPDPSRENSP IYKLKDHPWLGVSFNLGSEGNTAVKDGKSVFSNKL I SSFSEDGNNNQTIVSTTRDGHPS I SLGSDQWKQREHTAMAYYLN
NTDB id 27222 NMC RS02010 WP 011798779.1 GRLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSEGTAKDGKVSNKLISSFSEDNNNQTIVSTTRDHPISLGDQQREHTAMAYYLN 255
NTDB id 1090 CAA90909.1 1..3114( ) GSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAYYLN 254
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!! !!!!!!!!! !!!!!!!!!!! !*!!! ! !!!!!!!!!!!

logo AKLHLLDKKGI EKDIAQGKTVDLGTLRPRVEATKTTVNNRRWGENLLNFWAVTWKI EDKNGNQIPTVKRLGLPEVKAGRCTVNAKAHNPNPSKNAKAPPSPAL
NTDB id 27222 NMC RS02010 WP 011798779.1 AKLHLLDKKGIKDIAQGKTVDLGTLRPRVETKTNNWGNLLNFWVTWKIEDNGQIPVKLGLPEVKAGRCTNAAHPNSKAKPPSPAL 340
NTDB id 1090 CAA90909.1 1..3114( ) AKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATV.RRGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPAL 338
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!! * ! !!!!! !!!!!! !*!*!*!!!!!!!!!!! ! !*!!* !!*!!!!!

logo TAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPGKRPGRHYSLAEATLDTAENQDNIKSHREPNRFNTGRQTI
V IRLNPGGVRYEKIKSL

NTDB id 27222 NMC RS02010 WP 011798779.1 TAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPGRPGRYSLAALDAQNIKSHEPRFNGRQTVIRLPGGVYKISL 425
NTDB id 1090 CAA90909.1 1..3114( ) TAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKL 423
consensus !!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!!*!!!*!! ! * !!!*!! ! !!!!*!!!*!!! ! !

logo

D
GRNGNGTERVAVGNFINGNDGKNNDTFGI FVKDLRGYVETPDEATDSEWKSEKMVLLPWTVRAGFANDDGNKRFKNATFVNKEENNDNGNKPKYSQKRYR I

SRDENGNKNGEKRDNL
NTDB id 27222 NMC RS02010 WP 011798779.1 GRNGGRVAGINGNDGKNDTFGIFKDRYVTPEADEWSEMLLPWTVRAFNDDGRFNTVNKEEN.NGKPKYSQRYRIRENGNNGKRDL 509
NTDB id 1090 CAA90909.1 1..3114( ) DRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNL 507
consensus !! ! !!!!! !!!!!! !! ! !* !! *!!!!!!!*! !! *! !!!!!* !!!!!!*!! !*!*! ! ! !

logo GDIVNSP IVAVGEGYLATSANDGMVHI FKQSGGDKRGSYNLKLSYIPGTMPRKDNI EQNNTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVL
NTDB id 27222 NMC RS02010 WP 011798779.1 GDIVNSPIVAVGGYLATSANDGMVHIFKQSGGDKRGYNLKLSYIPGTMPRKNIENNDSTLAKELRAFAEKGYVGDRYGVDGGFVL 594
NTDB id 1090 CAA90909.1 1..3114( ) GDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVL 592
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! ! ! *!!!!!**! !!!!!!!!!!!!!!!!!!!



logo RKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFGGRGAYALDLTKADDGNSDPTAKAVSLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLA

NTDB id 27222 NMC RS02010 WP 011798779.1 RRITDDQDKQKHFFMFGAMGFGGRGAYALDLTKADDNDPTKASLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLA 679
NTDB id 1090 CAA90909.1 1..3114( ) RKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYAAFLA 673
consensus !** * ! * !!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo SGYATKEKIDITDSGPDTNKTALYVYDLEGNNGNGTNNTLP IAKKI EVPGNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNSNQDPQTKQWSV
NTDB id 27222 NMC RS02010 WP 011798779.1 SGYATKKID.DPTNKTALYVYDLENNNG.TPIAKIEVPNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSNNDPTKWSV 762
NTDB id 1090 CAA90909.1 1..3114( ) SGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSV 758
consensus !!!!!! ! * * !!!!!!!!!!! ! * *! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!! !!!

logo RTI FEKGTPDKP ITSAPAI
VSKQLKDKRVVI FGTGSDLSEDEDVDKNKMDEEIQSYIYGI FDDNDTAGTDTGTVANEFESDGQSGGKGLLEQHVLRTRDNQDEDNKTL

NTDB id 27222 NMC RS02010 WP 011798779.1 RTIFKGTPDKPITSAPAVSKLKDKRVVIFGTGSDLSEDDVDKKDIQSIYGIFDNDTGTD..VAEEGQGKGLLEQHLT..QEDKTL 843
NTDB id 1090 CAA90909.1 1..3114( ) RTIFEGT..KPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTL 841
consensus !!!! !!**!!!!!!!!*! !!!!!!!!!!!!!!!!!*!!! * ! !!!!!! !!*! **! ! !!!!!*! **** !!!

logo FLTDYKRSDGSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGKLTKKSARP IVPEANTAVAQ
NTDB id 27222 NMC RS02010 WP 011798779.1 FLTDYKRSDGSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQ 927
NTDB id 1090 CAA90909.1 1..3114( ) FLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQ 926
consensus !!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YSGHKKQGTATKNGKS IP IGCMQWKNSNE I
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLL

NTDB id 27222 NMC RS02010 WP 011798779.1 YSGHKQTAKGKSIPIGCMWKNNETVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLL 1012
NTDB id 1090 CAA90909.1 1..3114( ) YSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLL 1011
consensus !!!!! !!!!!!!!! ! !! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!

<0

logo MNDLDSLDITGPTCGMKRI SWRE I
VFYO

NTDB id 27222 NMC RS02010 WP 011798779.1 MNDLDSLDITGPTCGMKRISWREIFY. 1038
NTDB id 1090 CAA90909.1 1..3114( ) MNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!
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