
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAGAQAMQATQTHRKYAI IMDNERNQLPEVKGWENGQSYSTI
L
K
R
D
EKDGRERKF IYNTKNDQRGNGKLNQQGNGNFS

NTDB id 21132 NGO RS00260 WP 010950983.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGAQAQTQTRKYAIIMDERNQPEVKWEGSYSTLREKDGERKFIYTNQRNKLNQQNNF 85
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGA...MAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGG....GGS 78
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!**** !!*!!!!!! !!!!*!!! ! !!!***!! !!!!!! ! ****

logo

I
V
F
SFDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHTTQRAGLAGYAVYTDGVICRDSTGNQCPQLVYEKTKRFSFDGN

NTDB id 21132 NGO RS00260 WP 010950983.1 ISFDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRAGLAGYVYTGVICRDTGQCPQLVYKTRFSFDN 170
NTDB id 1090 CAA90909.1 1..3114( ) VFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDG 162
consensus * !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! !!!!!! !! !!!! * !!!!!!! !*!!!!

logo

I
TGLAKNATGRSLDRHPTDEPSRENSP IYKLKSDHYPWLGVSFNLGSEGNTAVKDGKRSFSNKL IVSSFDSEGNNSNNSNQNTI

LVSYTTERGHRS I SLGSDWKQRE
NTDB id 21132 NGO RS00260 WP 010950983.1 TGLAKNTGRLDRHTEPSRENSPIYKLSDYPWLGVSFNLGSEGTAKDGRSSNKLVSSFDENNSNSNQNLVYTTEGHRISLGDWQRE 255
NTDB id 1090 CAA90909.1 1..3114( ) IGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVSTTRGHSISLSDWKRE 245
consensus !!!!! ! !!!!**!!!!!!!!!!! !*!!!!!!!!!!!! ! !!!*! !!!*!!! ! !** !! *! !! !! !!! !! !!

logo

H
STAMAYYLNAKLHLLDKKQGR I EDNIAPQGKTVDLGTLRPRVEATKTTVNNRRWGENLLNSFWATWKI EDKGNITVRLGLPEVKAGRCTVNKTAHNPNP

NTDB id 21132 NGO RS00260 WP 010950983.1 STAMAYYLNAKLHLLDKQRIENIAPGKTVDLGTLRPRVETKTNNWGNLLSFWATWKIEDKGNITVRLGLPEVKAGRCTNTAHPNP 340
NTDB id 1090 CAA90909.1 1..3114( ) HTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATV.RRGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNP 329
consensus *!!!!!!!!!!!!!!!! !! !!*!!!!!!!!!!!!!! * ! !! !!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!!

logo NAKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKRTDPAGKRPGRHSLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRL

NTDB id 21132 NGO RS00260 WP 010950983.1 NAKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTRTDPARPGRHSLAALDTQNIKSREPNFNSRQTVIRL 425
NTDB id 1090 CAA90909.1 1..3114( ) NAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRL 414
consensus !!!!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! *!!!**!!!!!! ! * !!!!!!!! !!!*!!!

logo

N
PGGVRYEKIKNLSDGKRNGNGTERVAVGNFINGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWKSKNI

VLLPWTAVRGYFYAGDNDDNI
KFKATFNKQEPENNSKTNQDNGNKKPKQYSQKYR I

S

NTDB id 21132 NGO RS00260 WP 010950983.1 PGGVYKINSGKNGGRVAGINGNDGKNDTFGIYKDRLVTPEADEWSNILLPWTARYYGNDDIFKTFNQPNSKTQNGKKQYSQKYRI 510
NTDB id 1090 CAA90909.1 1..3114( ) NGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEEN..NDNKPKYSQKYRS 497
consensus *!!! ! *! ! !!!!! !!!!!! !! ! !* !! *!!!!! ! ** ! !! !! * *** !* !!!!!!

logo RTKEDDNNDKGKEPRDNLGDIVNSP IVAVGEGYLATSANDGMVHI
LFKQRNSGGTDKQRGSYENLKLSYIPGTMEPRKDI EQGNNTDESDTLAKDELVRATFAEKGY

NTDB id 21132 NGO RS00260 WP 010950983.1 RTKEDDNDKPRDLGDIVNSPIVAVGGYLATSANDGMVHLFKRNGTDQRGYELKLSYIPGTMERKDIEGNDSDLAKELRAFAEKGY 595
NTDB id 1090 CAA90909.1 1..3114( ) R...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGY 579
consensus !***! ! *! !!!!!!!!!!!!! !!!!!!!!!!!!*!! ! ! ! ! !!!!!!!!!!*!!!! *! !!!**! !!!!!!



logo VGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDLSTKAIDGNSDYPATAAVPSLFDVKDNGNDGNNGKNNRVKVELGYTVGTPQIG

NTDB id 21132 NGO RS00260 WP 010950983.1 VGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLSKIDGNYPAAAPLFDVKNGDNNGKNRVKVELGYTVGTPQIG 680
NTDB id 1090 CAA90909.1 1..3114( ) VGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGNNR..VELGYTVGTPQIG 661
consensus !!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!*! !! ! ! *!!!!! !!! !!**!!!!!!!!!!!!!

logo KTHQDNGKYAAFLASGYAATKENI IGTSGDNKTALYVYDLEGNGSTGNNSL IKKI EVPQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRF
NTDB id 21132 NGO RS00260 WP 010950983.1 KTQNGKYAAFLASGYAAKN.IGSGDNKTALYVYDLE.NGSGSLIKKIEVQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRF 763
NTDB id 1090 CAA90909.1 1..3114( ) KTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRF 746
consensus !!* !!!!!!!!!!!! ! *! !!!!!!!!!!!!!!*!!* !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DLSDSQSDNPDQKQWSVRTI FEGDTKP ITSAPAI
VSQRLAKDKRVVI FGTGSDLSTEDEDVDLNMTEGEQYIYGI FDDDKTAGTTVGKTVTVNVFQNSDGSTGGGLLEQV

NTDB id 21132 NGO RS00260 WP 010950983.1 DLSDSNPDKWSVRTIFEGDKPITSAPAVSRLADKRVVIFGTGSDLTEDDVLNTGEQYIYGIFDDDKGTVKVTVQNGTGGGLLEQV 848
NTDB id 1090 CAA90909.1 1..3114( ) DLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQV 831
consensus !!! ! !!!!!!!!! !!!!!!!!*! ! !!!!!!!!!!!!!*!*!! ! !!!!!!!!!!! *! *!!!!!!!!

logo LKRERDENDNKTLFLTDNYKGRSDGSGNSKGWVVKLKDEGQRVTVKPTVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP I
NTDB id 21132 NGO RS00260 WP 010950983.1 LKEEN..KTLFL..NKGSDGSGSKGWVVKLKEGQRVTVKPTVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPI 929
NTDB id 1090 CAA90909.1 1..3114( ) LRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPI 916
consensus !* *!**!!!!!** ! !!!!! !!!!!!!!*!!!!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!

logo VPDEANNTAQVAQYSGHKQKGMTNGKS IP IGCMQWKNSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRC

NTDB id 21132 NGO RS00260 WP 010950983.1 VPDN..QVAQYSGHQK.MNGKSIPIGCMWKNGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRC 1011
NTDB id 1090 CAA90909.1 1..3114( ) VPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRC 1001
consensus !!* ** !!!!!!! !* !!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!
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logo FSGQKGVRTLLMNDLDSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 21132 NGO RS00260 WP 010950983.1 FSGKGVRTLLMNDLDSLDITGPMCGIKRLSWREVFF. 1047
NTDB id 1090 CAA90909.1 1..3114( ) FSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !! !!!!!!!!!!!!!!!!!!! !!*!!*!!!!!!*
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