
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGGAMAQTHRKQYAI IMNERNQLPEVKQGWNGQSYSTIKDKDREKREKFYI
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NTDB id 21633 NMA RS03075 WP 010981100.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGAMAQTRQYAIIMNERNQPEVQWNGSYS.IKDKDRKREYTHHNHQQGGSSVSFNNS 84
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNT 84
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!* !!!!!!!!!!*!! !! !!*!!!!!! ! * ** * !! !! ! !*

logo DETLVSQRQRSGTAVFGTATYLPPYGKVSGFDAADAGLKQEKRNNAVDWIHTTHQAPGLAIGYASYDTDGVI
VCRSANTDQCPKQLVYEKTKRFSFDGNI
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NTDB id 21633 NMA RS03075 WP 010981100.1 DELVSRQSGTAVFGTATYLPPYGKVSGFDAAALKERNNAVDWIHTTHPGLIGYSYDGVVCRSATDCPKLVYKTRFSFDNPDLAKT 169
NTDB id 1090 CAA90909.1 1..3114( ) DTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDGIGLAKN 168
consensus ! !!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!!**!! !! ! !*!!!* !! !!! !*!!!! * !!!

logo

A
GGGSLDKRHPTDEPSRDENSP IYKLKDHPWLGVSFNLGASEGNI

T
A
VKDNGKSTFINKL IVSSFNSEGKNNSNNQNTI

LVSYTTERGHRDS I SLGSDNWKQREHTTAMAYYL
NTDB id 21633 NMA RS03075 WP 010981100.1 GGGLDKHTEPSRDNSPIYKLKDHPWLGVSFNLGAEGIAKNGKTINKLVSSFNEKNSNNNLVYTTEGRDISLGNWQRETTAMAYYL 254
NTDB id 1090 CAA90909.1 1..3114( ) AGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAYYL 253
consensus *! !!*!**!!!*!!!!!!!!!!!!!!!!!!!! ! ! !!* !!!*!!! ! ! !* *! !! !* !!! ! !!*!!!!!!!

logo NAKLHLLDKKGQI EQDNIATQDGKTVDQLGTVLKRPRS IVDEAVRTTVRNTGRTAGEGI
LLNSFYWAKTWDKI EKDKTGNQIPTVKRLGSLPTEQVKAGRCVNKADNPNKPNATKATPSS

NTDB id 21633 NMA RS03075 WP 010981100.1 NAKLHLLDKKQIQNIT.DKTVQLGVLKPSIDVRTRNTGTAGILSYWAKWDIKDTGQIPVKLSLTQVKAGRCVNKDNPNKNTKTSS 338
NTDB id 1090 CAA90909.1 1..3114( ) NAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPS 335
consensus !!!!!!!!!! ! ! * !!! !! !*! ** !*** * *! *!! ! ! ! !*!*!*! !* !!!!!!!!! !!!*! ! *!

logo PALTAPALWFGAPGVKQDGKAEMYSASVSTYPDSSSSR I FYLQNLKRKTDPTGSKRPGRHYSLAETLNTEKNSDI EKSREPNSFTGSRQTI
V IRLDNGGVQREQ

NTDB id 21633 NMA RS03075 WP 010981100.1 PALTAPALWFGAGQDGKAEMYSASVSTYPDSSSSRIFLQNLKRKTDTSRPGRYSLATLNKSDIESREPSFTSRQTVIRLDGGVQQ 423
NTDB id 1090 CAA90909.1 1..3114( ) PALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVRE 420
consensus !!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!* *!!!*!! !! !! !!!! !! !!!*!!! !!!

logo IKLDRNNTEVTVGNFNGNDGKNNDTFGIVKSDEGLGSFVEMPDATSEWKKVLLPWTVRAGFANDYDGNKRFKNATFVNKEENNDNGNKPKYSQKYRSRDNNGNKGHER
NTDB id 21633 NMA RS03075 WP 010981100.1 IKLDRNNTEVTGFNGNDGKNDTFGIVSEGSFMPDASEWKKVLLPWTVRAFNYDGRFNTVNKEEN.NGKPKYSQKYRSRNNGKHER 507
NTDB id 1090 CAA90909.1 1..3114( ) IKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGER 505
consensus !!!!!!!!!! !!!!!! !!!!!!! * !! !!!!!!!!!!!!!*! ! *! !!!!!* !!!!!!!!!!! ! !*!!

logo NLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPRKDI EQNSKTDESTLAKDELVRATFAEKGYVGDRYGVDGGF
NTDB id 21633 NMA RS03075 WP 010981100.1 NLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIESKDSTLAKELRAFAEKGYVGDRYGVDGGF 592
NTDB id 1090 CAA90909.1 1..3114( ) NLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGF 590
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!**! !!!!!!!!!!!!!!!!!
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KQKNHRFVFMFGAMGFLGGRGAYALDLTKADDGNSDPTAKAVSLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAF

NTDB id 21633 NMA RS03075 WP 010981100.1 VLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLTKADDNDPTKASLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHNGKYAAF 677
NTDB id 1090 CAA90909.1 1..3114( ) VLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYAAF 671
consensus !!!** * ! * !!!!!!! !!!!!!!!!!!!!! !!! !!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo LASGYATKEQI IDTSGDENKTALYVYDLEGSNGNTGNNTL IKRKI EVPTDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKNMYRFDLSGSNQDNPNQQSW
NTDB id 21633 NMA RS03075 WP 010981100.1 LASGYATKQ.IDSGENKTALYVYDLESNN.GTLIRKIEVTDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGKMYRFDLSGNNPNSW 760
NTDB id 1090 CAA90909.1 1..3114( ) LASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQW 756
consensus !!!!!!!! *! !!*!!!!!!!!!!! ! * !!*!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! * !* !

logo

S
TVRTI FEQGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEDEDVDLNSMTDEEQHYIYGI FDDNDTANTGTGTATVNFQESDGLSGGKGLLEQKVLRSRDENDENKTL

NTDB id 21633 NMA RS03075 WP 010981100.1 TVRTIFQGTKPITSAPAISQLKDKRVVIFGTGSDLSEDDVLSTDEQHIYGIFDNDTNTGTA..QEGLGKGLLEQKLS..EENKTL 841
NTDB id 1090 CAA90909.1 1..3114( ) SVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTL 841
consensus *!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! *!!*!!!!!! !! ! ** ! !!!!! ! ** *!!!!

logo FLTDYKRSDGSGDNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPAEANSTAKVAQ
NTDB id 21633 NMA RS03075 WP 010981100.1 FLTDYKRSDGSGDKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPAANSKVAQ 926
NTDB id 1090 CAA90909.1 1..3114( ) FLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQ 926
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !!!

logo YSGDHKKGTSTNSGKS IP IGCMEQKDSGNEGI
TVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI
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NTDB id 21633 NMA RS03075 WP 010981100.1 YSGDKKTSSGKSIPIGCMEKDGGTVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLL 1011
NTDB id 1090 CAA90909.1 1..3114( ) YSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLL 1011
consensus !!!*!! * !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!

<0

logo MNDLDSLDITGPMTCGMKRI SWREVFYO
NTDB id 21633 NMA RS03075 WP 010981100.1 MNDLDSLDITGPMCGMKRISWREVFY. 1037
NTDB id 1090 CAA90909.1 1..3114( ) MNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!! !!!!!!!!!!!!!
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