
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAGMQAQAQTHYKYAI IVMNERKNQLPEVKGWKNGQYNSQTSAI
LKDKDGRERKTF ISHYNTKSDQKRGNKF

NTDB id 185159 A9Y60 RS00280 WP 050156293.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGQAQAQTYKYAIVMNERKQPEVKWKGQYNQSALKDKGRERTFSHTSQKNKF 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAM..AQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRG.. 74
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NTDB id 185159 A9Y60 RS00280 WP 050156293.1 GITSNFISFNNNDELVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIHTTRPGLAGYGYDGIRCGSAQDCPK 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQ 151
consensus ** * ! ! ! !!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!!!! *!!!!!*! * ! !** !!

logo LTVYEKTKRFSFDGNI
P
G
NLAVKNTARGGSLDRHPTDEPSRENSP IYKLKDHPWLGVSFNLGGSEGNTAVKDGKRSFSNSKL IVSSFDSEGNNSNNSNQNTI

LV
NTDB id 185159 A9Y60 RS00280 WP 050156293.1 LTYKTRFSFDNPNLVKTRGGLDRHTEPSRENSPIYKLKDHPWLGVSFNLGGEGTAKDGRSSSKLVSSFDENNSNSNQNLV 240
NTDB id 1090 CAA90909.1 1..3114( ) LVYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIV 229
consensus ! ! !*!!!! * ! ! ! !!!!**!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!*! !!*!!! ! !** !! *!
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S
YTTERGHRS I SLGSDNWKQREHTTAMAYYLNAKLHLLDKKGQI EDNIAPQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGLRGSEGLLNFWASKTWDKI EKDKNGNQ

NTDB id 185159 A9Y60 RS00280 WP 050156293.1 YTTEGHRISLGNWQRETTAMAYYLNAKLHLLDKKQIENIAPGKTVRLGVLKPSIDVKTQNTGLSGLLNFWSKWDIKDNGQ 320
NTDB id 1090 CAA90909.1 1..3114( ) STTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGN 306
consensus !! !! !!! ! !!*!!!!!!!!!!!!!!!!! !! !!*!!!! !! !*! ** *** !!!!! ! ! ! !*

logo I PTVKRLGLPEQVKAGRC I
VNKAPNPNKPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPG

NTDB id 185159 A9Y60 RS00280 WP 050156293.1 IPVKLGLPQVKAGRCINKPNPNKNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPG 400
NTDB id 1090 CAA90909.1 1..3114( ) ITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPG 386
consensus !*!*!!!! !!!!!!*!!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!

logo RHSLAEATLDTETNQDNIKSREPNFNTGSRQTI
V IRLNPGGVRYEKIKNLPDVKRNGNGTERVAVGNFNGNDGKNNDTFGIVYKDLRGLVETPDEATDSEWKSEKVLLPWT

NTDB id 185159 A9Y60 RS00280 WP 050156293.1 RHSLAALDTQNIKSREPNFNSRQTVIRLPGGVYKINPVKNGGRVAGFNGNDGKNDTFGIYKDRLVTPEADEWSEVLLPWT 480
NTDB id 1090 CAA90909.1 1..3114( ) RHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWT 466
consensus !!!! ! * !!!!!!!! !!!*!!!*!!! ! * *! ! !!!!!! !!!!!! !! ! !* !! !!!!!!
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KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI FKKQSTGGTDEK

NTDB id 185159 A9Y60 RS00280 WP 050156293.1 ARYYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHIFKKTGTDE 560
NTDB id 1090 CAA90909.1 1..3114( ) VRGFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDK 541
consensus ! ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!!!! *! !



logo RSYENLKLSYIPGTMEPRKDI EQNQTDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKS IVDTDNDLQDNGRQKNHRFVFMFGAMGFLGGRGAYAL
NTDB id 185159 A9Y60 RS00280 WP 050156293.1 RSYELKLSYIPGTMERKDIENQDSTLAKELRTFAEKGYVGDRYGVDGGFVLRSITDDQDRQKHFFMFGAMGLGGRGAYAL 640
NTDB id 1090 CAA90909.1 1..3114( ) RSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYAL 620
consensus !!! !!!!!!!!!!*!!!! ! *!!!!!**!!!!!!!!!!!!!!!!!!!!!! * * ! * !!!!!!! !!!!!!!!

logo DLSTKAIDGSDNPTVAGVSLMFDVKQDNENGSNNGKNNGRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEGNG
NTDB id 185159 A9Y60 RS00280 WP 050156293.1 DLSKID.SNPVGVSMFDVQNES..KNNGVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKQIA.SQENKTALYVYDL.GNG 715
NTDB id 1090 CAA90909.1 1..3114( ) DLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNG 700
consensus !!*! !*! ! *!!*!!! ** !! ! !!!!!!!!!!!!!* !!!!!!!!!!!! ! ! *! *!!!!!!!!!!*!!!
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NTDB id 185159 A9Y60 RS00280 WP 050156293.1 SGSLIKKIEVQGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDKPSEWTVRTIFQGTKPITSAPAVSRLADK 795
NTDB id 1090 CAA90909.1 1..3114( ) TNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDK 780
consensus * !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!!!! !!!!!!!!!!*! ! !!

logo RVVI FGTGSDLSEEDVDVGNKMDEEQQYIYGI FDDDKTAGTGTGTTVKVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGSGNGNKGWV
NTDB id 185159 A9Y60 RS00280 WP 050156293.1 RVVIFGTGSDLSEEDVVGKDQQYIYGIFDDDKGTGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGSNGKGWV 873
NTDB id 1090 CAA90909.1 1..3114( ) RVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGT..VNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWV 858
consensus !!!!!!!!!!!!!!!! * !!!!!!!!!! *! ** *!!!!!!! ! ****! !!!!* ! ! !! !!!!

logo VKRLKRDEGEQRVTVKPTVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHDNTASVAQYSGHKKGTATDNGKS
NTDB id 185159 A9Y60 RS00280 WP 050156293.1 VRLREGERVTVKPTVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPDHD.SVAQYSGHKKTADGKS 952
NTDB id 1090 CAA90909.1 1..3114( ) VKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKS 938
consensus !*!**! !!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!** * !!!!!!!!! !!!
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NTDB id 185159 A9Y60 RS00280 WP 050156293.1 VPIGCMWKNGKTACPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSL 1032
NTDB id 1090 CAA90909.1 1..3114( ) IPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSL 1018
consensus *!!!!! ! !!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!
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NTDB id 185159 A9Y60 RS00280 WP 050156293.1 DITGPMCGIKRLSWREVFF. 1051
NTDB id 1090 CAA90909.1 1..3114( ) DITGPTCGMKRISWREVFY* 1037
consensus !!!!! !!*!!*!!!!!!*
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