
logo MNKTLWKRQVFRHTALYATAI LMFSHTGGGGAGMQAQATQTHKYAI IVMNENQRKNLQLPEVKGWGNGNDQYSSTI
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NTDB id 232833 CCD88 RS10350 WP 149449394.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGGQAQTQTHKYAIVMNNQKLPEVKWGNDYSSLTDKSNEREVTHTSKFVVAKK 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAM..AQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKD...RGG 75
consensus !!!! !!!!!!!!!!! !!!!!!!!!!!!* ** !!!!!!!*!! *!!! !!** !! !! * ***

logo

G
H
G
I SFVFSFDNNTDETLVVASEQKQKRDGATAVVFGATATYLPPYGKVSGFDATADGKLAQEKRKNNALVDQWIGHTTHQAPGLAIGYANYQTDVI

TCARSGNNQCPEQLSVYER
NTDB id 232833 CCD88 RS10350 WP 149449394.1 HISFSFNNTDEVVAEKKDAVVFGAATYLPPYGKVSGFDTAKLAERKNALDQIGTTHPGLIGYNYQDVTCASGNCPELSYR 160
NTDB id 1090 CAA90909.1 1..3114( ) GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYE 155
consensus * ! ! !!! *! * !!! !!!!!!!!!!!!!! ! ! !!*! !*!!**!! !! ! !! ! ! *!! ! !
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NTDB id 232833 CCD88 RS10350 WP 149449394.1 TQFTFNNGLKRNGNGGRLDIYEDKSRDSSPIYKLKDYPWLGVSFNLGGESSFKPKR.QGSLVSSFSEDVTQQNGTQDQYK 239
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFD.GIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTI...... 228
consensus ! !*! *!* !*! !! **!*!!* !!!!!!!!*!!!!!!!!!! ! * !* ** !*!!!!! *! ******
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S
TTDTDRGYHNS IKGSLNKSDNHWKQDREKHHTAMVAFYYLNAKLHLLDKKGQI EKDNIAQGKVTVDLGTLKRPTR I

VEAPTDVARRWGKNRQEGLSLYFNFNNWAGTWKT
NTDB id 232833 CCD88 RS10350 WP 149449394.1 SKNLVYTTDDYNSKGNKNHQDKHHAVAFYLNAKLHLLDKKQIKNIAQGVTVDLGTLKTRIEPTDAWKNRQGSYFNNGTWT 319
NTDB id 1090 CAA90909.1 1..3114( ) .....VSTTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRG...ELLNFWATWK 300
consensus ***** *! *! * !*!*!*!!!!!!!!!!!! ! !!!! !!!!!!!**!*!*! *** *!!
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NTDB id 232833 CCD88 RS10350 WP 149449394.1 YEEKGSVSVKLKLPEVKAGRCITTPNPNPKSKAPSPALTAPALWFGAGQDGKAEMYSASVSTYPDSSSSRIYLQNLKRKT 399
NTDB id 1090 CAA90909.1 1..3114( ) IEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKT 380
consensus !*!! **!*! !!!!!!!!!* *!!!! !!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DPSGNKRPGRHYSLAEDTLSTAENSDIKQSKREPNTFTGSRQTI IRLDNGGVREHIKQLDRNNETEVTVNSFNGNDGDNNDGTFGIVKNDEGLGSVEVPDESTNSEWKK
NTDB id 232833 CCD88 RS10350 WP 149449394.1 DSNRPGRYSLADLSASDIQSKEPTFTSRQTIIRLDGGVRHIQLDRNNE.VTSFN...GDNGTFGIVNEGSVVPESNEWKK 475
NTDB id 1090 CAA90909.1 1..3114( ) DPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKK 460
consensus !* *!!!*!! !* !! !*!! !! !!!!!!! !!!!*! !!!!! *! !!***! ! !!!!! * ! !** !!!!

logo VLLPWTVRGFADDNSKFKAFNKEEKNNDNKPKYSQKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGNSG

NTDB id 232833 CCD88 RS10350 WP 149449394.1 VLLPWTVRGFADDSKFKAFNKEKNNDNKPKYSQRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNG 555
NTDB id 1090 CAA90909.1 1..3114( ) VLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ.SG 538
consensus !!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!*!! !*!*! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !



logo GDAKRDSYNSLKLSYIPGTMPRKDIQNSQTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAY
NTDB id 232833 CCD88 RS10350 WP 149449394.1 GDARDYSLKLSYIPGTMPRKDIQSQDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAY 635
NTDB id 1090 CAA90909.1 1..3114( ) GDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAY 618
consensus !! ! ! !!!!!!!!!!!!!!!! *!!!!!**! !!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!!!

logo ALDLTKADGNSDPTAKAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKE I ITSGDENKTALYVYDLEGN
NTDB id 232833 CCD88 RS10350 WP 149449394.1 ALDLTKADGNDPTKASLFDVKDNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLASGYATKEI.TSGENKTALYVYDLEN 714
NTDB id 1090 CAA90909.1 1..3114( ) ALDLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEG 698
consensus !!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!

logo NGNGTNNTLP IAKKI EVPGNGKGGLSSPTLVDKDLDGTI
VDIAYAGDRGGKNMYRFDLSSQDSPDQQWSTVRPTI FEGTKP ITSAPAI SQLK

NTDB id 232833 CCD88 RS10350 WP 149449394.1 NNG.TPIAKIEVPNGKGGLSSPTLVDKDLDGTIDIAYAGDRGGKMYRFDLSSQSPDQWTVRPIFEGTKPITSAPAISQLK 793
NTDB id 1090 CAA90909.1 1..3114( ) NGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLK 778
consensus ! * *! !!!!! !!!!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!! ! !!*!!*!!!!!!!!!!!!!!!!!!

logo DKRVVI FGTGSDLSEDEDVDKNMDEEQYIYGI FDDDTAETTGNTVKNVDFLKSDGLSGGGLLEQHVLRTQRDNDEDNKTLFLTDYKRSDGSGNKG
NTDB id 232833 CCD88 RS10350 WP 149449394.1 DKRVVIFGTGSDLSEDDVDKMDEQYIYGIFDDDTETTGNVKVDLKGLGGGLLEQHLTQ..EDKTLFLTDYKRSDGSGNKG 871
NTDB id 1090 CAA90909.1 1..3114( ) DKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN..FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKG 856
consensus !!!!!!!!!!!!!!!*!!! !*!!!!!!!!!!!! !!! ! ** !!!!!!!*! *** !!!!!!!!!!!!!!!!!!

logo WVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPDEANTAKVAQYSGDHKKGTSTNSG
NTDB id 232833 CCD88 RS10350 WP 149449394.1 WVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPDANTKVAQYSGDKKTSSG 951
NTDB id 1090 CAA90909.1 1..3114( ) WVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNG 936
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!*!! * !

logo KS IP IGCMQKGSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLD
NTDB id 232833 CCD88 RS10350 WP 149449394.1 KSIPIGCMQKGNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLD 1031
NTDB id 1090 CAA90909.1 1..3114( ) KSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLD 1016
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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logo SLDITGPTCGMKRI SWREVFFYO
NTDB id 232833 CCD88 RS10350 WP 149449394.1 SLDITGPTCGMKRISWREVFF. 1052
NTDB id 1090 CAA90909.1 1..3114( ) SLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!!!!!!!*
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