
logo MNKTLWKRQVFRHTALYATAI LMFSHTGGGGAGMQAQAQATQTHKYAI IVMNENQRKNLQLPEVKGWGNGNDQYSSTI
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NTDB id 231803 CCD82 RS10345 WP 079870292.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGGQAQAQTQTHKYAIVMNNQKLPEVKWGNDYSSLTDKSNEREVTHTSKFVVA 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAM....AQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKD...R 73
consensus !!!! !!!!!!!!!!! !!!!!!!!!!!!* **** !!!!!!!*!! *!!! !!** !! !! * ***
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I SFVFSFDNNTDETLVVASEQKQKRDGATAVVFGATATYLPPYGKVSGFDATADGKLAQEKRKNNALVDQWIGHTTHQAPGLAIGYANYQTDVI

TCARSGNNQCPEQLSV
NTDB id 231803 CCD82 RS10345 WP 079870292.1 KKHISFSFNNTDEVVAEKKDAVVFGAATYLPPYGKVSGFDTAKLAERKNALDQIGTTHPGLIGYNYQDVTCASGNCPELS 160
NTDB id 1090 CAA90909.1 1..3114( ) GGGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLV 153
consensus * ! ! !!! *! * !!! !!!!!!!!!!!!!! ! ! !!*! !*!!**!! !! ! !! ! ! *!! !

logo YERTKQFSTFDNNGI
L
G
K
L
R
A
N
G
KNAGGRSLDI

R
H
Y
E
PDKPSRDENSSP IYKLKDHYPWLGVSFNLGGSENSSTFVKDPGKKRSFQGNKSL IVSSFSEDGNVNTNQQNTGITQDQ

NTDB id 231803 CCD82 RS10345 WP 079870292.1 YRTQFTFNNGLKRNGNGGRLDIYEDKSRDSSPIYKLKDYPWLGVSFNLGGESSFKPKR.QGSLVSSFSEDVTQQNGTQDQ 239
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFD.GIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTI.... 228
consensus ! ! !*! *!* !*! !! **!*!!* !!!!!!!!*!!!!!!!!!! ! * !* ** !*!!!!! *! ****
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YKSKNLVV
Y
S
TTDTDRGYHNS IKGSLNKSDNHWKQDREKHHTAMVAFYYLNAKLHLLDKKGQI EKDNIAQGKVTVDLGTLKRPTR I

VEAPTDVARRWGKNRQEGLSLYFNFNNWAGT
NTDB id 231803 CCD82 RS10345 WP 079870292.1 YKSKNLVYTTDDYNSKGNKNHQDKHHAVAFYLNAKLHLLDKKQIKNIAQGVTVDLGTLKTRIEPTDAWKNRQGSYFNNGT 319
NTDB id 1090 CAA90909.1 1..3114( ) .......VSTTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRG...ELLNFWAT 298
consensus ******* *! *! * !*!*!*!!!!!!!!!!!! ! !!!! !!!!!!!**!*!*! *** *!

logo WKTI
YEDEKGNS IVSTVKRLGKLPEVKAGRC I
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PNPNPKNASKAPSPALTAPALWFGAPGVKQDGKAEMYSASVSTYPDSSSSR IYLQNLKR

NTDB id 231803 CCD82 RS10345 WP 079870292.1 WTYEEKGSVSVKLKLPEVKAGRCITTPNPNPKSKAPSPALTAPALWFGAGQDGKAEMYSASVSTYPDSSSSRIYLQNLKR 399
NTDB id 1090 CAA90909.1 1..3114( ) WKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKR 378
consensus ! !*!! **!*! !!!!!!!!!* *!!!! !!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KTDPSGNKRPGRHYSLAEDTLSTAENSDIKQSKREPNTFTGSRQTI IRLDNGGVREHIKQLDRNNETEVTVNSFNGNDGDNNDGTFGIVKNDEGLGSVEVPDESTNSEW
NTDB id 231803 CCD82 RS10345 WP 079870292.1 KTDSNRPGRYSLADLSASDIQSKEPTFTSRQTIIRLDGGVRHIQLDRNNE.VTSFN...GDNGTFGIVNEGSVVPESNEW 475
NTDB id 1090 CAA90909.1 1..3114( ) KTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEW 458
consensus !!!* *!!!*!! !* !! !*!! !! !!!!!!! !!!!*! !!!!! *! !!***! ! !!!!! * ! !** !!

logo KKVLLPWTVRGFADDNSKFKAFNKEEKNNDNKPKYSQKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQG

NTDB id 231803 CCD82 RS10345 WP 079870292.1 KKVLLPWTVRGFADDSKFKAFNKEKNNDNKPKYSQRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKG 555
NTDB id 1090 CAA90909.1 1..3114( ) KKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ. 536
consensus !!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!*!! !*!*! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! *



logo

N
SGGDAKRDSYNSLKLSYIPGTMPRKDIQNSQTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRG

NTDB id 231803 CCD82 RS10345 WP 079870292.1 NGGDARDYSLKLSYIPGTMPRKDIQSQDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRG 635
NTDB id 1090 CAA90909.1 1..3114( ) SGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRG 616
consensus !!! ! ! !!!!!!!!!!!!!!!! *!!!!!**! !!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!

logo AYALDLTKADGNSDPTAKAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKE I ITSGDENKTALYVYDL
NTDB id 231803 CCD82 RS10345 WP 079870292.1 AYALDLTKADGNDPTKASLFDVKDNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLASGYATKEI.TSGENKTALYVYDL 714
NTDB id 1090 CAA90909.1 1..3114( ) AYALDLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDL 696
consensus !!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!

logo EGNNGNGTNNTLP IAKKI EVPGNGKGGLSSPTLVDKDLDGTI
VDIAYAGDRGGKNMYRFDLSSQDSPDQQWSTVRPTI FEGTKP ITSAPAI SQ

NTDB id 231803 CCD82 RS10345 WP 079870292.1 ENNNG.TPIAKIEVPNGKGGLSSPTLVDKDLDGTIDIAYAGDRGGKMYRFDLSSQSPDQWTVRPIFEGTKPITSAPAISQ 793
NTDB id 1090 CAA90909.1 1..3114( ) EGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQ 776
consensus ! ! * *! !!!!! !!!!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!! ! !!*!!*!!!!!!!!!!!!!!!!

logo LKDKRVVI FGTGSDLSEDEDVDKNMDEEQYIYGI FDDDTAETTGNTVKNVDFLKSDGLSGGGLLEQHVLRTQRDNDEDNKTLFLTDYKRSDGSGN
NTDB id 231803 CCD82 RS10345 WP 079870292.1 LKDKRVVIFGTGSDLSEDDVDKMDEQYIYGIFDDDTETTGNVKVDLKGLGGGLLEQHLTQ..EDKTLFLTDYKRSDGSGN 871
NTDB id 1090 CAA90909.1 1..3114( ) LKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVN..FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGN 854
consensus !!!!!!!!!!!!!!!!!*!!! !*!!!!!!!!!!!! !!! ! ** !!!!!!!*! *** !!!!!!!!!!!!!!!!

logo KGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPDEANTAKVAQYSGDHKKGTST
NTDB id 231803 CCD82 RS10345 WP 079870292.1 KGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPDANTKVAQYSGDKKTS 951
NTDB id 1090 CAA90909.1 1..3114( ) KGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGT 934
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!*!! *

logo

N
SGKS IP IGCMQKGSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMND

NTDB id 231803 CCD82 RS10345 WP 079870292.1 SGKSIPIGCMQKGNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMND 1031
NTDB id 1090 CAA90909.1 1..3114( ) NGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMND 1014
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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logo LDSLDITGPTCGMKRI SWREVFFYO
NTDB id 231803 CCD82 RS10345 WP 079870292.1 LDSLDITGPTCGMKRISWREVFF. 1054
NTDB id 1090 CAA90909.1 1..3114( ) LDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!!!!!!!!!*
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