
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAGGARAMQAEQTHKNYAI IVMNEKQRNQLPEVKGRENGQSYSTI
L
K
R
D
EKDREKRKFDI FYNAKDNNRGGG

NTDB id 231569 CCD86 RS00345 WP 149315872.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGGARAQAETHNYAIVMNKQNQPEVKREGSYSTLREKDRKRKFDFNANNGGG 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGA....MAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGG 76
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!***** ! !! !!!*!! !!*!!! ! !!!***!!! !!! *! !!!

logo GSVFSFDNNSTDETLVSQRQNRGTAVFGTATYLPPYGKVSGFDADDKGRLKQEKRGNNAVDNWIHTTHQAPGLAIGYASYATDGVI
VCRNSSNTGQCPQLVYEK

NTDB id 231569 CCD86 RS00345 WP 149315872.1 GSVSFNNSDELVSRQNGTAVFGTATYLPPYGKVSGFDDKRLKERGNAVNWIHTTHPGLIGYSYAGVVCRNSTGCPQLVYK 160
NTDB id 1090 CAA90909.1 1..3114( ) GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYE 155
consensus !!! ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!! ! ! !!! !!!!!**!! !! ! !*!! * !!!!!!

logo TKRFSFDGNI
TGLAKNAGMSLDRSHPDPSRENSP IYKLKDHYPWLGVSFNLGSENTVKDNGSKQSFSNKRL I SSFSEGNNNNQTIVSTTERGSH

NTDB id 231569 CCD86 RS00345 WP 149315872.1 TRFSFDNTGLAKNAGMLDSHPDPSRENSPIYKLKDYPWLGVSFNLGSENTVKNSQSSNRLISSFSENNNNQTIVSTTESH 240
NTDB id 1090 CAA90909.1 1..3114( ) TKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGH 235
consensus !*!!!! !!!!!!! !! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! ! !*!!!!!!! !!!!!!!!!! !

logo

P
S I SLGSDGWKQREHTAMVAVYYLNAKLHLLDNKKGQI EQDNIATQDGKTVDQLGTVLKRPRS IVDEAVKTTVQRRTGFRGEGI

LLNSFWASTWDKI EKDKTGNQIPTVKRLG
NTDB id 231569 CCD86 RS00345 WP 149315872.1 PISLGDGQREHTAVVYYLNAKLHLLNKKQIQNIT.DKTVQLGVLKPSIDVKTQRTGFGGILSFWASWDIKDTGQIPVKLG 319
NTDB id 1090 CAA90909.1 1..3114( ) SISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLG 312
consensus *!!! ! !!!!!* !!!!!!!!!! !! ! ! * !!! !! !*! ** *** ! *! !!!*! ! ! !*!*!*!!

logo LPQEQVKAGRCVNAKANNPNKPNSATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR IYLQNLKRKDTDPGKRPGRHYSLAET
NTDB id 231569 CCD86 RS00345 WP 149315872.1 LQQVKAGRCVNANNPNKSTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIYLQNLKRKDDPGRPGRYSLAT 399
NTDB id 1090 CAA90909.1 1..3114( ) LPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLET 392
consensus !* !!!!!!!! !!!* !!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!*!! !

logo LNTEKNSDI EKSREPNTFTGRQTI
V IRLDNGKGVHREQIKLDKGRNENTEVEVGNFKNGNDNGNNDTFGIVKSDEGLGSFVEMPDATSEWKKVLLPWTVRGFAD

NTDB id 231569 CCD86 RS00345 WP 149315872.1 LNKSDIESREPTFTGRQTVIRLDKGVHQIKLKGNE..VEGFKGNNG.NDTFGIVSEGSFMPDASEWKKVLLPWTVRGFAD 476
NTDB id 1090 CAA90909.1 1..3114( ) LTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFAD 472
consensus ! !! !!!! !!!!!!*!!! !!* !!! ! **! ! !! !*!!!!!!! * !! !!!!!!!!!!!!!!!!!

logo DNSKFKAFNKEEKNNDNKPKYSQKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGNSGGDAKRDSYNSLKLSY

NTDB id 231569 CCD86 RS00345 WP 149315872.1 DSKFKAFNKEKNNDNKPKYSQRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNGGDARDYSLKLSY 556
NTDB id 1090 CAA90909.1 1..3114( ) DNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ.SGGDKRSYNLKLSY 550
consensus ! !!!!!!!! !!!!!!!!!!*!! !*!*! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!! ! ! !!!!!



logo I PGTMPRKDIQNSQTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAYALDLTKADGNSDP
NTDB id 231569 CCD86 RS00345 WP 149315872.1 IPGTMPRKDIQSQDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAYALDLTKADGNDP 636
NTDB id 1090 CAA90909.1 1..3114( ) IPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDP 630
consensus !!!!!!!!!!! *!!!!!**! !!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!

logo TAKAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKE I ITSGDENKTALYVYDLEGNNGNGTNNTLP IAKKI EV
NTDB id 231569 CCD86 RS00345 WP 149315872.1 TKASLFDVKDNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLASGYATKEI.TSGENKTALYVYDLENNNG.TPIAKIEV 714
NTDB id 1090 CAA90909.1 1..3114( ) TAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEV 710
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!! ! * *! !!!!

logo PGNGKGGLSSPTLVDKDLDGTI
VDIAYAGDRGGKNMYRFDLSSQDSPDQQWSTVRPTI FEGTKP ITSAPAI SQLKDKRVVI FGTGSD

NTDB id 231569 CCD86 RS00345 WP 149315872.1 PNGKGGLSSPTLVDKDLDGTIDIAYAGDRGGKMYRFDLSSQSPDQWTVRPIFEGTKPITSAPAISQLKDKRVVIFGTGSD 794
NTDB id 1090 CAA90909.1 1..3114( ) PGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSD 790
consensus ! !!!!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!! ! !!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSEDEDVDKNMDEEQYIYGI FDDDTAETTGNTVKNVDFLKSDGLSGGGLLEQHVLRTQRDNDEDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVT
NTDB id 231569 CCD86 RS00345 WP 149315872.1 LSEDDVDKMDEQYIYGIFDDDTETTGNVKVDLKGLGGGLLEQHLTQ..EDKTLFLTDYKRSDGSGNKGWVVKLKDGQRVT 872
NTDB id 1090 CAA90909.1 1..3114( ) LSEEDVDNMEEQYIYGIFDDDTATTGTVN..FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVT 868
consensus !!!*!!! !*!!!!!!!!!!!! !!! ! ** !!!!!!!*! *** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPDEANTAKVAQYSGDHKKGTSTNSGKS IP IGCMQKGSN
NTDB id 231569 CCD86 RS00345 WP 149315872.1 VKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPDANTKVAQYSGDKKTSSGKSIPIGCMQKGN 952
NTDB id 1090 CAA90909.1 1..3114( ) VKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSN 948
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!*!! * !!!!!!!!!!! !

logo E IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMK
NTDB id 231569 CCD86 RS00345 WP 149315872.1 EIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMK 1032
NTDB id 1090 CAA90909.1 1..3114( ) EIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMK 1028
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 231569 CCD86 RS00345 WP 149315872.1 RISWREIFY. 1041
NTDB id 1090 CAA90909.1 1..3114( ) RISWREVFY* 1037
consensus !!!!!!*!!
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