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MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMAQTHKYAI IMNEKQRNQLPEVKGRENGQSYSTI
L
K
R
D
EKDREKRKFDI FYNAKDNNRGGGGSVFS

NTDB id 231763 CCD82 RS00345 WP 149385543.1 ........................................MNKQNQPEVKREGSYSTLREKDRKRKFDFNANNGGGGSVS 40
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus ****************************************!! !!*!!! ! !!!***!!! !!! *! !!!!!!

logo FDNNSTDETLVSQRQNRGTAVFGTATYLPPYGKVSGFDADDKGRLKQEKRGNNAVDNWIHTTHQAPGLAIGYASYATDGVI
VCRNSSNTGQCPQLVYEKTKRFS

NTDB id 231763 CCD82 RS00345 WP 149385543.1 FNNSDELVSRQNGTAVFGTATYLPPYGKVSGFDDKRLKERGNAVNWIHTTHPGLIGYSYAGVVCRNSTGCPQLVYKTRFS 120
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!! ! ! !!! !!!!!**!! !! ! !*!! * !!!!!! !*!!

logo FDGNI
TGLAKNAGMSLDRSHPDPSRENSP IYKLKDHYPWLGVSFNLGSENTVKDNGSKQSFSNKRL I SSFSEGNNNNQTIVSTTERGSHPS I SL

NTDB id 231763 CCD82 RS00345 WP 149385543.1 FDNTGLAKNAGMLDSHPDPSRENSPIYKLKDYPWLGVSFNLGSENTVKNSQSSNRLISSFSENNNNQTIVSTTESHPISL 200
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus !! !!!!!!! !! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! ! !*!!!!!!! !!!!!!!!!! !*!!!

logo

G
SDGWKQREHTAMVAVYYLNAKLHLLDNKKGQI EQDNIATQDGKTVDQLGTVLKRPRS IVDEAVKTTVQRRTGFRGEGI

LLNSFWASTWDKI EKDKTGNQIPTVKRLGLPQEQV
NTDB id 231763 CCD82 RS00345 WP 149385543.1 GDGQREHTAVVYYLNAKLHLLNKKQIQNIT.DKTVQLGVLKPSIDVKTQRTGFGGILSFWASWDIKDTGQIPVKLGLQQV 279
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEV 316
consensus ! !!!!!* !!!!!!!!!! !! ! ! * !!! !! !*! ** *** ! *! !!!*! ! ! !*!*!*!!!* !

logo KAGRCVNAKANNPNKPNSATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR IYLQNLKRKDTDPGKRPGRHYSLAETLNTEKNS
NTDB id 231763 CCD82 RS00345 WP 149385543.1 KAGRCVNANNPNKSTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIYLQNLKRKDDPGRPGRYSLATLNKS 359
NTDB id 1090 CAA90909.1 1..3114( ) KAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEN 396
consensus !!!!!!! !!!* !!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!*!! !!

logo DI EKSREPNTFTGRQTI
V IRLDNGKGVHREQIKLDKGRNENTEVEVGNFKNGNDNGNNDTFGIVKSDEGLGSFVEMPDATSEWKKVLLPWTVRGFADDNSKF

NTDB id 231763 CCD82 RS00345 WP 149385543.1 DIESREPTFTGRQTVIRLDKGVHQIKLKGNE..VEGFKGNNG.NDTFGIVSEGSFMPDASEWKKVLLPWTVRGFADDSKF 436
NTDB id 1090 CAA90909.1 1..3114( ) DIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKF 476
consensus !! !!!! !!!!!!*!!! !!* !!! ! **! ! !! !*!!!!!!! * !! !!!!!!!!!!!!!!!!!! !!

logo KAFNKEEKNNDNKPKYSQKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGNSGGDAKRDSYNSLKLSYIPGT

NTDB id 231763 CCD82 RS00345 WP 149385543.1 KAFNKEKNNDNKPKYSQRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNGGDARDYSLKLSYIPGT 516
NTDB id 1090 CAA90909.1 1..3114( ) KAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ.SGGDKRSYNLKLSYIPGT 554
consensus !!!!!! !!!!!!!!!!*!! !*!*! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!! ! ! !!!!!!!!!



logo MPRKDIQNSQTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAYALDLTKADGNSDPTAKAVS
NTDB id 231763 CCD82 RS00345 WP 149385543.1 MPRKDIQSQDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAYALDLTKADGNDPTKAS 596
NTDB id 1090 CAA90909.1 1..3114( ) MPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVS 634
consensus !!!!!!! *!!!!!**! !!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!! !

logo LFDVKDNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKE I ITSGDENKTALYVYDLEGNNGNGTNNTLP IAKKI EVPGNGK
NTDB id 231763 CCD82 RS00345 WP 149385543.1 LFDVKDNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLASGYATKEI.TSGENKTALYVYDLENNNG.TPIAKIEVPNGK 674
NTDB id 1090 CAA90909.1 1..3114( ) LFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGK 714
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!! ! * *! !!!!! !!

logo GGLSSPTLVDKDLDGTI
VDIAYAGDRGGKNMYRFDLSSQDSPDQQWSTVRPTI FEGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEDE

NTDB id 231763 CCD82 RS00345 WP 149385543.1 GGLSSPTLVDKDLDGTIDIAYAGDRGGKMYRFDLSSQSPDQWTVRPIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSED 754
NTDB id 1090 CAA90909.1 1..3114( ) GGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEE 794
consensus !!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!! ! !!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo DVDKNMDEEQYIYGI FDDDTAETTGNTVKNVDFLKSDGLSGGGLLEQHVLRTQRDNDEDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPT
NTDB id 231763 CCD82 RS00345 WP 149385543.1 DVDKMDEQYIYGIFDDDTETTGNVKVDLKGLGGGLLEQHLTQ..EDKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPT 832
NTDB id 1090 CAA90909.1 1..3114( ) DVDNMEEQYIYGIFDDDTATTGTVN..FSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPT 872
consensus !!! !*!!!!!!!!!!!! !!! ! ** !!!!!!!*! *** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPDEANTAKVAQYSGDHKKGTSTNSGKS IP IGCMQKGSNE IVC
NTDB id 231763 CCD82 RS00345 WP 149385543.1 VVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPDANTKVAQYSGDKKTSSGKSIPIGCMQKGNEIVC 912
NTDB id 1090 CAA90909.1 1..3114( ) VVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVC 952
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!*!! * !!!!!!!!!!! !!!!!

logo PNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SW
NTDB id 231763 CCD82 RS00345 WP 149385543.1 PNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISW 992
NTDB id 1090 CAA90909.1 1..3114( ) PNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISW 1032
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 231763 CCD82 RS00345 WP 149385543.1 REIFY. 997
NTDB id 1090 CAA90909.1 1..3114( ) REVFY* 1037
consensus !!*!!
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