
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAGMRAQAEQTHRKNYAI IVMNEKQRNQLPEVKGRENGQSYSTI
L
K
R
D
EKDREKRKFDI FYNAKDNNRGGGGS

NTDB id 231665 CCD84 RS00340 WP 149449318.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGRAQAETRNYAIVMNKQNQPEVKREGSYSTLREKDRKRKFDFNANNGGGGS 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAM..AQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGS 78
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!* **! !* !!!*!! !!*!!! ! !!!***!!! !!! *! !!!!!

logo VFSFDNNSTDETLVSQRQNRGTAVFGTATYLPPYGKVSGFDADDKGRLKQEKRGNNAVDNWIHTTHQAPGLAIGYASYATDGVI
VCRNSSNTGQCPQLVYEKTKR

NTDB id 231665 CCD84 RS00340 WP 149449318.1 VSFNNSDELVSRQNGTAVFGTATYLPPYGKVSGFDDKRLKERGNAVNWIHTTHPGLIGYSYAGVVCRNSTGCPQLVYKTR 160
NTDB id 1090 CAA90909.1 1..3114( ) VFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETK 157
consensus ! ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!! ! ! !!! !!!!!**!! !! ! !*!! * !!!!!! !*

logo FSFDGNI
TGLAKNAGMSLDRSHPDPSRENSP IYKLKDHYPWLGVSFNLGSENTVKDNGSKQSFSNKRL I SSFSEGNNNNQTIVSTTERGSHPS I

NTDB id 231665 CCD84 RS00340 WP 149449318.1 FSFDNTGLAKNAGMLDSHPDPSRENSPIYKLKDYPWLGVSFNLGSENTVKNSQSSNRLISSFSENNNNQTIVSTTESHPI 240
NTDB id 1090 CAA90909.1 1..3114( ) FSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSI 237
consensus !!!! !!!!!!! !! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! ! !*!!!!!!! !!!!!!!!!! !*!

logo SLGSDGWKQREHTAMVAVYYLNAKLHLLDNKKGQI EQDNIATQDGKTVDQLGTVLKRPRS IVDEAVKTTVQRRTGFRGEGI
LLNSFWASTWDKI EKDKTGNQIPTVKRLGLPQ

NTDB id 231665 CCD84 RS00340 WP 149449318.1 SLGDGQREHTAVVYYLNAKLHLLNKKQIQNIT.DKTVQLGVLKPSIDVKTQRTGFGGILSFWASWDIKDTGQIPVKLGLQ 319
NTDB id 1090 CAA90909.1 1..3114( ) SLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLP 314
consensus !! ! !!!!!* !!!!!!!!!! !! ! ! * !!! !! !*! ** *** ! *! !!!*! ! ! !*!*!*!!!*

logo

E
QVKAGRC I

V
N
T
K
T
A
PNPNPKNASKAPSPALTAPALWFGAPGVKQDGKAEMYSASVSTYPDSSSSR IYLQNLKRKTDPSGNKRPGRHYSLAEDTLST

NTDB id 231665 CCD84 RS00340 WP 149449318.1 QVKAGRCITTPNPNPKSKAPSPALTAPALWFGAGQDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDSNRPGRYSLADLS 399
NTDB id 1090 CAA90909.1 1..3114( ) EVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLT 394
consensus !!!!!!* *!!!! !!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* *!!!*!! !*

logo

A
E
N
SDIKQSKREPNTFTGSRQTI IRLDNGGVREHIKQLDRNNETEVTVNSFNGNDGDNNDGTFGIVKNDEGLGSVEVPDESTNSEWKKVLLPWTVRGFADDNS

NTDB id 231665 CCD84 RS00340 WP 149449318.1 ASDIQSKEPTFTSRQTIIRLDGGVRHIQLDRNNE.VTSFN...GDNGTFGIVNEGSVVPESNEWKKVLLPWTVRGFADDS 475
NTDB id 1090 CAA90909.1 1..3114( ) ENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDN 474
consensus !! !*!! !! !!!!!!! !!!!*! !!!!! *! !!***! ! !!!!! * ! !** !!!!!!!!!!!!!!!!!

logo KFKAFNKEEKNNDNKPKYSQKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGNSGGDAKRDSYNSLKLSYIP

NTDB id 231665 CCD84 RS00340 WP 149449318.1 KFKAFNKEKNNDNKPKYSQRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNGGDARDYSLKLSYIP 555
NTDB id 1090 CAA90909.1 1..3114( ) KFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ.SGGDKRSYNLKLSYIP 552
consensus !!!!!!!! !!!!!!!!!!*!! !*!*! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!! ! ! !!!!!!!



logo GTMPRKDIQNSQTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAYALDLTKADGNSDPTAK
NTDB id 231665 CCD84 RS00340 WP 149449318.1 GTMPRKDIQSQDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAYALDLTKADGNDPTK 635
NTDB id 1090 CAA90909.1 1..3114( ) GTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
consensus !!!!!!!!! *!!!!!**! !!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo

A
VSLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKE I ITSGDENKTALYVYDLEGNNGNGTNNTLP IAKKI E

NTDB id 231665 CCD84 RS00340 WP 149449318.1 ASLFDVKDNGNNGNNGNNRVELGYTVGTPQIGKTHNGKYAAFLASGYATKEI.TSGENKTALYVYDLENNNG.TPIAKIE 713
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIE 709
consensus !!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!! ! * *! !!!

logo VPGNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDQDNPQSQSWSTVRTI FEQGTKP ITSAPAI SQLKDKRVVI FGTGS
NTDB id 231665 CCD84 RS00340 WP 149449318.1 VPNGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDNPSSWTVRTIFQGTKPITSAPAISQLKDKRVVIFGTGS 793
NTDB id 1090 CAA90909.1 1..3114( ) VPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGS 789
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo DLSEEDVDNMNDEEIQSYIYGI FDDNDTADTGTFGTVANFQDSDGLSGGKGLLEQKVLRSRDENDENKTLFLTDYKRSDGSGNSKGWVVKLKDGQRVTV
NTDB id 231665 CCD84 RS00340 WP 149449318.1 DLSEEDVDNNDIQSIYGIFDNDTDTGF..AQDGLGKGLLEQKLS..EENKTLFLTDYKRSDGSGSKGWVVKLKDGQRVTV 869
NTDB id 1090 CAA90909.1 1..3114( ) DLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTV 869
consensus !!!!!!!!! * ! !!!!!! !! ! ** ! !!!!! ! ** *!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo KPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPAEANSTAKVAQYSGDHKKGTATNGKS IP IGCMEQKGSNE
NTDB id 231665 CCD84 RS00340 WP 149449318.1 KPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPAANSKVAQYSGDKKTANGKSIPIGCMEKGNE 949
NTDB id 1090 CAA90909.1 1..3114( ) KPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNE 949
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* !!!!!!*!! !!!!!!!!!! ! !!

logo

I
TVCPNGYVYDKPVNVRYLDEKKI

TDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKR
NTDB id 231665 CCD84 RS00340 WP 149449318.1 TVCPNGYVYDKPVNVRYLDEKKIDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKR 1029
NTDB id 1090 CAA90909.1 1..3114( ) IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKR 1029
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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logo I SWRE I
VFYO

NTDB id 231665 CCD84 RS00340 WP 149449318.1 ISWREIFY. 1037
NTDB id 1090 CAA90909.1 1..3114( ) ISWREVFY* 1037
consensus !!!!!*!!



X non conserved

X similar

X ≥ 50% conserved


