
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGGAMAQTHKYAI IMNERNQLPEVKGNGQYSTIKDKDGREREKFYI
T
H
Y
H
NKDYKRGMGGGSV

NTDB id 107900 AT729 RS11075 WP 079889575.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGGAMAQTHKYAIIMNERNQPEVKGNGQYSTIKDKGREREYTHHKYKMGGGSV 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSV 79
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!! * **! * !!!!!

logo

F
SFDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDADDKGRLKQEKRGNNAVDNWIHTTHQAPGLAIGYASYATDGVI

VCRDSSNTGQCPKQLVYEKTKRF
NTDB id 107900 AT729 RS11075 WP 079889575.1 SFNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDDKRLKERGNAVNWIHTTHPGLIGYSYAGVVCRDSTGCPKLVYKTRF 160
NTDB id 1090 CAA90909.1 1..3114( ) FFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKF 158
consensus ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!! ! ! !!! !!!!!**!! !! ! !*!! * !! !!! !*!

logo SFDGNI
TGLAKNAGSLDRHPDPSRDENSP IYKLKDHPWLGVSFNLGSENTVKDNGKNSFNKRL I SSFNSEGNNNNQTIVSTTERGSHSPS I S

NTDB id 107900 AT729 RS11075 WP 079889575.1 SFDNTGLAKNAGSLDRHPDPSRDNSPIYKLKDHPWLGVSFNLGSENTVKNGNSFNRLISSFNENNNNQTIVSTTESSPIS 240
NTDB id 1090 CAA90909.1 1..3114( ) SFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSIS 238
consensus !!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!*!!!!! ! !!!!!!!!!! **!!

logo LGSDQWKQREHTAMVAVYYLNAKLHLLDKKGI EKDIATNQGKTVDRLGTVLKRPRS IVDEAVKTTVQRKTGRTAGEGI
LLNSFWANTWDKI EKDKTGNQIPTVKRLDGLPQEQ

NTDB id 107900 AT729 RS11075 WP 079889575.1 LGDQQREHTAVVYYLNAKLHLLDKKGIKDITN.KTVRLGVLKPSIDVKTQKTGTAGILSFWANWDIKDTGQIPVKLDLQQ 319
NTDB id 1090 CAA90909.1 1..3114( ) LSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPE 315
consensus ! ! !!!!!* !!!!!!!!!!!!!!! !! **!!! !! !*! ** *** * *! !!! ! ! ! !*!*!*! !*

logo VKAGRC I
VNKAQNPNPKNASKQAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQNLKRKDTDPGNKPGRHSLEPTLNTDE

NTDB id 107900 AT729 RS11075 WP 079889575.1 VKAGRCINKQNPNPKSQAPSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIFLQNLKRKDDPNKPGRHSLEPLND 399
NTDB id 1090 CAA90909.1 1..3114( ) VKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTE 395
consensus !!!!!!*!! !!!! !!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!*!!!!!!! !! !!!!!!!!*! *

logo

N
T
D
QIKSKREPNTFTGRQTI IRLDNDGGVRE IKLDKRNSNTEVTVGNFLNGNDGKNNDTFGIVKSDEGLGSFVETPDTVSEWKKVLLPWTVRGFSADDGNKR

NTDB id 107900 AT729 RS11075 WP 079889575.1 TQIKSKEPTFTGRQTIIRLDDGVREIKLDKSN.EVTGLNGNDGKNDTFGIVSEGSFTPDVSEWKKVLLPWTVRGSADDGR 478
NTDB id 1090 CAA90909.1 1..3114( ) NDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNK 475
consensus !!!*!! !!!!!!!!!! !!!!!!!!* !*!! !!!!! !!!!!!! * !! !!!!!!!!!!!!!! !!! *

logo FKASFINKQEENNDNKSPSKYSQKRYR I
SRDENGNKNGSEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQNSGGSDEKRSYNLKLSYIPG

NTDB id 107900 AT729 RS11075 WP 079889575.1 FKSINQE.....SSKYSQRYRIRENGNNSKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKNGGSDERSYNLKLSYIPG 553
NTDB id 1090 CAA90909.1 1..3114( ) FKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKLSYIPG 553
consensus !! ! !***** *!!!!*!! !*!*! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*! !!!!!!!!!!!!



logo TMPRKDI EQNKTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKVDENRLNGKQDNHRVFMFGAMGFGGRGAYALDLSTKAIDGSGSDNGNLPAT
NTDB id 107900 AT729 RS11075 WP 079889575.1 TMPRKDIENKDSTLAKELRAFAEKGYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYALDLSKIDSGNGNLA 632
NTDB id 1090 CAA90909.1 1..3114( ) TMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSD..PT 631
consensus !!!!!!! ! *!!!!!**! !!!!!!!!!!!!!!!!!!!!!!* *!! *!!!!!!!!!!!!!!!!!!!*! ! ***

logo

A
DVSLFDVKDHDNGKNNGNNGRVEKLGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDENKTALYVYDLEGNNGNGTNNTLP IAKKI EVP

NTDB id 107900 AT729 RS11075 WP 079889575.1 DVSLFDVKHD.KNGNNGVKLGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGENKTALYVYDLENNNG.TPIAKIEVP 709
NTDB id 1090 CAA90909.1 1..3114( ) AVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVP 711
consensus !!!!!!!* * !!!! ! !!!!!!!!!!!!!! !!!!!!!!!!!!!!*!* !*!!!!!!!!!!! ! * *! !!!!!

logo

G
NGKGGLSSPTLVDKDLDGTI

VDIAYAGDRGGNMYRFDLSSDQDNPQSQSWSTVRTI FEQGTKP ITSAPAI SQLKDKRVVI FGTGSDL
NTDB id 107900 AT729 RS11075 WP 079889575.1 NGKGGLSSPTLVDKDLDGTIDIAYAGDRGGNMYRFDLSSDNPSSWTVRTIFQGTKPITSAPAISQLKDKRVVIFGTGSDL 789
NTDB id 1090 CAA90909.1 1..3114( ) GGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDL 791
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! ! !*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SEDEDVDLNSMTESEQYIYGI FDDDTATTGSTVNFSDGLSGGGLLEQEVLKRQRDNDEGNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP
NTDB id 107900 AT729 RS11075 WP 079889575.1 SEDDVLSTSEQYIYGIFDDDTATTGSVNFSGLGGGLLEQELKQ..EGKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP 867
NTDB id 1090 CAA90909.1 1..3114( ) SEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP 871
consensus !!*!! !!!!!!!!!!!!!!!!*!!!! !!!!!!! !* *** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANQTAVAQYSGHKKQGTATKNGKS IP IGCMQKGSNE IV
NTDB id 107900 AT729 RS11075 WP 079889575.1 TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANQAVAQYSGHKQTAKGKSIPIGCMQKGNEIV 947
NTDB id 1090 CAA90909.1 1..3114( ) TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIV 951
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!!!!!!! !!!!

logo CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPADGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI S
NTDB id 107900 AT729 RS11075 WP 079889575.1 CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPDGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRIS 1027
NTDB id 1090 CAA90909.1 1..3114( ) CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRIS 1031
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo WREVFFYO
NTDB id 107900 AT729 RS11075 WP 079889575.1 WREVFF. 1033
NTDB id 1090 CAA90909.1 1..3114( ) WREVFY* 1037
consensus !!!!!*



X non conserved

X similar

X ≥ 50% conserved


