
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGAMAQTHKYAI IMNERKNQLPEVKGWDNGQYQSKSQTI
L
K
R
D
EKDRERKF IYNTKNDQKRGYGWGSGQ

NTDB id 1144335 C7R99 RS00310 WP 144858261.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERKQPEVKWDGQYQKSQLREKDRERKFIYTNQKYWSGQ 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRGGG.. 76
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!! !!! ** ***!!!!!!!!! * **

logo

QSG
N
F
S
I
V
F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAAVDGWIHRTTQRAPGLAGYAYTDGI

V
I
RCGRHSANRDQCPKQLTV

NTDB id 1144335 C7R99 RS00310 WP 144858261.1 QSNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAAGWIRTTRPGLAGYAYTGIRCGHARDCPKLT 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLV 153
consensus ** * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !! !!*!! *!!!!!!!! * ! ** !! !

logo YEKTKRFSFDGNI
P
D
GLAKNTAGGRSLDRHPTDEPSSRENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKRSFSNSKRL I SSFDSEGNNSNNSNQNTI

LVSYT
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 YKTRFSFDNPDLAKTGGRLDRHTESSRENSPIYKLKDYPWLGVSFNLGAEGTAKDGRSSSRLISSFDENNSNSNQNLVYT 240
NTDB id 1090 CAA90909.1 1..3114( ) YETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGN..NNQTIVST 231
consensus ! !*!!!! * !!! *! !!!!***!!!!!!!!!!!!*!!!!!!!!!! ! ! !!!*! *!!!!! ! !** !! *! !

logo TERGHRDS I SLGSDNWKQRSEHSTAMVAYYLNAKLHLLDKKGI EDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGFRAGEGLLNFWASKTWDKI EKDKNGNQIPT
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 TEGRDISLGNWQSESTAVAYYLNAKLHLLDKKGIEDIT.GKTVRLGVLKPSIDVKTQNTGFAGLLNFWSKWDIKDNGQIP 319
NTDB id 1090 CAA90909.1 1..3114( ) TRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNIT 308
consensus ! !* !!! ! !*!!*!!!!!!!!!!!!!!!!!!! *!!!! !! !*! ** *** * !!!!! ! ! ! !*!*

logo VKRLGLPEVKAGRCTVNKAPNPNNPNATKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPAGKRPGRH
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 VKLGLPEVKAGRCTNKPNPNNNTKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPARPGRH 399
NTDB id 1090 CAA90909.1 1..3114( ) VRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRH 388
consensus !*!!!!!!!!!!! !!*!!!*! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!**!!!!

logo SLAEATLNTAENRDIKSREPNFNTGSRQTI
V IRLNPGGVRYER IAKLPDTRNNDTER I

VVGNFLNGNDGKNNDTFGIVYKDELRGLVETPDATDSEWAKKVLLPWTVR
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 SLAALNARDIKSREPNFNSRQTVIRLPGGVYRIAPTR..DRIVGLNGNDGKNDTFGIYKERLVTPDADEWAKVLLPWTVR 477
NTDB id 1090 CAA90909.1 1..3114( ) SLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVR 468
consensus !! ! !!!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !!!!!! !* ! !! !! !!!!!!!!!

logo

G
Y
F
Y
A
G
D
NDDNI

KFKATFNKQEPENNKNKQDSDNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP IVAVDGEGYLATSANDGMVHI

LFKQRNSGGTDKQRGS
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 YYGNDDIFKTFNQPNNKKQSDKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPIVAVDGYLATSANDGMVHLFKRNGTDQRG 557
NTDB id 1090 CAA90909.1 1..3114( ) GFADDNKFKAFNKEENN..DNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRS 543
consensus ** ! !! !! * ! ** !* !!!!!! !***! ! *! !!!!!!!!!!!! !!!!!!!!!!!!*!! ! ! !



logo YENLKLSYIPGTMPRKQDYFIDQNDTTSALQDESDTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGA

NTDB id 1144335 C7R99 RS00310 WP 144858261.1 YELKLSYIPGTMPRQYFDNDTSALQDSDLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGA 637
NTDB id 1090 CAA90909.1 1..3114( ) YNLKLSYIPGTMPRKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGA 617
consensus ! !!!!!!!!!!!! ! ******! !!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!

logo YALDLTKAIDGSNSDNLPTAGVSLMFDVKQDNDNGKNNNKNNDGNSNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKDE I IVSTSGSDNKTTALYVY
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 YALDLTKIDSNNLTGVSMFDVQNDKNNNKNDSNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKDIVS.SDNTTALYVY 716
NTDB id 1090 CAA90909.1 1..3114( ) YALDLTKADGSDPTAVSLFDVKDNG...NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVY 694
consensus !!!!!!! ! *!*!!*!!! *** ! !!! !!!!!!!!!!!!!* !!!!!!!!!!!! !*!*** !! !!!!!!

logo DLEGNGSTGNNSL IKKI EAVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDNPDQKQWSVRSTI FEGGTKP ITSAPAI
V

NTDB id 1144335 C7R99 RS00310 WP 144858261.1 DL.GNGSGSLIKKIEAPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSNPDKWSVSTIFEGGKPITSAPAV 795
NTDB id 1090 CAA90909.1 1..3114( ) DLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAI 774
consensus !!*!!!* !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!! !!!!! !!!!!!!!*

logo SQRLAKDKRVVI FGTGSDLSEEDVDVGNKMDEEQQYIYGI FDDDKTAGTGTGTTVKVTVNVFQNSDGSTGGGLLEQTVLRTKRDENDNKNTLFLSTDNNYKARSDGGS
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 SRLADKRVVIFGTGSDLSEEDVVGKDQQYIYGIFDDDKGTGTVKVTVQNGTGGGLLEQTLTKE..NNTLFLSNNKASGGS 873
NTDB id 1090 CAA90909.1 1..3114( ) SQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGT..VNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGS 852
consensus ! ! !!!!!!!!!!!!!!!!!! * !!!!!!!!!! *! ** *!!!!!!! ! ****! !!!!* ! ! !!

logo

G
N
G
NKGWVVKRLKRDEGEQRVTVKP I

TVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPEGADNTAQVAQYSGHKKT
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 NGKGWVVRLREGERVTVKPIVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPGD..QVAQYSGHKT 951
NTDB id 1090 CAA90909.1 1..3114( ) GNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKK 932
consensus !!!!!*!**! !!!!!! !!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!! ** !!!!!!!!

logo

G
T
S
T
K
NGKS IVP IGCMEQKDSNSEKI

TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLM

NTDB id 1144335 C7R99 RS00310 WP 144858261.1 TSKGKSVPIGCMEKDSKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLM 1031
NTDB id 1090 CAA90909.1 1..3114( ) GTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLM 1012
consensus * !!!*!!!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!

<0

logo NDLDSLDITGPMTCGI
MKR I

LSWREVFFYO
NTDB id 1144335 C7R99 RS00310 WP 144858261.1 NDLDSLDITGPMCGIKRLSWREVFF. 1056
NTDB id 1090 CAA90909.1 1..3114( ) NDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!! !!*!!*!!!!!!*



X non conserved

X similar

X ≥ 50% conserved


