
logo ML
T
D
N
R

D
L
V

F
I
L

E
I
G
K
S

N
Q
S

L
P
T

I
L
S

A
F
F
L
T

E
R
D
I
L

A
F
L

L
I
A
F
L

I
L
VLLI ILVFLGLVAF IFLVYVFTI FHLLALNLVYERDENRYKRDNANI

N
R

I
Q
I
L
V

R
K
M
Q
I
L
M

S
N
A
H
QKI

V
K
R
S
DL IANTGDHRYSTKDKMVI

L
D
K
N

E
M
V

E
K
Q

A
D
G

D
G
N

I
S
D
E
I
L
M
S
T

N
E
I
L
A
T
V

D
N
Q
N
V
LNDLSDEVI

FRL
NTDB id 414 AAK55818.1 838..2187( ) MLDLL.KQTIFTRDFIFILILLGFILVVTLLLLENRRDNIQLKQINQKVKDLIAGDYSKVLDMQGGSEITNITNNLNDLSEVIRL 84
NTDB id 70592 FGCSD RS07850 WP 129556028.1 MTRDIIGNLSAFELAILLLLVFVAF.YFIHLAVRDYRNARIIRMMSHKIRDLINGRYTDMINEKADIELMELADQLNDLSDVFRL 84
NTDB id 375 SMU RS06880 WP 002262929.1 MTNVFESSPLFLRILLAVLIILLFF.YFIFLNYREYKNNNQVKQLNAKVRSLITGHYTDKLKVEDNSDLSELVNNVNDLSEVFRL 84
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NTDB id 414 AAK55818.1 838..2187( ) TQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLITQSPELLLDSQDIN 169
NTDB id 70592 FGCSD RS07850 WP 129556028.1 THENLAQEKNRLASILAYMSDGVLATDRSGKIIMINETARKQLNLTKEQALEKNITDLLEGDTPYTYRELVSKTSVVTVNSRNDM 169
NTDB id 375 SMU RS06880 WP 002262929.1 THENLAQEKNRLTSILSYMTDGVLATDRSGKITVINDMAQKQLNVTREQALECNILDILDD.DSYTYNDLITKTPEIVLTRRDEY 168
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NTDB id 414 AAK55818.1 838..2187( ) GEYLNLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEGALCETVAPDFIKVSLDE 254
NTDB id 70592 FGCSD RS07850 WP 129556028.1 GEFVTLRLRFALNRRESGFISGLVVVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEGALKEDIAPSFIKVSLDE 254
NTDB id 375 SMU RS06880 WP 002262929.1 DEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGALTESVAPSFIKVSLDE 253
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NTDB id 414 AAK55818.1 838..2187( ) TNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQE..KEKKYELVRDYPINSIWMEIDTDKMTQVVDNILN 337
NTDB id 70592 FGCSD RS07850 WP 129556028.1 TNRMMRMISDLLNLSRIDNQVTQLSVEMTNFTAFMTSILNRFDLVKNQHTGTGKVYEIVRDYPITSVWLEIDNDKMTQVIENILN 339
NTDB id 375 SMU RS06880 WP 002262929.1 TNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQ.STNKVYEIIRDYPDKSVWIEIDTDKMTQVIDNILN 337
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NTDB id 414 AAK55818.1 838..2187( ) NAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIPKQDLPRIFDRFYRVDRARSRAQGGTGLGLSIAKEIIKQHKGFIWAKSEYG 422
NTDB id 70592 FGCSD RS07850 WP 129556028.1 NAIKYSPDGGKITVRMKTTDTQLIISISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGGTGLGLAIAKEIIKQHHGFIWAKSDYG 424
NTDB id 375 SMU RS06880 WP 002262929.1 NAIKYSPDGGKVTITMQTTDTQLILSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGGTGLGLAIAKEIVKQHKGFIWANSEEG 422
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NTDB id 414 AAK55818.1 838..2187( ) KGSTFTIVLPYDKDAVKEEVWEDEVED* 449
NTDB id 70592 FGCSD RS07850 WP 129556028.1 KGSTFTIVLPYEKDAAIYDEWEDDID.. 450
NTDB id 375 SMU RS06880 WP 002262929.1 EGSTFTIVLPYENDNDAIDEWEEDEDES 450
consensus *!!!!!!!!!!**!* **!!*****



X non conserved

X similar

X ≥ 50% conserved


