logo

NTDB id 70348 VRUMOI RS01065 WP 331813018.1
NTDB id 1158 ABDM36 RS01105 WP 000224452.1
NTDB id 1290 VP RS01235 WP 254894148.1
consensus

logo

NTDB id 70348 VRUMOI RS01065 WP 331813018.1
NTDB id 1158 ABDM36 RS01105 WP 000224452.1
NTDB id 1290 VP RS01235 WP 254894148.1
consensus

logo

NTDB id 70348 VRUMOI RS01065 WP 331813018.1
NTDB id 1158 ABDM36 RS01105 WP 000224452.1
NTDB id 1290 VP RS01235 WP 254894148.1
consensus

logo

NTDB id 70348 VRUMOI RS01065 WP 331813018.1
NTDB id 1158 ABDM36 RS01105 WP 000224452.1
NTDB id 1290 VP RS01235 WP 254894148.1
consensus

logo

NTDB id 70348 VRUMOI RS01065 WP 331813018.1
NTDB id 1158 ABDM36 RS01105 WP 000224452.1
NTDB id 1290 VP RS01235 WP 254894148.1
consensus

1

R A ROV TATVSRAL PR AR oA EACYSASLARILARRET

TssikARENT AT K@ N A |

....... MKEGKLMATMK VAQLAGVSTATVSRALMNPEKVSEK] TRKRVEDAVLE GYSPNSLARNLRRNESKTI (IVP

............. MATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVE AVLEAGYSPNSLARNLRRNESKTIVE\IVP

MTSSWQKFEELNTMATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEDAVLEAGYSPNSLARNLRRNESKTIVTIVP
*

I
DICDPYF EIIRGIEDMAINEHNYLVLLGDSGQQMKRESSFVNLVFTKQADGMLLLGTD PFDVSKPEQKNLPPVMACE

DICDPYFSEIIRGIEDAAMEHGYLVLLGDSGQQK RESFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF
DICDPYFSEIIRGIEDAAMEHGYLVLLGDSGQQKKRESSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF

WPELEL TN 5AFEMYL TG AR YCRALARA s eTogb o

APELELPTVHIDNLT AF [YVNYLTQ GHK IA SGPEABNLCQFRHQGYQQALRRAGIPMNPEY[NT[NGDF TIREEIGUESIA
APELELPTVHIDNLTSAFEAVNYLTQLGHKRIAQISGPNSIAIMLCQFRHQGYQQALRRAGI MNPHMYMETIIGDFTFE GAKA
APELELPTVHIDNLTSAFEAVNYLTQLGHKRIAQISGPPMYAWNLCQFRNQGYQQALRRAGI |4 PNYRA'MMY F F GAKA
..................... Porrrrrsrrrrrrrrrnnd !

T 0 L DR T L

Q I
JWKLLSJLPEPPTAIFCHND MAIGAIQ AK [NGJ§R PQDLS VGFDDI LMBLE L
VRELLMLPENPTAIFCHNDTMAIGAIQEAKRLGLRVPQDLSVVGFDDIQFAQYCDPPLTTISQPRYEIGRQAMLMMLELL

VRKLLJALPEPPTAIFCH[@DTMAIGAIQEAKRLGLRVPQDLSVVGFDDI FAQYCDPPLTTISQPRYEIGRQAMLMMLELL
dkk LD DLl b b s bk LD L b b Pk b b DL D b DL DD b b LEE LD DL DD e LR DD bk b D1 Dl 1

N
A TRV K
KA SRLLE L VR S
KG VRAGSRLLEFWILV RNSAAPPRER 340
GHDVRAGSRLLETKLVVRIRSAAPPHN IS 335
KGHDV GSRLLETKLVVR[&SAAPP[a] [X 348
*

X non conserved
B similar
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