logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

logo

NTDB id 1101806 ACNFKJ RS07365 WP 001186602.

NTDB id 11 SA RS00430 WP 001186602.1
consensus

LR AT GTE S DINGY DD AR 1 IR LAY

MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM
MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM
N

TRUATILLANEDLRAVEER AER VTS, L LSEHRIVEE FRAE 1O

VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN
VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN
L e e e e rrrrrrrrrrrrrrrrrrnd

LKL RNV A VA 5 LAV G

LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK
LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK
Prrr e rrrrrrrrrrrrrrrrrrrrrnd

WD LY A L DR RS T 2 AT

YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD

YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD
Prrrrrr ettt rrrr ettt et rrrrnd

RS YER AR EDY KL SR CRV AN A D

GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD
GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD
Prrr e e e rrrrrrrrrrrrrrrrrrrnd

UL EDVLTS i CRERLOL LR R DR R

EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK
EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK
PLLE b bbb e e bbbt

ALV DRDEARELAE WL ST

ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEITKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
PELL e rrrrrrrrrrrrrn

|

80

160
160

240
240

320
320

400
400

480
480



(>4 ES

non conserved
similar
>50% conserved



