logo

NTDB id 72711
NTDB id 11 SA
consensus

logo

NTDB id 72711
NTDB id 11 SA
consensus

logo

NTDB id 72711
NTDB id 11 SA
consensus

logo

NTDB id 72711
NTDB id 11 SA
consensus

logo

NTDB id 72711
NTDB id 11 SA
consensus

logo

NTDB id 72711
NTDB id 11 SA
consensus

logo

NTDB id 72711
NTDB id 11 SA
consensus

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

GDK21 RS00310 WP 001186602.

RS00430 WP 001186602.1

LR AT GTE S DINEY DD AR 1 [ LAY

MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN

MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN
I

LAATSLLAEXACEFESER AT LCHAHERINENE CTRAE ML LA

RLARNTSDLLKIVEDLHKQONVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN

RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN
PELLLL e rrrrrrrrrrrrrrrrrrrrnd

AL RN O AL A B 8 LAV CHHD LK

SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK

SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK
PULLL e rrrrrrrrrrrrrrrrrrrrnd

A A R CRVE MRS LT A RTTTLADL RYS S

PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK

PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK
Prrrrrrrrr ettt ettt rrrrrrrrnd

| SR ED L R GTAGERAD D RBI URLIT EDEL 3

VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP

VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP
PELLLL e rrrrrrrrrrrrrrrrrrrrnd

) GO LR e YL N SRR L R DN R T

SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN

SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN
I

IR LT

EITKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
EITKQLFENNKQLDEVHLSTSSLFLPQTLYLTI 542

85

170
170

255
255

340
340

425
425

510
510



[><] e

non conserved
similar
> 50% conserved



