
logo MKKIMLLLTAVGSGLCGVLLALSACGALTQGTALVGDDKQDPADQEITAQGDWSAVNEKLYSAEAKQDAELDNGSGSDNYPTRAVKLYEKI LEGSRYFPFTGSRYHARQQASQI
LDTAY

NTDB id 387347 FOB72 RS04660 WP 150371451.1 ....MLLAGGCVLLSACGL...LGDQPDETAGWSANKLYSEAKDALDGGDYPRAVKLYEKLEGRYPFGRYAQQAQIDTAY 73
NTDB id 1102 NMB RS03635 WP 002244053.1 MKKILLTVSLGLALSACATQGTVDKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHAQQSQLDTAY 80
NTDB id 1106 NGFG RS01495 WP 003687645.1 MKKILLTVSLGLALSACATQGTADKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHARQSQLDTAY 80
consensus *****!*******!!!!************!**!!**!!!*!!*!*!****!*!!!!!!!*!!*!*!**!*!*!*!*!!!!

logo ANYYRKDGDETKADAKALAAI EDRF IRQRLHPSQHPNI
MDYAYLYLKRGL IVNLFNDENDLQGSWFLGNRKFLSAGSQDLWSEDRDPKAANKRAEAFYDQAFNATELVTQRFPDNS

NTDB id 387347 FOB72 RS04660 WP 150371451.1 ANYRDGETAAALAAIDRFIQLHPSHPNIDYAYYLKGLINFNDNLGWLGRFSGQDLSERDPKAAKAAFDAFNTLVTRFPDS 153
NTDB id 1102 NMB RS03635 WP 002244053.1 AYYKDDEKDKALAAIDRFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNS 160
NTDB id 1106 NGFG RS01495 WP 003687645.1 AYYKDDEKDKALAAIERFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNS 160
consensus !*!*!*!***!!!!!*!!**!!!*!!!*!!!*!!*!!**!!*****!*****!!*!*!!!!!***!**!!**!!*!!!*!

logo KYTAEADARTQARMQVYKI
LVNDALAGQGHNEVMHSAVARYYYMRKRGAYLIAAVANRAKQQKSI LIKGESYDQGNATPRAYNVEEASLYAIML IERLSAYDKSKLGDMKKPDQRLRADADTARRV

NTDB id 387347 FOB72 RS04660 WP 150371451.1 KYTEDARQRMQYIVNALAQHEVHAARYYYRRGAYLAAVNRAQQSLKEYDGAPANEEALYIMIRSYDSLGMKDLRDDTARV 233
NTDB id 1102 NMB RS03635 WP 002244053.1 KYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAQKIIGSYQNTRYVEESLAILELAYKKLDKPRLAADTRRV 240
NTDB id 1106 NGFG RS01495 WP 003687645.1 KYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAKKIIGSYQNTRYVEESLAILELAYKKLDKPQLAADTRRV 240
consensus !!**!!**!!***!*!!***!***!!!!**!!!!*!!*!!!******!******!!*!*!****!**!*** !**!!*!!

logo

M
LEHTNYFPNKSDPF ILTKHQYAGPEWQRPRSKDDKMS

PWWERVYFWH
NTDB id 387347 FOB72 RS04660 WP 150371451.1 MEHNYPNSDFIKYGERRKDKSWWEVF. 259
NTDB id 1102 NMB RS03635 WP 002244053.1 LETNFPKSPFLKQPWRSDDMPWWRYWH 267
NTDB id 1106 NGFG RS01495 WP 003687645.1 LETNFPKSPFLTHAWQPDDMPWWRYWH 267
consensus *!*!*!*!*!** *** *!**!!****

X non conserved

X similar

X ≥ 50% conserved


