
logo MIKRLNLLPKNLRRRVEPGWWRLALALVALFVAVLAVVLGTVLVAGFLLVHLYSTATLYSTERLVQSALALEKANEQRDQLQAVEVDEAVLRPF IAELQGNRLNQEQEQQRKRAELEAQLLA
NTDB id 228454 MTAI RS11865 WP 027887067.1 MIKLNLLPKNLRRRVEPGWWRLAAVAVVLAVLGTVAFLHLSTLSRVQALENQRDQLQVEVDVLRPFIAEQNRLNQQQRELEQLLA 85
NTDB id 1024 TT RS05130 WP 011173433.1 MIRLNLLPKNLRRRVEPGWWRLLALLFALVVLGVLGLVHYTAYTELSLAKAERDQLQAEVEALRPFIAELGRLQEERKALEALLA 85
consensus !!*!!!!!!!!!!!!!!!!!!! !* ! !!! ** *! * * * !!!!! !!* !!!!!!! !!* * !! !!!
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NTDB id 228454 MTAI RS11865 WP 027887067.1 VRNQLRERFVPWSDNLALVINQIPREGRRFGVALRSIGTKLLTPQEVQSNVQNGLYDGKPVNVEFNLQGEAIGQNALIRFVEAFE 170
NTDB id 1024 TT RS05130 WP 011173433.1 IREGLEKNAVPWSQYLAAFINQIPRAGGRLEVALRSVSARALSEEEAARLAQEGTYDGKRIRVEFALQGEALSREALVRFIRAFE 170
consensus *! ! !!!! !! !!!!!! ! ! !!!!!* * !** ! ! ! !!!!** !!! !!!!!* !!*!!* !!!

logo TSPRFGI ENFQGSASLDEQGQRGQLYTFGSARTI
VGAL ITGRGPETSEGATARSNTSGGEDSGSPSR

NTDB id 228454 MTAI RS11865 WP 027887067.1 TSPRFGINFQSASLDQQRQLYTFGATIGLIRPTSETASNTSGGEDSGSPSR 221
NTDB id 1024 TT RS05130 WP 011173433.1 TSPRFGIEFQGASLDEGRGLYTFSARVGATGGESGAR.............. 207
consensus !!!!!!! !! !!!! ! !!!! ! *! * ! **************
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