
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P47068 BBC1_YEAST Saccharomyces
cerevisiae

Myosin
tail	region-
interacting
protein
MTI1

24.475439 NaN S103;S158;S166;S565;S621;S631;S
634;T636;S638;S647;T850;S889;T8
94;T895

33229814 MSEPEVPFKVVAQFPYKSDYEDDLN
FEKDQEIIVTSVEDAEWYFGEYQDS
NGDVIEGIFPKSFVAVQGSEVGKEAE
SSPNTGSTEQRTIQPEVEQKDLPEPI
SPETKKETLSGPVPVPAATVPVPAAT
VPVPAATAVSAQVQHDSSSGNGERK
VPMDSPKLKARLSMFNQDITEQVPL
PKSTHLDLENIPVKKTIVADAPKYYV
PPGIPTNDTSNLERKKSLKENEKKIV
PEPINRAQVESGRIETENDQLKKDLP
QMSLKERIALLQEQQRLQAAREEEL
LRKKAKLEQEHERSAVNKNEPYTET
EEAEENEKTEPKPEFTPETEHNEEP
QMELLAHKEITKTSREADEGTNDIE
KEQFLDEYTKENQKVEESQADEARG
ENVAEESEIGYGHEDREGDNDEEKE
EEDSEENRRAALRERMAKLSGASRF
GAPVGFNPFGMASGVGNKPSEEPK
KKQHKEKEEEEPEQLQELPRAIPVM
PFVDPSSNPFFRKSNLSEKNQPTET
KTLDPHATTEHEQKQEHGTHAYHN
LAAVDNAHPEYSDHDSDEDTDDHE
FEDANDGLRKHSMVEQAFQIGNNE
SENVNSGEKIYPQEPPISHRTAEVSH
DIENSSQNTTGNVLPVSSPQTRVAR
NGSINSLTKSISGENRRKSINEYHDT
VSTNSSALTETAQDISMAAPAAPVLS
KVSHPEDKVPPHPVPSAPSAPPVPSA
PSVPSAPPVPPAPPALSAPSVPPVPPV
PPVSSAPPALSAPSIPPVPPTPPAPPA
PPAPLALPKHNEVEEHVKSSAPLPPV
SEEYHPMPNTAPPLPRAPPVPPATFE
FDSEPTATHSHTAPSPPPHQNVTAS
TPSMMSTQQRVPTSVLSGAEKESRT
LPPHVPSLTNRPVDSFHESDTTPKV
ASIRRSTTHDVGEISNNVKIEFNAQE
RWWINKSAPPAISNLKLNFLMEIDD
HFISKRLHQKWVVRDFYFLFENYSQ
LRFSLTFNSTSPEKTVTTLQERFPSP
VETQSARILDEYAQRFNAKVVEKSH
SLINSHIGAKNFVSQIVSEFKDEVIQP
IGARTFGATILSYKPEEGIEQLMKSL
QKIKPGDILVIRKAKFEAHKKIGKNEI
INVGMDSAAPYSSVVTDYDFTKNKF
RVIENHEGKIIQNSYKLSHMKSGKL
KVFRIVARGYVGW

None None None None None None None None None


