}Jl;l iprotKB Entry name |organism full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi pla:
sites reticulum |apparatus mei
P82094 TMF1_HUMAN [Homo TATA 24.602422 S156 S72;S77;S112;S136;5199;5S217;S32 |23301498;40307207;30379171 MSWFNASQLSSFAKQALSQAQKSID (True True 4.112 5.0 False 3.0 5.0 Fals
sapiens |element 8;S330;S333;S338;S344;S413;S542; RVLDIQEEEPSIWAETIPYGEPGISSP
modulatory S925;5928;T929;5933 'VSGGWDTSTWGLKSNTEPQSPPIAS
factor PKAITKPVRRTVVDESENFFSAFLSP

TDVQTIQKSPVVSKPPAKSQRPEEEV
KSSLHESLHIGQSRTPETTESQVKDS
SLCVSGETLAAGTSSPKTEGKHEETV
NKESDMKVPTVSLKVSESVIDVKTT
MESISNTSTQSLTAETKDIALEPKEQ
KHEDRQSNTPSPPVSTFSSGTSTTS
DIEVLDHESVISESSASSRQETTDSK
SSLHLMQTSFQLLSASACPEYNRLD
DFQKLTESCCSSDAFERIDSFSVQSL
DSRSVSEINSDDELSGKGYALVPIIV
NSSTPKSKTVESAEGKSEEVNETLVI
PTEEAEMEESGRSATPVNCEQPDIL
'VSSTPINEGQTVLDKVAEQCEPAES
QPEALSEKEDVCKTVEFLNEKLEKR
EAQLLSLSKEKALLEEAFDNLKDEM
FRVKEESSSISSLKDEFTQRIAEAEK
KVQLACKERDAAKKEIKNIKEELATR
LNSSETADLLKEKDEQIRGLMEEGE
KLSKQQLHNSNIIKKLRAKDKENEN
MVAKLNKKVKELEEELQHLKQVLD
GKEEVEKQHRENIKKLNSMVERQE
KDLGRLQVDMDELEEKNRSIQAALD
SAYKELTDLHKANAAKDSEAQEAAL
SREMKAKEELSAALEKAQEEARQQQ
ETLAIQVGDLRLALQRTEQAAARKE
DYLRHEIGELQQRLQEAENRNQELS
QSVSSTTRPLLRQIENLQATLGSQTS
SWEKLEKNLSDRLGESQTLLAAAVE
RERAATEELLANKIQMSSMESQNSL
LRQENSRFQAQLESEKNRLCKLEDE
NNRYQVELENLKDEYVRTLEETRKE
KTLLNSQLEMERMKVEQERKKAIFT
QETIKEKERKPFSVSSTPTMSRSSSI
SGVDMAGLQTSFLSQDESHDHSFG
PMPISANGSNLYDAVRMGAGSSIIE
NLQSQLKLREGEITHLQLEIGNLEKT
RSIMAEELVKLTNQNDELEEKVKEIP
KLRTQLRDLDQRYNTILQMYGEKAE
EAEELRLDLEDVKNMYKTQIDELLR
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