
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

O94822 LTN1_HUMAN Homo
sapiens

E3
ubiquitin-
protein
ligase
listerin

23.656127 T706;T1336;S1337 NaN 28510447;29351928 MGGKNKQRTKGNLRPSNSGRAAEL
LAKEQGTVPGFIGFGTSQSDLGYVPA
IQGAEEIDSLVDSDFRMVLRKLSKKD
VTTKLKAMQEFGTMCTERDTETVKG
VLPYWPRIFCKISLDHDRRVREATQQ
AFEKLILKVKKQLAPYLKSLMGYWL
MAQCDTYTPAAFAAKDAFEAAFPPS
KQPEAIAFCKDEITSVLQDHLIKETP
DTLSDPQTVPEEEREAKFYRVVTCSL
LALKRLLCLLPDNELDSLEEKFKSLL
SQNKFWKYGKHSVPQIRSAYFELVS
ALCQRIPQLMKEEASKVSPSVLLSID
DSDPIVCPALWEAVLYTLTTIEDCWL
HVNAKKSVFPKLSTVIREGGRGLATV
IYPYLLPFISKLPQSITNPKLDFFKNF
LTSLVAGLSTERTKTSSLESSAVISAF
FECLRFIMQQNLGEEEIEQMLVNDQ
LIPFIDAVLKDPGLQHGQLFNHLAET
LSSWEAKADTEKDEKTAHNLENVLI
HFWERLSEICVAKISEPEADVESVLG
VSNLLQVLQKPKSSLKSSKKKNGKV
RFADEILESNKENEKCVSSEGEKIEG
WELTTEPSLTHNSSGLLSPLRKKPL
EDLVCKLADISINYVNERKSEQHLRF
LSTLLDSFSSSRVFKMLLGDEKQSIV
QAKPLEIAKLVQKNPAVQFLYQKLIG
WLNEDQRKDFGFLVDILYSALRCCD
NDMERKKVLDDLTKVDLKWNSLLKI
IEKACPSSDKHALVTPWLKGDILGEK
LVNLADCLCNEDLESRVSSESHFSE
RWTLLSLVLSQHVKNDYLIGDVYVE
RIIVRLHETLFKTKKLSEAESSDSSVS
FICDVAYNYFSSAKGCLLMPSSEDLL
LTLFQLCAQSKEKTHLPDFLICKLKN
TWLSGVNLLVHQTDSSYKESTFLHL
SALWLKNQVQASSLDINSLQVLLSA
VDDLLNTLLESEDSYLMGVYIGSVM
PNDSEWEKMRQSLPMQWLHRPLL
EGRLSLNYECFKTDFKEQDIKTLPSH
LCTSALLSKMVLIALRKETVLENNEL
EKIIAELLYSLQWCEELDNPPIFLIGF
CEILQKMNITYDNLRVLGNTSGLLQ
LLFNRSREHGTLWSLIIAKLILSRSIS
SDEVKPHYKRKESFFPLTEGNLHTI
QSLCPFLSKEEKKEFSAQCIPALLGW
TKKDLCSTNGGFGHLAIFNSCLQTK
SIDDGELLHGILKIIISWKKEHEDIFL
FSCNLSEASPEVLGVNIEIIRFLSLFL
KYCSSPLAESEWDFIMCSMLAWLET
TSENQALYSIPLVQLFACVSCDLACD
LSAFFDSTTLDTIGNLPVNLISEWKE
FFSQGIHSLLLPILVTVTGENKDVSE
TSFQNAMLKPMCETLTYISKEQLLS
HKLPARLVADQKTNLPEYLQTLLNT
LAPLLLFRARPVQIAVYHMLYKLMPE
LPQYDQDNLKSYGDEEEEPALSPPA
ALMSLLSIQEDLLENVLGCIPVGQIV
TIKPLSEDFCYVLGYLLTWKLILTFFK
AASSQLRALYSMYLRKTKSLNKLLY
HLFRLMPENPTYAETAVEVPNKDPK
TFFTEELQLSIRETTMLPYHIPHLAC
SVYHMTLKDLPAMVRLWWNSSEKR
VFNIVDRFTSKYVSSVLSFQEISSVQ
TSTQLFNGMTVKARATTREVMATYT
IEDIVIELIIQLPSNYPLGSIIVESGKR
VGVAVQQWRNWMLQLSTYLTHQN
GSIMEGLALWKNNVDKRFEGVEDC
MICFSVIHGFNYSLPKKACRTCKKKF
HSACLYKWFTSSNKSTCPLCRETFF

None None None None None None None None None


