
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

O75970 MPDZ_HUMAN Homo
sapiens

Multiple
PDZ
domain
protein

19.129548 NaN S230;S483;S790;S1078;S1818;S182
4

34019948 MLEAIDKNRALHAAERLQTKLRERG
DVANEDKLSLLKSVLQSPLFSQILSL
QTSVQQLKDQVNIATSATSNIEYAHV
PHLSPAVIPTLQNESFLLSPNNGNLE
ALTGPGIPHINGKPACDEFDQLIKN
MAQGRHVEVFELLKPPSGGLGFSVV
GLRSENRGELGIFVQEIQEGSVAHR
DGRLKETDQILAINGQALDQTITHQQ
AISILQKAKDTVQLVIARGSLPQLVSP
IVSRSPSAASTISAHSNPVHWQHME
TIELVNDGSGLGFGIIGGKATGVIVKT
ILPGGVADQHGRLCSGDHILKIGDTD
LAGMSSEQVAQVLRQCGNRVKLMI
ARGAIEERTAPTALGITLSSSPTSTPE
LRVDASTQKGEESETFDVELTKNVQ
GLGITIAGYIGDKKLEPSGIFVKSITKS
SAVEHDGRIQIGDQIIAVDGTNLQGF
TNQQAVEVLRHTGQTVLLTLMRRG
MKQEAELMSREDVTKDADLSPVNA
SIIKENYEKDEDFLSSTRNTNILPTEE
EGYPLLSAEIEEIEDAQKQEAALLTK
WQRIMGINYEIVVAHVSKFSENSGL
GISLEATVGHHFIRSVLPEGPVGHSG
KLFSGDELLEVNGITLLGENHQDVV
NILKELPIEVTMVCCRRTVPPTTQSE
LDSLDLCDIELTEKPHVDLGEFIGSS
ETEDPVLAMTDAGQSTEEVQAPLAM
WEAGIQHIELEKGSKGLGFSILDYQD
PIDPASTVIIIRSLVPGGIAEKDGRLLP
GDRLMFVNDVNLENSSLEEAVEAL
KGAPSGTVRIGVAKPLPLSPEEGYVS
AKEDSFLYPPHSCEEAGLADKPLFR
ADLALVGTNDADLVDESTFESPYSP
ENDSIYSTQASILSLHGSSCGDGLNY
GSSLPSSPPKDVIENSCDPVLDLHM
SLEELYTQNLLQRQDENTPSVDISM
GPASGFTINDYTPANAIEQQYECENT
IVWTESHLPSEVISSAELPSVLPDSA
GKGSEYLLEQSSLACNAECVMLQNV
SKESFERTINIAKGNSSLGMTVSAN
KDGLGMIVRSIIHGGAISRDGRIAIGD
CILSINEESTISVTNAQARAMLRRHS
LIGPDIKITYVPAEHLEEFKISLGQQS
GRVMALDIFSSYTGRDIPELPEREEG
EGEESELQNTAYSNWNQPRRVELW
REPSKSLGISIVGGRGMGSRLSNGE
VMRGIFIKHVLEDSPAGKNGTLKPG
DRIVEVDGMDLRDASHEQAVEAIRK
AGNPVVFMVQSIINRPRKSPLPSLLH
NLYPKYNFSSTNPFADSLQINADKA
PSQSESEPEKAPLCSVPPPPPSAFAE
MGSDHTQSSASKISQDVDKEDEFGY
SWKNIRERYGTLTGELHMIELEKGH
SGLGLSLAGNKDRSRMSVFIVGIDP
NGAAGKDGRLQIADELLEINGQILYG
RSHQNASSIIKCAPSKVKIIFIRNKDA
VNQMAVCPGNAVEPLPSNSENLQN
KETEPTVTTSDAAVDLSSFKNVQHL
ELPKDQGGLGIAISEEDTLSGVIIKSL
TEHGVAATDGRLKVGDQILAVDDEI
VVGYPIEKFISLLKTAKMTVKLTIHAE
NPDSQAVPSAAGAASGEKKNSSQSL
MVPQSGSPEPESIRNTSRSSTPAIFA
SDPATCPIIPGCETTIEISKGRTGLGL
SIVGGSDTLLGAIIIHEVYEEGAACKD
GRLWAGDQILEVNGIDLRKATHDEA
INVLRQTPQRVRLTLYRDEAPYKEEE
VCDTLTIELQKKPGKGLGLSIVGKRN
DTGVFVSDIVKGGIADADGRLMQGD
QILMVNGEDVRNATQEAVAALLKCS
LGTVTLEVGRIKAGPFHSERRPSQSS
QVSEGSLSSFTFPLSGSSTSESLESS
SKKNALASEIQGLRTVEMKKGPTDS
LGISIAGGVGSPLGDVPIFIAMMHPT
GVAAQTQKLRVGDRIVTICGTSTEG
MTHTQAVNLLKNASGSIEMQVVAG
GDVSVVTGHQQEPASSSLSFTGLTS
SSIFQDDLGPPQCKSITLERGPDGLG
FSIVGGYGSPHGDLPIYVKTVFAKGA
ASEDGRLKRGDQIIAVNGQSLEGVT

False True 3.271 2.751 1.216 1.115 1.152 5.0 1.579
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