
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac

sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

Q14573 ITPR3_HUMAN Homo
sapiens

Inositol	1,4,5-
trisphosphate-
gated	calcium
channel
ITPR3

22.888725 T1668;T2651 S916;S934;S1813;S1832;S1834;S26
09;S2670

34019948;21383013;30379171;306
20550;40596516

MSEMSSFLHIGDIVSLYAEGSVNGFI
STLGLVDDRCVVEPAAGDLDNPPKK
FRDCLFKVCPMNRYSAQKQYWKAK
QTKQDKEKIADVVLLQKLQHAAQME
QKQNDTENKKVHGDVVKYGSVIQLL
HMKSNKYLTVNKRLPALLEKNAMR
VTLDATGNEGSWLFIQPFWKLRSNG
DNVVVGDKVILNPVNAGQPLHASNY
ELSDNAGCKEVNSVNCNTSWKINL
FMQFRDHLEEVLKGGDVVRLFHAE
QEKFLTCDEYKGKLQVFLRTTLRQS
ATSATSSNALWEVEVVHHDPCRGG
AGHWNGLYRFKHLATGNYLAAEEN
PSYKGDASDPKAAGMGAQGRTGRR
NAGEKIKYCLVAVPHGNDIASLFELD
PTTLQKTDSFVPRNSYVRLRHLCTN
TWIQSTNVPIDIEEERPIRLMLGTCP
TKEDKEAFAIVSVPVSEIRDLDFAND
ASSMLASAVEKLNEGFISQNDRRFV
IQLLEDLVFFVSDVPNNGQNVLDIM
VTKPNRERQKLMREQNILKQVFGIL
KAPFREKGGEGPLVRLEELSDQKNA
PYQHMFRLCYRVLRHSQEDYRKNQ
EHIAKQFGMMQSQIGYDILAEDTITA
LLHNNRKLLEKHITKTEVETFVSLVR
KNREPRFLDYLSDLCVSNHIAIPVTQ
ELICKCVLDPKNSDILIRTELRPVKE
MAQSHEYLSIEYSEEEVWLTWTDKN
NEHHEKSVRQLAQEARAGNAHDEN
VLSYYRYQLKLFARMCLDRQYLAIDE
ISQQLGVDLIFLCMADEMLPFDLRA
SFCHLMLHVHVDRDPQELVTPVKFA
RLWTEIPTAITIKDYDSNLNASRDDK
KNKFANTMEFVEDYLNNVVSEAVP
FANEEKNKLTFEVVSLAHNLIYFGFY
SFSELLRLTRTLLGIIDCVQGPPAML
QAYEDPGGKNVRRSIQGVGHMMST
MVLSRKQSVFSAPSLSAGASAAEPL
DRSKFEENEDIVVMETKLKILEILQFI
LNVRLDYRISYLLSVFKKEFVEVFPM
QDSGADGTAPAFDSTTANMNLDRIG
EQAEAMFGVGKTSSMLEVDDEGGR
MFLRVLIHLTMHDYAPLVSGALQLL
FKHFSQRQEAMHTFKQVQLLISAQD
VENYKVIKSELDRLRTMVEKSELWV
DKKGSGKGEEVEAGAAKDKKERPTD
EEGFLHPPGEKSSENYQIVKGILERL
NKMCGVGEQMRKKQQRLLKNMDA
HKVMLDLLQIPYDKGDAKMMEILRY
THQFLQKFCAGNPGNQALLHKHLH
LFLTPGLLEAETMQHIFLNNYQLCS
EISEPVLQHFVHLLATHGRHVQYLD
FLHTVIKAEGKYVKKCQDMIMTELT
NAGDDVVVFYNDKASLAHLLDMMK
AARDGVEDHSPLMYHISLVDLLAAC
AEGKNVYTEIKCTSLLPLEDVVSVVT
HEDCITEVKMAYVNFVNHCYVDTEV
EMKEIYTSNHIWTLFENFTLDMARV
CSKREKRVADPTLEKYVLSVVLDTIN
AFFSSPFSENSTSLQTHQTIVVQLLQ
STTRLLECPWLQQQHKGSVEACIRT
LAMVAKGRAILLPMDLDAHISSMLS
SGASCAAAAQRNASSYKATTRAFPR
VTPTANQWDYKNIIEKLQDIITALEE
RLKPLVQAELSVLVDVLHWPELLFL
EGSEAYQRCESGGFLSKLIQHTKDL
MESEEKLCIKVLRTLQQMLLKKTKY
GDRGNQLRKMLLQNYLQNRKSTSR
GDLPDPIGTGLDPDWSAIAATQCRL
DKEGATKLVCDLITSTKNEKIFQESI
GLAIHLLDGGNTEIQKSFHNLMMSD
KKSERFFKVLHDRMKRAQQETKSTV
AVNMNDLGSQPHEDREPVDPTTKG
RVASFSIPGSSSRYSLGPSLRRGHEV
SERVQSSEMGTSVLIMQPILRFLQLL
CENHNRDLQNFLRCQNNKTNYNLV
CETLQFLDIMCGSTTGGLGLLGLYIN
EDNVGLVIQTLETLTEYCQGPCHEN
QTCIVTHESNGIDIITALILNDISPLCK
YRMDLVLQLKDNASKLLLALMESR

False True False 3.0 False 5.0 False



HDSENAERILISLRPQELVDVIKKAY
LQEEERENSEVSPREVGHNIYILALQ
LSRHNKQLQHLLKPVKRIQEEEAEG
ISSMLSLNNKQLSQMLKSSAPAQEE
EEDPLAYYENHTSQIEIVRQDRSME
QIVFPVPGICQFLTEETKHRLFTTTE
QDEQGSKVSDFFDQSSFLHNEMEW
QRKLRSMPLIYWFSRRMTLWGSISF
NLAVFINIIIAFFYPYMEGASTGVLDS
PLISLLFWILICFSIAALFTKRYSIRPLI
VALILRSIYYLGIGPTLNILGALNLTN
KIVFVVSFVGNRGTFIRGYKAMVMD
MEFLYHVGYILTSVLGLFAHELFYSI
LLFDLIYREETLFNVIKSVTRNGRSIL
LTALLALILVYLFSIVGFLFLKDDFILE
VDRLPNNHSTASPLGMPHGAAAFV
DTCSGDKMDCVSGLSVPEVLEEDRE
LDSTERACDTLLMCIVTVMNHGLRN
GGGVGDILRKPSKDESLFPARVVYDL
LFFFIVIIIVLNLIFGVIIDTFADLRSEK
QKKEEILKTTCFICGLERDKFDNKTV
SFEEHIKLEHNMWNYLYFIVLVRVK
NKTDYTGPESYVAQMIKNKNLDWFP
RMRAMSLVSNEGEGEQNEIRILQDK
LNSTMKLVSHLTAQLNELKEQMTE
QRKRRQRLGFVDVQNCISR


