
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

P11881 ITPR1_MOUSE Mus
musculus

Inositol	1,4,5-
trisphosphate-
gated	calcium
channel
ITPR1

36.620756 T2477 S1588;S1755 33300544;40885482;34105348;375
07081;40997131

MSDKMSSFLHIGDICSLYAEGSTNG
FISTLGLVDDRCVVQPEAGDLNNPP
KKFRDCLFKLCPMNRYSAQKQFWK
AAKPGANSTTDAVLLNKLHHAADLE
KKQNETENRKLLGTVIQYGNVIQLL
HLKSNKYLTVNKRLPALLEKNAMRV
TLDEAGNEGSWFYIQPFYKLRSIGDS
VVIGDKVVLNPVNAGQPLHASSHQL
VDNPGCNEVNSVNCNTSWKIVLFM
KWSDNKDDILKGGDVVRLFHAEQE
KFLTCDEHRKKQHVFLRTTGRQSAT
SATSSKALWEVEVVQHDPCRGGAGY
WNSLFRFKHLATGHYLAAEVDPDFE
EECLEFQPSVDPDQDASRSRLRNAQ
EKMVYSLVSVPEGNDISSIFELDPTT
LRGGDSLVPRNSYVRLRHLCTNTWV
HSTNIPIDKEEEKPVMLKIGTSPLKE
DKEAFAIVPVSPAEVRDLDFANDASK
VLGSIAGKLEKGTITQNERRSVTKLL
EDLVYFVTGGTNSGQDVLEVVFSKP
NRERQKLMREQNILKQIFKLLQAPF
TDCGDGPMLRLEELGDQRHAPFRHI
CRLCYRVLRHSQQDYRKNQEYIAKQ
FGFMQKQIGYDVLAEDTITALLHNN
RKLLEKHITAAEIDTFVSLVRKNREP
RFLDYLSDLCVSMNKSIPVTQELICK
AVLNPTNADILIETKLVLSRFEFEGV
STGENALEAGEDEEEVWLFWRDSN
KEIRSKSVRELAQDAKEGQKEDRDIL
SYYRYQLNLFARMCLDRQYLAINEIS
GQLDVDLILRCMSDENLPYDLRASF
CRLMLHMHVDRDPQEQVTPVKYAR
LWSEIPSEIAIDDYDSSGTSKDEIKER
FAQTMEFVEEYLRDVVCQRFPFSDK
EKNKLTFEVVNLARNLIYFGFYNFS
DLLRLTKILLAILDCVHVTTIFPISKM
TKGEENKGSNVMRSIHGVGELMTQ
VVLRGGGFLPMTPMAAAPEGNVKQ
AEPEKEDIMVMDTKLKIIEILQFILNV
RLDYRISCLLCIFKREFDESNSQSSE
TSSGNSSQEGPSNVPGALDFEHIEE
QAEGIFGGSEENTPLDLDDHGGRTF
LRVLLHLTMHDYPPLVSGALQLLFR
HFSQRQEVLQAFKQVQLLVTSQDVD
NYKQIKQDLDQLRSIVEKSELWVYK
GQGPDEPMDGASGENEHKKTEEGT
SKPLKHESTSSYNYRVVKEILIRLSKL
CVQESASVRKSRKQQQRLLRNMGA
HAVVLELLQIPYEKAEDTKMQEIMR
LAHEFLQNFCAGNQQNQALLHKHI
NLFLNPGILEAVTMQHIFMNNFQLC
SEINERVVQHFVHCIETHGRNVQYI
KFLQTIVKAEGKFIKKCQDMVMAEL
VNSGEDVLVFYNDRASFQTLIQMM
RSERDRMDENSPLMYHIHLVELLAV
CTEGKNVYTEIKCNSLLPLDDIVRVV
THEDCIPEVKIAYINFLNHCYVDTEV
EMKEIYTSNHMWKLFENFLVDICRA
CNNTSDRKHADSILEKYVTEIVMSIV
TTFFSSPFSDQSTTLQTRQPVFVQLL
QGVFRVYHCNWLMPSQKASVESCI
RVLSDVAKSRAIAIPVDLDSQVNNLF
LKSHNIVQKTALNWRLSARNAARRD
SVLAASRDYRNIIERLQDIVSALEDRL
RPLVQAELSVLVDVLHRPELLFPENT
DARRKCESGGFICKLIKHTKQLLEEN
EEKLCIKVLQTLREMMTKDRGYGEK
QISIDESENAELPQAPEAENSTEQEL
EPSPPLRQLEDHKRGEALRQILVNR
YYGNIRPSGRRESLTSFGNGPLSPGG
PSKPGGGGGGPGSSSTSRGEMSLAE
VQCHLDKEGASNLVIDLIMNASSDR
VFHESILLAIALLEGGNTTIQHSFFC
RLTEDKKSEKFFKVFYDRMKVAQQE
IKATVTVNTSDLGNKKKDDEVDRDA
PSRKKAKEPTTQITEEVRDQLLEASA
ATRKAFTTFRREADPDDHYQSGEGT
QATTDKAKDDLEMSAVITIMQPILRF
LQLLCENHNRDLQNFLRCQNNKTN
YNLVCETLQFLDCICGSTTGGLGLLG

True True 3.071 5.0 3.04 5.0 2.205 3.007 2.745



LYINEKNVALINQTLESLTEYCQGPC
HENQNCIATHESNGIDIITALILNDIN
PLGKKRMDLVLELKNNASKLLLAIM
ESRHDSENAERILYNMRPKELVEVI
KKAYMQGEVEFEDGENGEDGAASP
RNVGHNIYILAHQLARHNKELQTML
KPGGQVDGDEALEFYAKHTAQIEIVR
LDRTMEQIVFPVPSICEFLTKESKLRI
YYTTERDEQGSKINDFFLRSEDLFN
EMNWQKKLRAQPVLYWCARNMSF
WSSISFNLAVLMNLLVAFFYPFKGV
RGGTLEPHWSGLLWTAMLISLAIVIA
LPKPHGIRALIASTILRLIFSVGLQPTL
FLLGAFNVCNKIIFLMSFVGNCGTF
TRGYRAMVLDVEFLYHLLYLLICAM
GLFVHEFFYSLLLFDLVYREETLLNV
IKSVTRNGRSIILTAVLALILVYLFSIV
GYLFFKDDFILEVDRLPNETAVPETG
ESLANDFLYSDVCRVETGENCTSPA
PKEELLPAEETEQDKEHTCETLLMC
IVTVLSHGLRSGGGVGDVLRKPSKE
EPLFAARVIYDLLFFFMVIIIVLNLIFG
VIIDTFADLRSEKQKKEEILKTTCFIC
GLERDKFDNKTVTFEEHIKEEHNM
WHYLCFIVLVKVKDSTEYTGPESYVA
EMIRERNLDWFPRMRAMSLVSSDS
EGEQNELRNLQEKLESTMKLVTNLS
GQLSELKDQMTEQRKQKQRIGLLG
HPPHMNVNPQQPA


