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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

P29994 ITPR1_RAT Rattus
norvegicus

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

23.439218 NaN S1589;S1756 38843836 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
KEIRSKSVRELAQDAKEGQKEDRDV
LSYYRYQLNLFARMCLDRQYLAINEI
SGQLDVDLILRCMSDENLPYDLRAS
FCRLMLHMHVDRDPQEQVTPVKYA
RLWSEIPSEIAIDDYDSSGASKDEIKE
RFAQTMEFVEEYLRDVVCQRFPFSD
KEKNKLTFEVVNLARNLIYFGFYNFS
DLLRLTKILLAILDCVHVTTIFPISKM
TKGEENKGSNVMRSIHGVGELMTQ
VVLRGGGFLPMTPMAAAPEGNVKQ
AEPEKEDIMVMDTKLKIIEILQFILNV
RLDYRISCLLCIFKREFDESNSQSSE
TSSGNSSQEGPSNVPGALDFEHIEE
QAEGIFGGSEENTPLDLDDHGGRTF
LRVLLHLTMHDYPPLVSGALQLLFR
HFSQRQEVLQAFKQVQLLVTSQDVD
NYKQIKQDLDQLRSIVEKSELWVYK
GQGPDEPMDGASGENEHKKTEEGT
SKPLKHESTSSYNYRVVKEILIRLSKL
CVQESASVRKSRKQQQRLLRNMGA
HAVVLELLQIPYEKAEDTKMQEIMR
LAHEFLQNFCAGNQQNQALLHKHI
NLFLNPGILEAVTMQHIFMNNFQLC
SEINERVVQHFVHCIETHGRNVQYI
KFLQTIVKAEGKFIKKCQDMVMAEL
VNSGEDVLVFYNDRASFQTLIQMM
RSERDRMDENSPLFMYHIHLVELLA
VCTEGKNVYTEIKCNSLLPLDDIVRV
VTHEDCIPEVKIAYINFLNHCYVDTE
VEMKEIYTSNHMWKLFENFLVDICR
ACNNTSDRKHADSVLEKYVTEIVMS
IVTTFFSSPFSDQSTTLQTRQPVFVQ
LLQGVFRVYHCNWLMPSQKASVES
CIRVLSDVAKSRAIAIPVDLDSQVNN
LFLKSHNIVQKTAMNWRLSARNAA
RRDSVLAASRDYRNIIERLQDIVSAL
EDRLRPLVQAELSVLVDVLHRPELLF
PENTDARRKCESGGFICKLIKHTKQL
LEENEEKLCIKVLQTLREMMTKDRG
YGEKQISIDELENAELPQPPEAENST
EQELEPSPPLRQLEDHKRGEALRQIL
VNRYYGNIRPSGRRESLTSFGNGPL
SPGGPSKPGGGGGGPGSGSTSRGE
MSLAEVQCHLDKEGASNLVIDLIMN
ASSDRVFHESILLAIALLEGGNTTIQ
HSFFCRLTEDKKSEKFFKVFYDRMK
VAQQEIKATVTVNTSDLGNKKKDDE

True True 3.056 5.0 2.962 5.0 2.171 5.0 2.74



VDRDAPSRKKAKEPTTQITEEVRDQL
LEASAATRKAFTTFRREADPDDHYQ
SGEGTQATTDKAKDDLEMSAVITIM
QPILRFLQLLCENHNRDLQNFLRCQ
NNKTNYNLVCETLQFLDCICGSTTG
GLGLLGLYINEKNVALINQTLESLTE
YCQGPCHENQNCIATHESNGIDIITA
LILNDINPLGKKRMDLVLELKNNAS
KLLLAIMESRHDSENAERILYNMRP
KELVEVIKKAYMQGEVEFEDGENGE
DGAASPRNVGHNIYILAHQLARHNK
ELQTMLKPGGQVDGDEALEFYAKHT
AQIEIVRLDRTMEQIVFPVPSICEFLT
KESKLRIYYTTERDEQGSKINDFFLR
SEDLFNEMNWQKKLRAQPVLYWCA
RNMSFWSSISFNLAVLMNLLVAFFY
PFKGVRGGTLEPHWSGLLWTAMLIS
LAIVIALPKPHGIRALIASTILRLIFSV
GLQPTLFLLGAFNVCNKIIFLMSFVG
NCGTFTRGYRAMVLDVEFLYHLLYL
LICAMGLFVHEFFYSLLLFDLVYREE
TLLNVIKSVTRNGRPIILTAALALILVY
LFSIVGYLFFKDDFILEVDRLPNETA
GPETGESLANDFLYSDVCRVETGEN
CTSPAPKEELLPVEETEQDKEHTCE
TLLMCIVTVLSHGLRSGGGVGDVLR
KPSKEEPLFAARVIYDLLFFFMVIIIV
LNLIFGVIIDTFADLRSEKQKKEEILK
TTCFICGLERDKFDNKTVTFEEHIKE
EHNMWHYLCFIVLVKVKDSTEYTGP
ESYVAEMIRERNLDWFPRMRAMSL
VSSDSEGEQNELRNLQEKLESTMKL
VTNLSGQLSELKDQMTEQRKQKQRI
GLLGHPPHMNVNPQQPA


