UniprotKB Entry name |organism [full name |oglcnacscore |oglcnac sites b yiation phvips sequence intracellular extracellular cytosol nucleus mitochndrion en(.ioplasmlc g

ID sites reticulum |af

Q15413 RYR3_HUMAN [Homo Ryanodine [24.474812 S2173;S3120;5S3635;S3637;S3797;S |[NaN 30620550;35254053;38253038;372 |MAEGGEGGEDEIQFLRTEDEVVLQC |None None None [None |None None N
sapiens [receptor 3 3803;S3903;T3904;S4186;T4201 17939;29351928 IATIHKEQRKFCLAAEGLGNRLCFLE

PTSEAKYIPPDLCVCNFVLEQSLSVR
ALQEMLANTGENGGEGAAQGGGHR
TLLYGHAVLLRHSFSGMYLTCLTTS
RSQTDKLAFDVGLREHATGEACWW
TIHPASKQRSEGEKVRIGDDLILVSV
SSERYLHLSVSNGNIQVDASFMQTL
WNVHPTCSGSSIEEGYLLGGHVVRL
FHGHDECLTIPSTDQNDSQHRRIFY
EAGGAGTRARSLWRVEPLRISWSGS
NIRWGQAFRLRHLTTGHYLALTEDQ
GLILQDRAKSDTKSTAFSFRASKELK
EKLDSSHKRDIEGMGVPEIKYGDSV
CFVQHIASGLWVTYKAQDAKTSRLG
PLKRKVILHQEGHMDDGLTLQRCQ
REESQAARIIRNTTALFSQFVSGNNR
TAAPITLPIEEVLQTLQDLIAYFQPPE
EEMRHEDKQNKLRSLKNRQNLFKE
EGMLALVLNCIDRLNVYNSVAHFAG
IAREESGMAWKEILNLLYKLLAALIR
GNRNNCAQFSNNLDWLISKLDRLE
SSSGILEVLHCILTESPEALNLIAEGH
IKSIISLLDKHGRNHKVLDILCSLCLC
NGVAVRANQNLICDNLLPRRNLLLQ
TRLINDVTSIRPNIFLGVAEGSAQYK
KWYFELIIDQVDPFLTAEPTHLRVG
WASSSGYAPYPGGGEGWGGNGVGD
DLYSYGFDGLHLWSGRIPRAVASIN
QHLLRSDDVVSCCLDLGVPSISFRIN
GQPVQGMFENFNTDGLFFPVMSFS
AGVKVRFLMGGRHGEFKFLPPSGYA
PCYEALLPKEKMRLEPVKEYKRDAD
GIRDLLGTTQFLSQASFIPCPVDTSQ
VILPPHLEKIRDRLAENIHELWGMN
KIELGWTFGKIRDDNKRQHPCLVEF
SKLPETEKNYNLQMSTETLKTLLAL
GCHIAHVNPAAEEDLKKVKLPKNYM
MSNGYKPAPLDLSDVKLLPPQEILVD
KLAENAHNVWAKDRIKQGWTYGIQ
QDLKNKRNPRLVPYALLDERTKKSN
RDSLREAVRTFVGYGYNIEPSDQELA
DSAVEKVSIDKIRFFRVERSYAVRSG
KWYFEFEVVTGGDMRVGWARPGCR
PDVELGADDQAFVFEGNRGQRWHQ
GSGYFGRTWQPGDVVGCMINLDDA
SMIFTLNGELLITNKGSELAFADYEI
ENGFVPICCLGLSQIGRMNLGTDAS
TFKFYTMCGLQEGFEPFAVNMNRD
VAMWFSKRLPTFVNVPKDHPHIEV
MRIDGTMDSPPCLKVTHKTFGTQNS
NADMIYCRLSMPVECHSSFSHSPCL
DSEAFQKRKQMQEILSHTTTQCYYAI
RIFAGQDPSCVWVGWVTPDYHLYSE
KFDLNKNCTVTVTLGDERGRVHESV
KRSNCYMVWGGDIVASSQRSNRSN
VDLEIGCLVDLAMGMLSFSANGKEL
GTCYQVEPNTKVFPAVFLQPTSTSLF
QFELGKLKNAMPLSAAIFRSEEKNP
VPQCPPRLDVQTIQPVLWSRMPNSF
LKVETERVSERHGWVVQCLEPLQM
MALHIPEENRCVDILELCEQEDLMR
FHYHTLRLYSAVCALGNSRVAYALC
SHVDLSQLFYAIDNKYLPGLLRSGFY
DLLISIHLASAKERKLMMKNEYIIPIT
STTRNIRLFPDESKRHGLPGVGLRTC
LKPGFRFSTPCFVVTGEDHQKQSPEI
PLESLRTKALSMLTEAVQCSGAHIR
DPVGGSVEFQFVPVLKLIGTLLVMG
VFDDDDVRQILLLIDPSVFGEHSAGT
EEGAEKEEVTQVEEKAVEAGEKAGK
EAPVKGLLQTRLPESVKLQMCELLS
YLCDCELQHRVEAIVAFGDIYVSKLQ
ANQKFRYNELMQALNMSAALTARK
TKEFRSPPQEQINMLLNFQLGENCP
CPEEIREELYDFHEDLLLHCGVPLEE
EEEEEEDTSWTGKLCALVYKIKGPPK
PEKEQPTEEEERCPTTLKELISQTMI
CWAQEDQIQDSELVRMMFNLLRRQ
YDSIGELLQALRKTYTISHTSVSDTIN




LLAALGQIRSLLSVRMGKEEELLMI
NGLGDIMNNKVFYQHPNLMRVLG
MHETVMEVMVNVLGTEKSQIAFPK
MVASCCRFLCYFCRISRQNQKAMFE
HLSYLLENSSVGLASPSMRGSTPLD
VAASSVMDNNELALSLEEPDLEKVV
TYLAGCGLQSCPMLLAKGYPDVGW
NPIEGERYLSFLRFAVFVNSESVEEN
ASVVVKLLIRRPECFGPALRGEGGN
GLLAAMQGAIKISENPALDLPSQGYK
REVSTGDDEEEEEIVHMGNAIMSFY
SALIDLLGRCAPEMHLIQTGKGEAIR
IRSILRSLVPTEDLVGIISIPLKLPSLN
KDGSVSEPDMAANFCPDHKAPMVL
FLDRVYGIKDQTFLLHLLEVGFLPDL
RASASLDTVSLSTTEAALALNRYICS
AVLPLLTRCAPLFAGTEHCTSLIDST
LQTIYRLSKGRSLTKAQRDTIEECLL
AICNHLRPSMLQQLLRRLVFDVPQL
NEYCKMPLKLLTNHYEQCWKYYCL
PSGWGSYGLAVEEELHLTEKLFWGI
FDSLSHKKYDPDLFRMALPCLSAIA
GALPPDYLDTRITATLEKQISVDADG
NFDPKPINTMNFSLPEKLEYIVTKYA
EHSHDKWACDKSQSGWKYGISLDE
NVKTHPLIRPFKTLTEKEKEIYRWPA
RESLKTMLAVGWTVERTKEGEALVQ
QRENEKLRSVSQANQGNSYSPAPLD
LSNVVLSRELQGMVEVVAENYHNI
WAKKKKLELESKGGGSHPLLVPYDT
LTAKEKFKDREKAQDLFKFLQVNGII
VSRGMKDMELDASSMEKRFAYKFL
KKILKYVDSAQEFIAHLEAIVSSGKTE
KSPRDQEIKFFAKVLLPLVDQYFTSH
CLYFLSSPLKPLSSSGYASHKEKEMV
AGLFCKLAALVRHRISLFGSDSTTMV
SCLHILAQTLDTRTVMKSGSELVKA
GLRAFFENAAEDLEKTSENLKLGKF
THSRTQIKGVSQNINYTTVALLPILTS
IFEHVTQHQFGMDLLLGDVQISCYH
ILCSLYSLGTGKNIYVERQRPALGEC
LASLAAAIPVAFLEPTLNRYNPLSVF
NTKTPRERSILGMPDTVEDMCPDIP
QLEGLMKEINDLAESGARYTEMPHV
IEVILPMLCNYLSYWWERGPENLPP
STGPCCTKVTSEHLSLILGNILKIINN
NLGIDEASWMKRIAVYAQPIISKARP
DLLRSHFIPTLEKLKKKAVKTVQEEE
QLKADGKGDTQEAELLILDEFAVLC
RDLYAFYPMLIRYVDNNRSNWLKSP
DADSDQLFRMVAEVFILWCKSHNF
KREEQNFVIQNEINNLAFLTGDSKS
KMSKAMQVKSGGQDQERKKTKRRG
DLYSIQTSLIVAALKKMLPIGLNMCT
PGDQELISLAKSRYSHRDTDEEVRE
HLRNNLHLQEKSDDPAVKWQLNLY
KDVLKSEEPFNPEKTVERVQRISAAV
FHLEQVEQPLRSKKAVWHKLLSKQR
KRAVVACFRMAPLYNLPRHRSINLF
LHGYQRFWIETEEYSFEEKLVQDLA
KSPKVEEEEEEETEKQPDPLHQIILY
FSRNALTERSKLEDDPLYTSYSSMM
AKSCQSGEDEEEDEDKEKTFEEKE
MEKQKTLYQQARLHERGAAEMVLQ
MISASKGEMSPMVVETLKLGIAILN
GGNAGVQQKMLDYLKEKKDAGFFQ
SLSGLMQSCSVLDLNAFERQNKAE
GLGMVTEEGTLIVRERGEKVLQNDE
FTRDLFRFLQLLCEGHNSDFQNFLR
TQMGNTTTVNVIISTVDYLLRLQESI
SDFYWYYSGKDIIDESGQHNFSKAL
AVTKQIFNSLTEYIQGPCIGNQQSLA
HSRLWDAVVGFLHVFANMQMKLS
QDSSQIELLKELLDLLQDMVVMLLS
LLEGNVVNGTIGKQMVDTLVESSTN
VEMILKFFDMFLKLKDLTSSDTFKE
YDPDGKGIISKKEFQKAMEGQKQYT
QSEIDFLLSCAEADENDMFNYVDFV
DRFHEPAKDIGFNVAVLLTNLSEHM
PNDSRLKCLLDPAESVLNYFEPYLG
RIEIMGGAKKIERVYFEISESSRTQW
EKPQVKESKRQFIFDVVNEGGEQEK
MELFVNFCEDTIFEMQLASQISESD




SADRPEEEEEDEDSSYVLEIAGEEEE
DGSLEPASAFAMACASVKRNVTDFL
KRATLKNLRKQYRNVKKMTAKELVK
VLFSFFWMLFVGLFQLLFTILGGIFQ
ILWSTVFGGGLVEGAKNIRVTKILGD
MPDPTQFGIHDDTMEAERAEVMEP
GITTELVHFIKGEKGDTDIMSDLFGL
HPKKEGSLKHGPEVGLGDLSEIIGKD
EPPTLESTVQKKRKAQAAEMKAANE
AEGKVESEKADMEDGEKEDKDKEE
EQAEYLWTEVTKKKKRRCGQKVEKP
EAFTANFFKGLEIYQTKLLHYLARNF
YNLRFLALFVAFAINFILLFYKVTEEP
LEEETEDVANLWNSFNDEEEEEAM
VFFVLQESTGYMAPTLRALAITHTIIS
LVCVVGYYCLKVPLVVFKREKEIARK
LEFDGLYITEQPSEDDIKGQWDRLVI
NTPSFPNNYWDKFVKRKVINKYGDL
IYGAERIAELLGLDKNALDFSPVEETK
AEAASLVSWLSSIDMKYHIWKLGVV
FTDNSFLYLAWYTTMSVLGHYNNFF
FAAHLLDIAMGFKTLRTILSSVTHNG
KQLVLTVGLLAVVVYLYTVVAFNFFR
KFYNKSEDDDEPDMKCDDMMTCYL
FHMYVGVRAGGGIGDEIEDPAGDPY
EMYRIVEDITFFFFVIVILLAIIQGLIID
AFGELRDQQEQVREDMETKCFICGI
GNDYFDTTPHGFETHTLQEHNLAN
YLFFLMYLINKDETEHTGQESYVWK
MYQERCWDFFPAGDCFRKQYEDQL
G




