UniprotKB Entry name organism full oglcnacscore oglcnac P h osphorylation PMIDS |sequence intracellular extracellular cytosol \nucleus mitochndrion enc'loplasnnc golgi plasma extl_‘acellular
ID name sites sites reticulum apparatus membrane region
AOABM2B7HO |AOABM2B7HO_DANRE Danio NaN [26.412228 NaN NaN 40044042 MGGTKLCLLLLLCAIALSYAQEEEPC NaN NaN NaN |NaN NaN NaN NaN NaN None
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LLAKRFKSFQKYEYTYETESLNALNG
IAINGPKARCKVEIEVPRICSYIVHTTE
CELSDVIDVDAEGKPIFMSSAGAEAF
KAAMAKNPLKFTVEGDNDIKLFPEN
DEPANILNFKRGLISALAAPVLEEDR
NRRMPTVYGMCRTDYSVNARQDIA
TDVVLNRDLSNCDKFSPVKDHTSPL
IALITGMQYPLAQLIRSSQTCNYKFDN
DQKHMTSASCSEKHMLLPFSYKGE
HGVSNVGKQALTLVGVSVYNGRIFD
HNEANMKTLHLDDSIDSVHPIQDKD
AILSILRDLNDLSETTNGENRAHLAH
KLISTIRKMSAESLSAALPEALEISRP
LVYQALFQCGTPECTSAILRVLRTFD
RSSVEIDAAVYAMGMVPNPSRDLVE
EMLEMAKFKSSKPIYYALSNAVKRL
IYEVEKSVTPEIKAVADYTLEQIGDCT
GNQEHVYLSLRVIGNMAAAVGAASP
IALKSAVIQCINQPAASPEVQQAAIQV
FRLTSVPDEGREVLMKVIFDKAAPIQ
KRVAAYLIVMKDPQPTELAQLVAALP
NNKNCQAMSFVNSHLRNILSSTTSE
TGELRVKILNALQGNEISTSTDPTKF
SRNYKIGSLEGNVIFESEELLPNEVIL
EMTLNAFGYDVDMFEIGLNGKGLEP
TVDALIGIDGFFRDTMQKTINYAADK
IVPRGNDIMQSMFPTLWNNIKMQKA
PQSIVKEITNNVNKLIQKLKVQDNPE
AMIYLRLLGAEMGYLKTNDVEDMAY
SAALLTKSLLNMFPTDFLRNLYSSV
NNNLFLHYVFMDNEFYLPTGTGIPL
RVALSGTFAPGVKGGLKLARDMSEV
AFMPSAGVEFVTEVGALLPEYVESG
LEMHTNIYHESGLKVKVAVTNKQFK
LTIPTPKTSTKLISVSNSLYSVTGTEIK
RIPPLAEHVKARKCTPFIPGFQYCGV
MQYSNAFSNDAAPYFPLTGDSKFAI
EIHPTGEVSSYTATADYAYDGKDDTV
TFGLKAEGITFESIVKLTFDRQNYEV
SADVQIPDYDLEAGIRVHAVDRKAQS
DATHSIQIDLMKKNVPEASLIGLAKI
GSMKDAMLQVQLLIPNFETDAKVTA
TLKNTDELKVELESDIKLPEMTSSIQ
KMILKYDAEEIEAEVSSDVTTEIHNII
TTDAIKATFNDILDQEIGTSDKKIRDV
LTQFVEASNAYLEQFSPNIPYVQELR
IPALPEFTFPKKLFLNAEGAAKYKFG
QNYYTITIPVPLGGKTSRDFNLPAAL
ETPVLNVPQLDLQVKSINIPLPVFFIP
ESLSLSLPLVAKAEVSSKLSSNFYDM
EAKASAGSELVDKPTYSAMIEVTGTS
PVDLLSFKIEGSTFLVGRLGESLKTE
MKSSLNHKLLEASVNYFEEITTGEKI
TMKSSSKMEAKSPFGLKISLEHTGQ
IVGLDEDEISGDGNLLGSIKAGPLNG
EVALRQSLILLPFKPELKIDSSLKVDL
EQIQAENIIEAAFANGELSFTSKSTA
FQDNLIHVAELAYKESQLALKSDAR
AKAFGLNIQNVAEASASFNLVNVKI
DTNVDTLFGNRVRSQFIAALDANGL
DVKSDASANLDEHTASHMCSLSLTR
NGLVTIGSTLLECPDMPLTLQNKFN
GALDTSGLSLSVETKGKFVEVTIENT
NSLSASLSSVDFISKANSDDGTYVH
DFSLQLQPYSTSLKISNNLNALNIKL
INEAQFKALPYAADLTGSWKLSSGT
DELKNTYEIKYEDLVATAKCGLTGKL
MGSHMSQNTEIEVAGLSVTYGSESN
FNSQYLRFNSDLHAAAVPFRFNVDA
MVNADGDLYLYGKQSAQVYSKFLM
KAEPLAFAHSHECRVSTTYNLYDDL
VFETNLDNKIDTVLTPSEQKATVRVK
SKFNNHEFNKDLSAYNTPERLGVE
MSGSIITNIFNTVDSDNQDHFFSAFL
KYDKNSNSRALSLPFIDEFPFDLQH
MKLAVLRIVEAMQSYINREEIIVEIQK




LATYVSDFVNELNLEEKIIKFSKDLT
ALYEDYGITLDDLEASLMNLKPVLLK
LVTELDTYVVEIEKIVREIITSGTPSDA
IAIQRFTDILNSFNEKYDVKAIVLTVIE
AIEKFLREIDVMSIKGSREVFKQYVD
EYFAIKSKVEEILSELKQFVANFDQE
KFTEDVKNFVTSARFRDYADNLVAK
IPTEQISKILEKAKQLLNLLGNRMNA
IYTNVREILVKSGVDKKIETLLKKVVE
LIKKFNIEETVKTLADTLKSILTPVTE
LVDKAINYLKTTEAKEIIEDLNNCLN
HCIKYIRSFDYNAFVDEANQKIKKLT
NDLYTMSLSLEIRQKLEAIREFVNYA
LSSMSACIEKLEKVKVVDVVKKFSDI
VDSVVFIDTEALIEDLRKILADIDIRE
EIQKFLKHASSISTKVVTTATDACSA
VMQVIQNILKDQAVVNELKQICDRV
KTVLRTAEFKIPSFIFPLTDLVVPSIKI
SLKNLQEINLPSSLIDLPGFTILQYYT
VPPIRVEYADIKQGLLDLLHFIANFEI
MPAVENIFGDLRIVYMPDISAITLPEI
SLPEISLPEIPKYISKHKFSDLTIPEFT
LPGVPTEVMVPCFGKLYGEVRVTIPI
FNMRTTVEFLNSTESAETPQFVGHI
TSHGSSEYDLLKYTLDSTARVAMPK
MSRVILAETLKITHSVLAIDHQSSVS
LYGLSAQASSKSTMKITSSTYNANIV
NTAFFALAGGISANIKTTYNDKLNAD
LWNSEYYYGNDIILKQDGLKLLLTM
EEEAKGHISVLEKSDDITGKSSSSIII
TPTTFSLIISVDSSSSVSNIKKSIKAD
GVALSYVDFTASIEGTSDSELFLLNA
IAGKADLRQMKVEMKADLDTKYAGL
LSGTFTSAFNFLVQPFEVVLDFKNK
ANTKLNLVEPLSAKIDLQNNYTVILN
SDEQMLSTGLLARFNQYKYSHNFTL
ANNEDEAGIYAAVNGEANLEFLTIPF
SIPAMELETLTMVIEIPEISNINLYEQ
TGLKHVLTDFDQAIDVDAKMVYQKN
DLTSELSFKSSIFNLNANAGFYQKD
NPVIRFGVITASEFESLKAKLEGTSSL
STKSGFKLANSLLLENRHIEGTHEST
ATMNLNNFEVTLSMATDAKMNLPI
LTANANHQLTADNKANPKADSTFK
MDYNFDVPIIKLVGKGNAETILKGEG
TRTFISAETLIKSNIDGTFLDRGILKG
TLNYDESLYVNGNSLRYALKTGGNG
DLNYGDFKVAFDVDENLSVETANE
HVYATMKFTSNNEANVGSFNTKGV
HSSQATLDMALLKSLVADMKIDLSQ
PSTFGELSIFETMKVDLSAPKQKIDIL
STIKSPVYTTDVRAKLDGNAPDYKTV
LKASATSPVVRLQYDLDSSMSSTME
NGALVVGANAVLTHQDFTMDISNAI
RMSERSHILNVDITSQTFTDVNLRYA
ARSDGISGSVSTPGSGLLGFQLQGNI
PSQMNARLYCRYAFAPDDDVDILSV
RAVPKGDEKVLLVTGNIKAAQSMFE
GLMNTLEKISFKLAGLAREYGLAFPI
FVADDVYGVISNGLSAARRATPGVSE
LSQLFRNVVVTSQKTIQVLIDNAIVL
VKEISQYKLPGMNEATLAEICKKIQL
VVWVEMLRNFGNNLEVYFSPIMDNF
NTIQLTFPNGKVMTVAEFQQNVQSI
LRSNLVMIADAMKQIESPDVVLKKL
GQTLQEVVEKGQEFVDKMNLSLLE
DIAAAINTFYQELMKIIEDISEAVIFG
FSIPAIKIYEISQNIGKVLNANNGIHQ
FELPLPFFQ




