
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

0

Q99996 AKAP9_HUMAN Homo
sapiens

A-
kinase
anchor
protein
9

16.722134 T2794 S153;S1327;S1765;S3690;S3842;S3
865;S3897

30379171;23301498;37217939 MEDEERQKKLEAGKAKLAQFRQRK
AQSDGQSPSKKQKKKRKTSSSKHDV
SAHHDLNIDQSQCNEMYINSSQRVE
STVIPESTIMRTLHSGEITSHEQGFS
VELESEISTTADDCSSEVNGCSFVM
RTGKPTNLLREEEFGVDDSYSEQGA
QDSPTHLEMMESELAGKQHEIEEL
NRELEEMRVTYGTEGLQQLQEFEAA
IKQRDGIITQLTANLQQARREKDETM
REFLELTEQSQKLQIQFQQLQASETL
RNSTHSSTAADLLQAKQQILTHQQQ
LEEQDHLLEDYQKKKEDFTMQISFL
QEKIKVYEMEQDKKVENSNKEEIQE
KETIIEELNTKIIEEEKKTLELKDKLT
TADKLLGELQEQIVQKNQEIKNMKL
ELTNSKQKERQSSEEIKQLMGTVEE
LQKRNHKDSQFETDIVQRMEQETQ
RKLEQLRAELDEMYGQQIVQMKQE
LIRQHMAQMEEMKTRHKGEMENA
LRSYSNITVNEDQIKLMNVAINELNI
KLQDTNSQKEKLKEELGLILEEKCAL
QRQLEDLVEELSFSREQIQRARQTIA
EQESKLNEAHKSLSTVEDLKAEIVSA
SESRKELELKHEAEVTNYKIKLEML
EKEKNAVLDRMAESQEAELERLRTQ
LLFSHEEELSKLKEDLEIEHRINIEK
LKDNLGIHYKQQIDGLQNEMSQKIE
TMQFEKDNLITKQNQLILEISKLKDL
QQSLVNSKSEEMTLQINELQKEIEIL
RQEEKEKGTLEQEVQELQLKTELLE
KQMKEKENDLQEKFAQLEAENSILK
DEKKTLEDMLKIHTPVSQEERLIFLD
SIKSKSKDSVWEKEIEILIEENEDLK
QQCIQLNEEIEKQRNTFSFAEKNFE
VNYQELQEEYACLLKVKDDLEDSKN
KQELEYKSKLKALNEELHLQRINPTT
VKMKSSVFDEDKTFVAETLEMGEVV
EKDTTELMEKLEVTKREKLELSQRL
SDLSEQLKQKHGEISFLNEEVKSLK
QEKEQVSLRCRELEIIINHNRAENVQ
SCDTQVSSLLDGVVTMTSRGAEGSV
SKVNKSFGEESKIMVEDKVSFENMT
VGEESKQEQLILDHLPSVTKESSLRA
TQPSENDKLQKELNVLKSEQNDLRL
QMEAQRICLSLVYSTHVDQVREYME
NEKDKALCSLKEELIFAQEEKIKELQ
KIHQLELQTMKTQETGDEGKPLHLL
IGKLQKAVSEECSYFLQTLCSVLGEY
YTPALKCEVNAEDKENSGDYISENE
DPELQDYRYEVQDFQENMHTLLNK
VTEEYNKLLVLQTRLSKIWGQQTDG
MKLEFGEENLPKEETEFLSIHSQMT
NLEDIDVNHKSKLSSLQDLEKTKLE
EQVQELESLISSLQQQLKETEQNYE
AEIHCLQKRLQAVSESTVPPSLPVDS
VVITESDAQRTMYPGSCVKKNIDGTI
EFSGEFGVKEETNIVKLLEKQYQEQ
LEEEVAKVIVSMSIAFAQQTELSRIS
GGKENTASSKQAHAVCQQEQHYFN
EMKLSQDQIGFQTFETVDVKFKEEF
KPLSKELGEHGKEILLSNSDPHDIPE
SKDCVLTISEEMFSKDKTFIVRQSIH
DEISVSSMDASRQLMLNEEQLEDM
RQELVRQYQEHQQATELLRQAHMR
QMERQREDQEQLQEEIKRLNRQLA
QRSSIDNENLVSERERVLLEELEALK
QLSLAGREKLCCELRNSSTQTQNGN
ENQGEVEEQTFKEKELDRKPEDVPP
EILSNERYALQKANNRLLKILLEVVK
TTAAVEETIGRHVLGILDRSSKSQSS
ASLIWRSEAEASVKSCVHEEHTRVT
DESIPSYSGSDMPRNDINMWSKVTE
EGTELSQRLVRSGFAGTEIDPENEEL
MLNISSRLQAAVEKLLEAISETSSQL
EHAKVTQTELMRESFRQKQEATESL
KCQEELRERLHEESRAREQLAVELS
KAEGVIDGYADEKTLFERQIQEKTDII
DRLEQELLCASNRLQELEAEQQQIQ
EERELLSRQKEAMKAEAGPVEQQLL
QETEKLMKEKLEVQCQAEKVRDDL

True True 4.692 3.816 1.606 1.864 5.0 4.407



QKQVKALEIDVEEQVSRFIELEQEKN
TELMDLRQQNQALEKQLEKMRKFL
DEQAIDREHERDVFQQEIQKLEQQL
KVVPRFQPISEHQTREVEQLANHLK
EKTDKCSELLLSKEQLQRDIQERNE
EIEKLEFRVRELEQALLVSADTFQKV
EDRKHFGAVEAKPELSLEVQLQAER
DAIDRKEKEITNLEEQLEQFREELEN
KNEEVQQLHMQLEIQKKESTTRLQE
LEQENKLFKDDMEKLGLAIKESDAM
STQDQHVLFGKFAQIIQEKEVEIDQL
NEQVTKLQQQLKITTDNKVIEEKNE
LIRDLETQIECLMSDQECVKRNREE
EIEQLNEVIEKLQQELANIGQKTSM
NAHSLSEEADSLKHQLDVVIAEKLA
LEQQVETANEEMTFMKNVLKETNF
KMNQLTQELFSLKRERESVEKIQSIP
ENSVNVAIDHLSKDKPELEVVLTED
ALKSLENQTYFKSFEENGKGSIINLE
TRLLQLESTVSAKDLELTQCYKQIKD
MQEQGQFETEMLQKKIVNLQKIVEE
KVAAALVSQIQLEAVQEYAKFCQDN
QTISSEPERTNIQNLNQLREDELGS
DISALTLRISELESQVVEMHTSLILEK
EQVEIAEKNVLEKEKKLLELQKLLEG
NEKKQREKEKKRSPQDVEVLKTTTE
LFHSNEESGFFNELEALRAESVATK
AELASYKEKAEKLQEELLVKETNMT
SLQKDLSQVRDHLAEAKEKLSILEKE
DETEVQESKKACMFEPLPIKLSKSIA
SQTDGTLKISSSNQTPQILVKNAGIQI
NLQSECSSEEVTEIISQFTEKIEKMQ
ELHAAEILDMESRHISETETLKREHY
VAVQLLKEECGTLKAVIQCLRSKEGS
SIPELAHSDAYQTREICSSDSGSDWG
QGIYLTHSQGFDIASEGRGEESESAT
DSFPKKIKGLLRAVHNEGMQVLSLT
ESPYSDGEDHSIQQVSEPWLEERKA
YINTISSLKDLITKMQLQREAEVYDS
SQSHESFSDWRGELLLALQQVFLEE
RSVLLAAFRTELTALGTTDAVGLLNC
LEQRIQEQGVEYQAAMECLQKADRR
SLLSEIQALHAQMNGRKITLKREQE
SEKPSQELLEYNIQQKQSQMLEMQV
ELSSMKDRATELQEQLSSEKMVVAE
LKSELAQTKLELETTLKAQHKHLKE
LEAFRLEVKDKTDEVHLLNDTLASE
QKKSRELQWALEKEKAKLGRSEERD
KEELEDLKFSLESQKQRNLQLNLLL
EQQKQLLNESQQKIESQRMLYDAQL
SEEQGRNLELQVLLESEKVRIREMS
STLDRERELHAQLQSSDGTGQSRPP
LPSEDLLKELQKQLEEKHSRIVELLN
ETEKYKLDSLQTRQQMEKDRQVHR
KTLQTEQEANTEGQKKMHELQSKV
EDLQRQLEEKRQQVYKLDLEGQRLQ
GIMQEFQKQELEREEKRESRRILYQ
NLNEPTTWSLTSDRTRNWVLQQKIE
GETKESNYAKLIEMNGGGTGCNHE
LEMIRQKLQCVASKLQVLPQKASER
LQFETADDEDFIWVQENIDEIILQLQ
KLTGQQGEEPSLVSPSTSCGSLTERL
LRQNAELTGHISQLTEEKNDLRNMV
MKLEEQIRWYRQTGAGRDNSSRFSL
NGGANIEAIIASEKEVWNREKLTLQK
SLKRAEAEVYKLKAELRNDSLLQTLS
PDSEHVTLKRIYGKYLRAESFRKALI
YQKKYLLLLLGGFQECEDATLALLAR
MGGQPAFTDLEVITNRPKGFTRFRS
AVRVSIAISRMKFLVRRWHRVTGSV
SININRDGFGLNQGAEKTDSFYHSS
GGLELYGEPRHTTYRSRSDLDYIRSP
LPFQNRYPGTPADFNPGSLACSQLQ
NYDPDRALTDYITRLEALQRRLGTIQ
SGSTTQFHAGMRR


