
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

plasma
membrane

0

Q6NSW3 SPKAP_MOUSE Mus
musculus

A-kinase
anchor
protein
SPHKAP

36.716082 S405;S1244;S1263 S1010;S1070;S1092;S1105;S1106;S
1109;S1244;S1273

40885482;40021952 MDVNSRLSVQSNVESPLMHEGPEP
QQITSSAAGNLAGSITACKKVLRSNS
LLESTDYWLQNQRTPCQIGFVEDES
ENCASVCFVNLDVNKDACITENLQQ
KLVNVSPDLPNLISSMNVQQPKENE
IVLLSGLASGNPQADFDVSQCPWLP
DICLVQCARGNRPNSTNCIIFEINKF
LIGLEVVQERQLHLETNVLKLEDDT
NCSLSSIEEDFLTASEHLEEEIEVDD
CRSGLENTNVSANVLESKKPKETTQ
EGWDYHKEKLHCALGEKHIRKHRT
PSTKTEGSKENTEENTSLKSLNRLV
RPSHLKSEVAGNKQLATNYSYPENI
KGELETSQMLFIPRDAYLSMVKKDV
LSPCSVLSEQGGSHRDHDVTPNPLP
PVQNGEASTGEYATNLAESVMQDAF
IRLSQSQPTLPQESAVSFSMRSALLP
SGCCTKDMVVPRSWNELPKIVIVQS
PDGSDTVPEPNVSSWPDMEFVETSG
IFSADSSSRPTQSALEVALACAATVIG
TISSPQATERFAMEQESLVSTYAQRG
TGVQQTQVPQAFMAPSTTEYSFPSA
LCGMTQVASAVAVCGLCEKEEATCP
VAPTDLLPTSGASEEISSIGSLVMER
STELGKEAIAEALLREATLILARPDAY
SSLGELLESVNQRIIETTSKTQTLCTE
SVQRNELAHTLSNVILKHSVDELHQ
KTTMAHPTDERHPCGTLDTLMESV
NQLLHNVICFTFKKMNHIVTLSEHP
SFDQAAGQAWVKAFACPSSQPLSNA
HGTGLVIRNLVEDASPKSNKGGARP
ELVNNPRLQSEFSCSHRMFDSTAKS
FPKEIYLKGIMGEDTRNPHHTLNYD
SNERRASTDLGKLTTASEGCSGFQE
TEDSIVPNTQEKYICATPLNNEAQVN
LSLLGDDLSVPAQSTLEAKQSEVYGI
TDFAEELAETVVSMATEIAAICLDNS
NGKQPWFCAWKRGNEFLTAPNGSC
RSLKRKKENSSAGSTVRKHKPPRLS
EIKRKADEHPELKEKLMNRVMDES
MNLEDIPDSVSTFANEVAAKIMNLT
EFSMVDGVWQGQSCSRTRLLGGDR
WNRLKASSCESIPEEDSEARVFVNS
LGLMSTLSQPVSRASSVSKQSSCESI
TDEFSRFMVKQMENEGRGFELLLD
YYAGKNASSIMSSAMQQACQKNDH
LNVRPSCPSKQSSTESITEEFYRYML
RDIAKESKDGASSRRSSHDWTTGLL
SPSTRSPLCYRQSSMPDSRSPCSRLT
VNAPVKANSLDGFAQNCPQDSVNV
QPVSRASSSGLCKSDSCLYRRSGTD
QITNMLIHETWASSIEALMRKNKIIA
DDSEAANASPGPVSSGSPLQVEKNA
NRLATSKGHRGPTLLVQESVDYQRK
DAVTEGNHSPVSSPGKTAPVKKPSD
FDPRRETSACHNAAGLNSPRRSLCS
RDVPLIQIETDQKEECIGEPGPFLSQ
SGSLEETEGHQPEETIPDVARNEDT
APSTCQSSRDSLETSGEVEVEVLKE
DIPRDESRNPPSSSEESTGSWSQLA
NEEDIPDDTSSFLQLSERSMSNGNS
SGTSSLGIMDLDIYQESIPSSPMINE
LVEEKEILKEQSESIKEHASGLPGRA
ASPQRSLLVINFDLEPECPDAELRAT
LQWIAASELGIPTIYFKKSQESRIEKF
LDVVKLVQQKSWKVGDIFHAVVQYC
KLHAEQKERTPSLFDWLLELG

True False 2.688 2.382 5.0 0.86 False 0.752


