}Jl;l iprotKB Entry name organism |full name oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion em.ioplasmlc golgi plasma exi
sites sites reticulum |apparatus membrane [re¢
015084 IANR28_HUMAN |Homo Serine/threonine-|34.490536 T1009 ([S1007;S1011 40914422;37217939;28657654  MAFLKLRDQPSLVQAIFNGDPDEVR (True False 4.408 |4.468 [1.111 0.603 0.188 1.134 0.7
sapiens [protein ALIFKKEDVNFQDNEKRTPLHAAAY
phosphatase 6 LGDAEIIELLILSGARVNAKDSKWLT
regulatory PLHRAVASCSEEAVQVLLKHSADVN
ankyrin repeat ARDKNWQTPLHIAAANKAVKCAEAL
subunit A VPLLSNVNVSDRAGRTALHHAAFSG

HGEMVKLLLSRGANINAFDKKDRRA
THWAAYMGHIEVVKLLVSHGAEVTC
KDKKSYTPLHAAASSGMISVVKYLLD
LGVDMNEPNAYGNTPLHVACYNGQ
DVVVNELIDCGAIVNQKNEKGFTPL
HFAAASTHGALCLELLVGNGADVN
MKSKDGKTPLHMTALHGRFSRSQTI
IQSGAVIDCEDKNGNTPLHIAARYGH
ELLINTLITSGADTAKRGIHGMFPLH
LAALSGFSDCCRKLLSSGFDIDTPDD
FGRTCLHAAAAGGNLECLNLLLNTG
ADFNKKDKFGRSPLHYAAANCNYQ
CLFALVGSGASVNDLDERGCTPLHY
AATSDTDGKCLEYLLRNDANPGIRD
KQGYNAVHYSAAYGHRLCLQLIASE
TPLDVLMETSGTDMLSDSDNRATIS
PLHLAAYHGHHQALEVLVQSLLDLD
VRNSSGRTPLDLAAFKGHVECVDVL
INQGASILVKDYILKRTPIHAAATNG
HSECLRLLIGNAEPQNAVDIQDGNG
QTPLMLSVLNGHTDCVYSLLNKGA
NVDAKDKWGRTALHRGAVTGHEEC
VDALLQHGAKCLLRDSRGRTPIHLS
AACGHIGVLGALLQSAASMDANPAT
ADNHGYTALHWACYNGHETCVELL
LEQEVFQKTEGNAFSPLHCAVINDN
EGAAEMLIDTLGASIVNATDSKGRTP
LHAAAFTDHVECLQLLLSHNAQVNS
VDSTGKTPLMMAAENGQTNTVEML
VSSASAELTLQDNSKNTALHLACSK
GHETSALLILEKITDRNLINATNAAL
QTPLHVAARNGLTMVVQELLGKGAS
VLAVDENGYTPALACAPNKDVADCL
ALILATMMPVSSSSPLSSLTFNAINR
YINTSKTVSFEALPIMRNEPSSYCSF
NNIGGEQEYLYTDVDELNDSDSETY




