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Description automatically generated with medium confidence]The human or mouse AKAP12 primary sequence was evaluated for predicted kinases from 4 different kinase prediction softwares, NetPhos3.1 (Center for Biological sequence analysis, Denmark), PhosphoNet-Kinexus (Bioinformatics corporation), GPS5.0 (group-based prediction system, version 5.0) and scansite 4.0. The confidence level ranged from low to medium to high based on similarity to the consensus for each kinase. PKCα consensus site with high confidence: [S/T]-X-[R/K]; PKCα consensus site with low/medium confidence: [R/K]-X-[S/T]; calmodulin kinase (CAMK) consensus site: [R]-X-X-[S/T]. S/T= serine/threonine, X=any amino acid, R/K= basic amino acids, Arginine and lysine.
Supplementary Table S1. Kinase-prediction for AKAP12’s activation-responsive phospho-sites
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Phospho-Peptide Sequence Phospho-site in Kinexus- \Group-based prediction|
human/mouseAKAP12| NetPhos3.1 Phosphonet (GPs5.0) ScanSite 4 | Confidence level
KRKVDTSVSWEALICVGSSK T675/T661 Unspecified Unspecified Unspecified Unspecified unspecified
KRKVDTSVSWEALICVGSSK S676/S662 Unspecified CAMK PKCa/GRK Unspecified medium
KRKVDTSVSWEALICVGSSKK S678/S664 Unspecified PKCa/CAMK PKCa/CAMK Unspecified medium
KRKVDTSVSWEALICVGSSKK S687/S673 PKCa PKCa PKCa PKCa high
KRKVDTSVSWEALICVGSSKK S688/S674 PKCa PKCa PKCa Unspecified high





