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Antibodies
Antibodies used

3b, e, g-h, 4e, 5e, g, 6f, 7g-h, 8b, e, g, 9c, e, g and 10c-e, g-h and Supplementary Figs 3c-e and 4e-f, 6c-e, h and 7a-c, e-j are provided as a Source Data file. The raw
western blots underlying Figs 1b, e, 4a-c, f, 5b-c, 6b-d, g, 7a-e, 8c, 9a and 10a and Supplementary Figs 1a-b, f, 4b-d, g-h, 5a-d, g, 6a, f and 7l-m are provided as a
supplementary figure in Supplementary Information file. All databases used in this study are mentioned in the methods section under Bioinformatics analysis. All
cell lines and constructs generated in the manuscript are available upon requests from authors.

All proteomics data were imported into a local MySQL database (server 5.7). Published protein-protein interaction databases were downloaded from BioGRID
(human version3.4.164), Uniprot (human release 2017-10), CORUM (version 3.0relsease 03-09-2018), Gene Ontology Annotation Database (GOA) and Pfam (human
version 32.0). The application GeneMANIA (version 3.4.1 and its human database version 13 July 2017) or the builtin PSICQUIC client was used to generate protein-
protein networks by merging networks generated from Intact, Mint, Reactome and Uniprot databases in Cytoscape. Each protein was annotated in Cytoscape by
importing the Gene Ontology Annotation Database (GOA) and our phospho-modulation values, in order to identify relevant phospho-modulated functions. We also
identified phosphatases and kinases families by importing the Phosphatome and Kinome classifications. Functional enrichment analyses of identified interactors
were assessed with g:Profiler against the Gene Ontology and KEGG databases with moderate hierarchical filtering and by applying statistical correction with the
Benjamini-Hochberg FDR method.

The study aimed to systematically characterize the phosphoproteome of AXL kinase. We dictated the number of GAS6 ligand stimulation

points to three (5, 10 and 20min) used for mass spectrometry (see text for details ). Since SILAC approach for phosphoproteomics is a
quantitative method in comparison to other phosphoproteomic methods, we chose to perform our phosphoproteomic screens only in two
replicates, since previously published manuscripts have used SILAC approach for proteomics in one replicate and was sufficient to be
published.

The BioID baits were chosen based on their phosphomodulation by AXL kinase and that were found to be significantly modulated in the two
replicates of the phosphoproteomic screen. No statistical method was used to pre-determine sample size in other methods. BioID proteomics
was performed in duplicates for each bait and each control.

No data was excluded in this study.

Almost all experiments were replicated at least 3 times with similar results. The SILAC experiments were performed in two replicates. The

number of time an experiment was replicated is explicitly mentioned in the figure legends.

Mass spectrometry data was, as much as possible, randomly acquired and at different time to mitigate batch effects. Other in vitro
experiments were also randomized in a sense where they were done at different times and different biological samples.

Unbiased methods were used to analyze images whenever possible. In addition, blinding was used during data collection and analysis of all
mass spectrometry data. However, during analysis, blinding was not performed when choosing a set of pathways and proteins we had
significant differences for, and hence were further the focus of the rest of the study.

All antibodies used in this study are described in the Method section. See Supplementary Table 1 for information : Antibody name




