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	CurrentPageNumber: 
	author: Nazif Alic, Jennifer M.A. Tullet
	initial: 
	revised: 
	final: 
	Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: Sample sizes were based on previous experiments of the same type.
	If no data were excluded from the analyses, state so OR if data were excluded, describe the exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established. : Some (very few) data points were excluded due to technical failure/issues.
	For each experiment, note whether any attempts at replication failed OR state that all attempts at replication were successful.: There were no attempts at replication that failed.
	Describe how samples were allocated to groups. If allocation was not random, describe how covariates were controlled. If this is not relevant to your study, explain why.: The samples were allocated to groups randomly, in a way so as to protect against or reduce any batching effects.
	Describe the extent of blinding used during data acquisition and analysis. If blinding was not possible, describe why OR explain why blinding was not relevant to your study.: The investigators were not blinded to group allocations. 
	y: 
	na: 
	Provide a description of all commercial and custom code used to analyze the data in this study, specifying the version used OR state that no software was used.: JMP 13 (and 10, 11 and 12), R 3.4.0 (and below), Excel 15.29 (and below), Python 2.7, Salmon 0.7.2 OSX 10.11, ImageJ 1.51 (and below).
	Describe any restrictions on availability of unique materials used in the study OR confirm that all unique materials used are readily available from the authors or from standard commercial sources (and specify these sources) OR state that no unique materials were used.: There are no restrictions on availability of unique materials generated and used in the study.
	For all antibodies, as applicable, provide supplier name, catalog number, clone name, and lot number. Also describe the validation of each primary antibody for the species and application, noting any validation statements on the manufacturer’s website, relevant citations, antibody profiles in online databases, or data provided in the manuscript OR state that no antibodies were used.: Rabbit polyclonal anti-Actin from Abcam (ab1801); validated by the supplier, correct size on western blots.Mouse  anti-Actin from Abcam (ab8224); validated by the supplier, correct size on western blots.Mouse monoclonal anti-Puromycin from Millipore (MABE343); clone recommended for this method (12D10).Mouse monoclonal anti-Prospero from Developmental Studies Hybridoma Bank (MR1A); widely used clone.Mouse monoclonal anti-myc from Sigma (M4439); widely used clone (9E10).Polyclonal anti-dTOR antibodies were provided by G. Juhasz and A. Teleman; published and cross-validated for ChIP. The one from G. Juhasz was confirmed by western, IP and RNAi against dTOR.Purified, polyclonal rabbit anti-HRP from Jackson Immunoresearch (323-025-021); validated for IF by the supplier.Rabbit polyclonal anti-phosphoS6 from Cell Signaling (9209); validated by the supplier and widely used.Anti-total S6 was provided by A. Teleman; previously published use for western blots, band of correct size.
	Provide information on cell line source(s) OR state that no eukaryotic cell lines were used.: The parental yeast line was obtained from C. Bouchoux and F. Uhlmann. S2 cells were obtained from L. Partridge. 
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used have been authenticated OR state that no eukaryotic cell lines were used.: Confirmed by growth in specific media and morphology.
	Confirm that all cell lines tested negative for mycoplasma contamination OR describe the results of the testing for mycoplasma contamination OR declare that the cell lines were not tested for mycoplasma contamination OR state that no eukaryotic cell lines were used.: We didn't use any cell lines that could have mycoplasma contamination. We only used Drosophila cells or yeast.
	Provide a rationale for the use of commonly misidentified cell lines OR state that no commonly misidentified cell lines were used.: No cell lines used are in the database of commonly misidentified cell lines.
	For laboratory animals, report species, strain, sex and age OR for animals observed in or captured from the field, report species, sex and age where possible OR state that no animals were used.: We used: (1)  Caenorhabditis elegans, adult hermaphrodites, N2 or VP303 strains;  (2) Drosophila melanogaster, wild-type Dahomey stock with w1118 mutation and TIGS (a.k.a. TIGS-2), GS5961, S1106, elavGS, UAS-HA-Maf1, UAS-dC160RNAi and UAS-dC53RNAi (v30512 and v103810 from Vienna Drosophila Resource Centre), and dC53EY22749 (CG5147EY22749 from Bloomington Stock Centre) in the same background, adult females and males, as indicated.  These are not protected animal species. No other animal species were used.
	Provide all relevant information on human research participants, such as age, gender, genotypic information, past and current diagnosis and treatment categories, etc. OR state that the study did not involve human research participants.: N/A



