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This checklist is used to ensure good reporting standards and to improve the reproducibility of published results. For more information, please 
read Reporting Life Sciences Research.
  
Please note that in the event of publication, it is mandatory that authors include all relevant methodological and statistical information in the manuscript. 
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 Statistics reporting, by figure
l  Please specify the following information for each panel reporting quantitative data, and where each item is reported (section, e.g. Results, & paragraph number). 
 
l Each figure legend should ideally contain an exact sample size (n) for each experimental group/condition, where n is an exact number and not a  
   range, a clear definition of how n is defined (for example x cells from x slices from x animals from x litters, collected over x days), a description of  
   the statistical test used, the results of the tests, any descriptive statistics and clearly defined error bars if applicable.  
 
l  For any experiments using custom statistics, please indicate the test used and stats obtained for each experiment. 
 l  Each figure legend should include a statement of how many times the experiment shown was replicated in the lab; the details of sample 
   collection should be sufficiently clear so that the replicability of the experiment is obvious to the reader. 
 
l  For experiments reported in the text but not in the figures, please use the paragraph number instead of the figure number.
Note: Mean and standard deviation are not appropriate on small samples, and plotting independent data points is usually more informative.  When technical replicates are reported, error and significance measures reflect the experimental variability and not the variability of the biological process; it is misleading not to state this clearly.  
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n
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example
1a	
one-way ANOVA
Fig. legend
9, 9, 10, 15
mice from at least 3 litters/group
Methods para 8
error bars  are mean +/- SEM
Fig. legend
p = 0.044
Fig. legend
F(3, 36) = 2.97
Fig. legend
example
results,  para 6
unpaired t-test
Results para 6
15
slices from 10 mice
Results para 6
error bars  are mean +/- SEM
Results para 6
p = 0.0006
Results para 6
t(28) = 2.808
Results para 6
 Representative figures
 Statistics and general methods
 Reagents
 Data deposition
Data deposition in a public repository is mandatory for:
     a. Protein, DNA and RNA sequences     b. Macromolecular structures     c. Crystallographic data for small molecules     d. Microarray data
Deposition is strongly recommended for many other datasets for which structured public repositories exist; more details on our data policy are available here. We encourage the provision of other source data in supplementary information or in unstructured repositories such as Figshare and Dryad.
 Computer code/software
Any custom algorithm/software that is central to the methods must be supplied by the authors in a usable and readable form for readers at the time of publication. However, referees may ask for this information at any time during the review process.
 Human subjects
 fMRI studies
For papers reporting functional imaging (fMRI) results please ensure that these minimal reporting guidelines are met and that all this information is clearly provided in the methods:
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