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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

pRF analysis: Custom Code, available from https://github.com/fattsmellf/Focea-pRF-Fits

Electrophysiological analysis: Custom code available from HBP (see below).

Two-photon analysis: Custom code available from HBP (see below).

All data and the computer code used to analyze the data are available for download and curated at the Human Brain Project Joint Platform at the following DOI:
10.25493/VKV1-X9C. Example code for generating pRF maps from wide-field data is available at the same location and from https://github.com/fattsmellf/Focea-
pRF-Fits. Source data are provided with this paper.

No sample size calculations were made. The wide-field images were collected for a separate study, post-hoc power analysis indicated that we
had a power of > 0.9.The electrophysiological dataset was similarly collected for different studies, the dataset was very large and power was
greater than 0.99. For two-photon and behavioral data we report statistics in individual animals.

No mice were excluded from the wide-field data. Individual recording contacts with poorly fitting receptive fields were excluded as described
in the manuscript. Individual cells with poorly fitting receptive fields were excluded from the two-photon data as described in the analysis.

No replication attempts were made. All receptive-field measurements were assessed using a bootstrapped reliability index to ensure that the
receptive-fields could not have arisen due to chance activations or noise. This combined with the high power ensures a very high reliability.
Our ethical protocols do not allow us to run experiments purely for replication purposes.

No between groups comparisons were made so randomization was not possible.

Experimenters were not blinded as each experiment consisted of only a single group. It is therefore not possible to blind the experimeneter to
group allocation.




