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- A description of any restrictions on data availability
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Validation

The datasets generated during and/or analysed during the current study are available from the corresponding author on reasonable request.

The figures that have associated raw data are: Figure 1b,c,d,e; Figures 2-5 : Suppl. Figures 2-7.

Raw data for single cell RNA seq analysis can be accessed here by reviewers: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi

Record: GSE155661

Token: sbodgygovxepdir

For immunofluorescence analyses, sample size was chosen according to numerous previous studies assessing neuronal phenotypes in disease.

For single cell RNA seq analysis, one pair of control/FXS samples was excluded, as the FXS NPC quality was poor and the had not adequately
differentiated into neural cells as assessed by immunofluorescence analyses performed on a mouse brain from the same injected litter. For
arborization analyses, neurons obviously cut (less than three branches visible) were excluded from the analysis. For dendritic protrusion
density and morphology analyses, very poorly labeled dendrites were excluded from the analysis, when the experimenter was not able to
clearly distinguish the dendritic protrusions from the background.

NA

NA

Confocal microscopy data acquisition was not blinded. For analysis of confocal images, images were converted to grayscale so that the
experimenter could not determine if the neuron analyzed was control or FXS. Files were assigned numbers and analyzed by the experimenter
or other authors.

Provided in Table S4.

All antibodies used were validated by the supplier for use to detect the human species. We tested each antibody and determined the




