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A data availability statement is provided in the manuscript under a separate ‘data availability’ section. All data generated or analysed during this study are either
included in this published article (and its supplementary information files) or publicly available (Gerber et al, Science, 2018 and Lin et al, Developmental Cell, 2021).
The raw RNAseq data generated within this study has been deposited in the Gene Ontology Omnibus (GEO)/NCBI database under accession code GSE184948
(https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE184948). Additional scRNA seq and bulk RNAseq analysis and well as Tig1 antibody generation and
validation information is presented as Supplementary Data. Source data are provided with this paper.

The experimental designs were based on known biological variance of the culture and animal experiments as well as statistical feasibility.
Power analysis was performed for sample size estimation using G*Power software. For our in vivo work, prior experience on the various
assays was taken into account to achieve appropriate cohort size whilst minimising animal use. For the engulfment assay, sample size was
determined considering Da Silva et al, Dev Cell 2002. For displacement assay, sample size determination took into consideration experiments
from Echeverri & Tanaka, Dev Biol 2005. Assays involving Baculovirus delivery took into account Oliveira et al, Dev Biol 2018.

For the RNAseq experiment, sample size was calculated based on the electroporation efficiency and the number of cells required for the
sequencing protocol.

No data were excluded from our analyses, with one exception: any images/part of images that did not reach the high-resolution standards
(e.g. due to blurriness or suboptimal signal detection) required for Meandros analysis were excluded.

To ensure the reproducibility of experimental findings we performed an appropriate number of technical and biological replicates.
Independent experiments were used to verify our findings, the number is indicated in the corresponding figure legend. Each experiment was
independently repeated at least three times. All replication attempts ere successful.

Randomised sample allocation was used for all the described experiments.

Blinding was used for scoring of the engulfment, EdU, segment length estimation upon baculovirus transduction, scratch and displacement
assays.




