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Antibodies
Antibodies used

The scRNA-seq data are available at www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-11334. The remaining data are available within the Article, Supplementary
Information, or Source Data file.

No statistical method was used to predetermine the sample size, and it was chosen by common standards in the field. The actual sample size
(N) is given in the figure legends. Minimum three samples were used, and all experiments were independently repeated at least three times
except for Supplementary Fig. 11a (Negative control, two times) and scRNA-seq (no replicate).

If cells did not aggregate on day 1 of the somitoid protocol due to cell culture conditions, the experiment was discontinued.

All attempts of replication have been successful. The variability was reported in the graphs and figure legends.

Somitoids were created in the same condition within the same 96 well plate, and each well was randomly assigned for analysis.

The investigators who ran sequencing for scRNA-seq analyses were not aware of the sample groups. Blinding was not used for most analyses
since the measurements and classification of somitoids were either semi-automated or done with a clear definition.

All antibodies used in this study are commercially available antibodies.

Primary antibody

anti-ZO-1 antibody, 1/300 dilution, Invitrogen, 61-7300

anti-TBX6 antibody, 1/300 dilution, abcam, ab38883

anti-SOX2 antibody, 1/300 dilution, R&D, MAB2018, Clone # 245610

anti-BRACHYURY antibody, 1/300 dilution, R&D, AF2085

anti-SOX1 antibody, 1/300 dilution, R&D, AF3369




