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The number of cells to be analyzed was based on the maximum number attainable.

Valid single-cell transcriptomes were identified based on standard approaches (barcode whitelist, numbers of detected UMIs) using the inbuilt
10x Genomics cell detection algorithm. Similarly, failed tomo-seq sections were identified by low read counts compared to other sections, and
were excluded from the analysis using predefined cutoffs, as described in the Methods.

All attempts at replication were successful. Tomo-seq and scSLAM-seq experiments were performed two or three times per condition, as
described in manuscript.

Formal randomization of samples was not applicable, since no manual selection of single cells / sections was performed during experiments
and analysis.

Formal blinding was not applicable, since no manual selection of single cells / sections was performed during experiments and analysis.

Source of Flp-In 293 cells: ThermoFisher (catalogue number R75007)

We did not use any authentication procedure.

We confirm that the cells were mycoplasma-negative. The cells were tested weekly.

No commonly misidentified cells were used.

danio rerio (zebrafish), AB strain. Embryos were analyzed at stages before sex determination (0.5 hours post fertilization, and 6 hours
post fertilization).

The study did not involve wild animals.

The study did not involve samples collected from the field.




