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Supplementary Figure 1. Unprocessed gel of Extended Data Figure 1a.
Boxes indicated cropped region shown in representative figures as indicated.





Supplementary Table legends


Supplementary Table 1. The sequences of custom primers used in this work.

Supplementary Table 2. Sample information in this study.

Supplementary Table 3. Evaluation of reads mapped to mitochondrial DNA in TACIT and CoTACIT data.
The median percentage of reads mapped to mitochondrial DNA for each TACIT profiles is provided in this table. For the downsampling analysis, each single-cell FASTQ file was downsampled to 10,000 raw reads, equivalent to the sequencing depth of CoBATCH and sc-itChIP. The percentage of reads mapped to mitochondrial DNA relative to the total reads was then recalculated.

Supplementary Table 4. Sequencing Information.

Supplementary Table 5. Homer-enriched transcription factor motifs for synthetic cells (Related to Extended Data Fig. 6g).

Supplementary Table 6. Raw counts and Cicero scores for ZGA-related promoter-enhancer pairs (Related to Extended Data Fig. 7m)

Supplementary Table 7. ChromHMM annotation per region of classifier bins.

Supplementary Table 8. Homer-enriched transcription factor motifs on classifier bins.

Supplementary Table 9. The sgRNA sequence used in this study.

Supplementary Table 10. Enriched transposable elements in 2,583 classifier bins.
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