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Extended Data Fig. 7| Examples of TF expression and TF motifactivity correlations for selected marker genes.
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Extended Data Fig. 8 | See next page for caption.
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Extended Data Fig. 8| Cell type gene regulatory networks. a, Number of
TFsin GRNs inferred for each broad cell type (top), number of genes targeted
by each TF (middle), and fraction of overlapping target genes for each pair

of TFs (bottom). b, Overlap of target genes for the same TF across cell types,
plotted for groups of TFs active in different number of cell types. Selected TFs
are highlighted on the plot and overlap of their target genes is shown as Euler

diagrams below. ¢, Number of CREs per target gene (x-axis) compared to number
of CREs of the same gene with any single TF motif (y-axis). Most TFs have binding
motifin asingle CREs of their target genes. d-g, Additional inferred GRN and TF
connectivity measurements for neuro-secretory cell types: GATA/Islet neurons
(d-e), Pou4/FoxL2 neurons (f-g) and gland cells (h-i). Asterisks highlight TFs
knowntobeinvolvedin neurosecretory development.
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Randomization | Randomization was not applicable in this study because the experimental design did not involve treatment groups, interventions, or
subjective outcome assessments where investigator knowledge could introduce bias.

Blinding Blinding was not applicable in this study because the experimental design did not involve treatment groups, interventions, or subjective

outcome assessments where investigator knowledge could introduce bias. A single-cell atlas study is primarily descriptive and exploratory,
aiming to comprehensively map cell types, states, and molecular features within a given tissue or organism.
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