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Figure S2: Enrichments for two replicates of cnad-1 sorting.
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Figure S4: Enrichments for selected pairs of samples, calculated for time-specific genes from (Li et al. 2014).
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Figure S7: Correlation of expression patterns for genes in different clusters and the same cluster, for (A) 121 embry-
onic expression patterns from (Murray et al. 2012) and (B) 93 expression patterns from L1 stage larvae (Liu et al.
2009).
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within-cluster correlation of genes in Spencer et al. (2011) data (« axis) and FACS-sorted data from this study (y
axis), when genes were clustered using the Spencer et al. (2011) data. (B) Opposite comparison: average within-
cluster correlation of genes in FACS-sorted data from this study (z axis) and Spencer et al. (2011) data (y axis),
when genes were clustered using the FACS-sorted data. (C) Part of cluster colored red in (A), clustered by Spencer
et al. (2011) data. (D) Part of cluster colored red in (B), clustered by FACS-sorted data from this study.
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Figure S11: Reproducibility of enrichments, at different cutoffs. For each cutoff on the x axis in one sample, the y
axis shows the fraction of genes which were enriched in a replicate experiment.
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Figure S12: Mean and standard deviation of when genes were expressed, using expression timeseries from (Li et
al. 2014). Genes below the horizontal line were considered “time-specific”, and used in plotting enrichments relative
to time.
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