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Summary of supplementary tables:
Table S1: Genes that peak at ZT0 and ZT1 within each GO category investigated in Fig 1 and S1)
Table S2: TPM tables for RNA-seq data and T-tests for temperature sensitivity
Table S3: A list of the genes associated with each cluster in Fig. 2 
Table S4: Adjusted p-values for light sensitivity comparisons
Table S5: DNA-binding genes associated with the clusters shown in Fig. S3
Table S6: primers 
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Figure S1: (A) Gene expression of DNA binding proteins over the course of 24 hours in Col-0 seedlings grown in short-day conditions. Specifically, we show a heatmap of z-scores of RNA-seq data for four different sets of genes (all DNA-binding genes, and DNA binding genes that also have GO terms containing the words ‘circadian’, ‘auxin’ and ‘brassinosteroid’. (B) A comparison of gene expression of all genes with peak expression at ZT0 or ZT1 in Col-0 and elf3-1.  This is equivalent to Figure 1B, but for elf3-1, instead of phyABCDE.
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Figure S2: Reproducibility of RNA-seq.  (A) An autocorrelation matrix indicates high correlation rates of gene expression between samples, especially in temporally adjacent time points, supporting the idea that gene expression changes smoothly over time.  (B) Gene expression comparison between corresponding time points in Col-0 22oC, in two biological replicates, using two different sequencing protocols: Standard Illumina pipeline (high resolution) vs. 5’ end sequencing with Quant-seq (low resolution)—see methods.  TPM refers to transcripts per million.  The diagonal line corresponds to the line with slope 1, y-intercept 0.  The horizontal and vertical lines correspond to the cut-offs for low gene expression values (5 TPM).  
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Figure S3: Bar plots showing the gene expression clusters from Fig 2.  For the purposes of conciseness, pairs of similar clusters are grouped together: clusters 1,2 (early), clusters 3,4 (late), clusters 5,6 (45-105min), clusters 7,8 (16-24 min), clusters 9,10 (18-45 min).  Vertical dotted lines indicate the times at which we consider the ‘burst’ to occur.   
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Figure S4: For every gene within a cluster, the natural log ratio of gene expression (transcripts per million) at a specific time point at 27°C vs 22°C.  When the mean log-fold change in expression is positive, the boxplot is shown in pink, and otherwise light blue.  Vertical dotted lines indicate the location of ‘peak’ gene expression.  
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Figure S5: (A) To be able to detect common patterns of regulation among these genes, we re-clustered each of the five main gene groups separately.  We refer to the clusters by roman numerals, starting from the top.  Of 760 transcription factor genes retained in this analysis, we find that roughly 50% show similar changes in expression patterns in phyA phyB cry1 cry2 and prr5 prr7 prr9 (e.g. the large sub-clusters III in cl 1-2 and IX in cl 5-6), while approximately 200 genes show distinct expression changes in one of the two mutants (e.g. sub-clusters IX in cl 3-4 and X in cl 5-6) compared to the respective wild types. Within the early expression bursts, many genes were up-regulated in both the prr5 prr7 prr9 and phyA phyB cry1 cry2 mutants and were expressed for a larger portion of the time series. Late expressed genes (clusters 3-4 and clusters 5-6, which include many light-responsive genes) instead are often expressed later in the time series in both mutants (at 105-120 minutes instead of 45-60 minutes), although in some instances at higher levels. Compared to the photoreceptor and clock mutants, fewer sub-clusters show clear misexpression in hsfa1QK; many of these are found in clusters 3-4 and include both genes with increased (3-4-XIII) and decreased (3-4-XI) expression level. The smaller number agrees with the fact that HSFA1 regulates mainly non-TF targets, especially heat shock proteins (Dickinson et al., 2018). (B) This shows the gene expression of a number of TFs that sit at the base of the U in the gene network in Fig. 3.  This data comes from the high resolution RNA-seq time series experiment in Col-0.
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Figure S6: Gene expression profiles detected by qPCR for genes related to the key BBX/HY5 subnetwork in photoreceptor mutants. Expression was analysed in 7-d-old seedlings grown in short day conditions at 22°C. Genes analysed cover BBX set A (A), HY5/HYH (B) and BBX set B (C) in cry1 cry2 (Col-0 background), phyA phyB and phyA phyB cry1 cry2 mutants (both Ler background). Data represent the mean ± SEM of two biological replicates.
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Figure S7: Expression profiles of PHY, CRY and HY/BBX subnetwork genes (A) These are the gene expression profiles (in transcripts per million, TPM) of the same genes in Fig 4, but for the prr5prr7prr9 mutant and Col-0.  The BBX set B genes are shown in Fig S7 C. (B) These are the gene expression profiles (in TPM) of the same genes in Fig 4, but for the hsfa1QK mutant and Col-0.  The BBX set B genes are shown in Fig S7 C. (C) These are the gene expression profiles for the BBX set B genes (see Fig 4).  
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Figure S8: Gene expression profiles monitored by qPCR for genes related to the key BBX/HY5 subnetwork. Expression was analysed in 7-d-old seedlings grown in short day conditions at 22°C. Genes analysed cover representatives of BBX set A (BBX24, BBX25, BBX30 and BBX32) (A) and the putative HY5/BBX target genes BBX27, CCR1, PIF4 and PYE (B). Their expression was monitored during an extended night at the start of day 8 (night extension, left column), in phyA phyB cry1 cry2, prr5 prr7 prr9 and hsfa1QK mutants (middle column), in hy5 hyh and bbx30 bbx31 mutants and a BBX31-Ox line (right column). Data represent the mean ± SEM of three biological replicates. Note the Col-0 pattern is shown in all panels for comparison.
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