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SUPPLEMENTARY TABLE LEGENDS: 

 

Supplementary Table 1: 4C genomic regions that interact in trans with Dbp. Sheet 1: the 

contacts identified in wild type MEFs. Sheet 2: The contacts detected inBmal1–/– MEFs. Data 

corresponds to mm9 genome coordinates. 

 

Supplementary Table 2: Gene content of Dbp contacts detected in wild type MEFs. The 

mm9 genome version is used. 

 

Supplementary Table 3: Dbp circadian interactome. Sheet 1 (Dbp circadian contacts): the 

genomic locations of the Dbp circadian interactome.  Sheet 2 (genes on Dbp circadian 

contacts): the gene content of the Dbp circadian interactome. The genomic coordinates are 

given based on the mm9 version. 

 

Supplementary Table 4: Motif Map analyses on 4C contact regions. Sheet 1 (Motifs on 

contacts 4C regions): indicates the position of the motif in the Dbp contacts and the putative 

genes that are controlled by the promoter that contain each motif. Sheet 2 (Motif map 

enrichment table): indicates significantly enriched motifs on the Dbp interactome over 

randomized data. Sheet 3 (Clock elements on circadian 4C): selection of e-boxes, RoRα 

elements and CREB motifs that are present on the Dbp circadian interactome, which is 

defined on Figure 2 of the main text. The headings of the columns are defined as follows: 

MOTIF name: the transcription factor which binds the motif for each row. 

MOTIF length: The length (in base pairs) of the position weight matrix used in for the motif 

identification process. 

TF multiplicity: The number of different transcription factors that use this position weight 

matrix. 

Uniprot_NAME: The name of the transcription factor as identified by the UniProt database. 

Uniprot ID: The identifier of the transcription factor in the UniProt database. 



MOTIF ID: The identifier of the matrix in the TRANSFAC/JASPAR/MotifMap databases. 

NBBLS (conservation): Normalized Bayesian Branch Length Score. It is metric of conservation 

of the predicted transcription factor binding from 0 to 1. 1 means that is completely 

conserved. This data has been filtered to only keep sites with a NBBLS of at least 0.1, 

meaning that the site is conserved at least in two organisms in the phylogenetic alignment.  

NLOD (Motif Matching): Normalized Log Odds. It is a metric of how well the predicted 

transcription factor binding site matches the position weight matrix. The data has been 

filtered to keep the NLOD between 0.8 and 1. 

Chromosome: The chromosome in which the motif is located. 

MOTIF-Start/ -Stop: The location in the genome (mm9 version) of the motif for each row. 

GENES: List of putative genes regulated by the motif for each row. For each gene, several 

different identifiers are indicated. 

BG. COUNT/ BG. TOTAL: The number of gene promoters in the genome which contain the 

motif for each row (BG count) and the total number of promoters in the MotifMap database 

(BG total). 

EXP.COUNT / EXP. TOTAL: The number of gene promoters that lie in the 4C regions (EXP 

TOTAL) and how many of those contain the motif for each row (EXP. COUNT).  

P VALUE: Two tailed Fisher exact test p-value. 

 

Supplementary Table 5: p scores at the region analyzed by FISH. p scores represent contacts 

frequencies for the 4C probes located on the selected region for FISH analysis on 

chromosome 10 and presented in the browser shot (Figure 3A). 

 

Supplementary Table 6: Circadian gene expression in wild type MEFs Sheet 1: JTK_cycle 

analysis or the circadian gene expression microarray experiment. Sheet 2: a list with the 

circadian genes on wild type MEFs. 

Some of the headings for each column are described in the Affymetrix gene chip manual 

(http://www.affymetrix.com/support/technical/manual/taf_manual.affx#array_information).The 

rest corresponds to the parameters calculated by JTK-cycle, and are defined as follows: 

JTK_ADJP: JTK p value (see Online Methods). 



JTK_AMP: Amplitude of the oscillation. 

JTK_LAG: Lag of the oscillation. 

JTK_PER: Period of the oscillation. 

JTK_BHQ: JTK q value (FDR metric). 

 

Supplementary Table 7: Ontological analyses. Sheet 1: Gene Ontology (GO) analysis and 

significantly enriched amongst the circadian genes. Sheet 2: Kyoto Encyclopedia of Genes 

and Genomes (KEGG) pathways of circadian genes. Sheet 3: Gene Ontology analysis of the 

genes located in circadian 4C contacts. For all the analyses in this table, the p value is 

calculated using the Hypergeometric distribution and indicated in the “p-value” headed 

columns. A FDR correction is then applied (see Online Methods) and the results are 

indicated in the “Corrected p-value” headed columns. 

 

Supplementary Table 8: Lists of circadian genes. Sheet 1: list of circadian genes that are 

located on Dbp 4C contacts. Sheet 2: list of circadian genes which can be found at Dbp 

circadian interactome.  
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