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Figure 9. DNA motifs overrepresented within 1kb peak regions enriched with the
H3K27me3 modification. (A) Signal profile for H3K27me3 across the genome regions (3 kb),
centered on the middle of the peak interval.

Enriched DNA binding motifs and their cell-lineage normalized expression profiles from E11.5
to E13.5 of gonad development (Jameson et al., 2012). Profiles are shown for Tgif1 (B), STAT4
(C), NfatC1 (D) and Foxo1 (E) genes. Mean +/- standard error of the mean. Statistical analysis:

two-way ANOVA Tukey’s multiple comparisons test, adjusted P-value <0.001 (**), <0.0001
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Supplementary Data files

File 1. Sequencing data mapping statistics.

File 2. List of regions with similar signal distribution identified by
deepTools/plotHeatmap using k-means clustering analysis. Output file giving region
coordinates, nearby feature/gene and cluster group. Sheetl: H3K27me3 signal clusters.

Sheet 2: H3K4me3 signal clusters.

File 3. PANTHER Gene ontology analysis for H3K4me3 clusters. Each sheet summarizes
the PANTHER analysis carried out for the cluster gene list. Each gene list includes genes

associated with each signal profile (cluster).

File 4. PANTHER Gene ontology analysis for H3K27me3 clusters. Each sheet summarizes
the PANTHER analysis carried out for the cluster gene list. Each gene list includes genes

associated with each signal profile (cluster).

File 5. MACS broadcall peak regions. Excel file with the peak regions identified for each
histone mark and a list of peak regions that are shared between both marks (“overlapping
regions”). Sheet 1: MACS broadcall peaks for H3K4me3. Sheet2: MACS broadcall peak regions
for H3K27me3. Sheet 3: Overlapping peak regions. Sheet 4: DAVID annotation analysis
(summarized in Fig. 7B). Sheet 5: Genes located near shared peak regions (identified using

GREAT).

File 6. Motif analysis results for narrow peak regions. 1 kbp peak regions identified by

HOMER analysis for H3K27me3 and H3K4me3. Motifs Homer analysis for known DNA
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742  binding motifs. Grouped into motifs of factors expressed in the early gonad (Jameson et al,,

743  2012) and those factors not present in array data by Jameson et al. 2012.
744

745

746  Supplementary figures are provided in a single pdf file.
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