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This file contains:

Supplementary Figure 1. Chromatin landscapes of 10 top modulated genes in response
to norepinephrine. Each panel represents a screen shot of the UCSC Human Genome
browser for each of the ten genes. Upregulated and downregulated genes are indicated by the
blue and the red arrows, respectively. All panels are shown in the same scale. Twelve
chromatin tracks are shown including four (iOSE4, iOSE11, iFTSEC33, iFTSEC246) each for
FAIRE-seq (black bars), H3K27Ac (orange bars), and H3K4mel (yellow bars). The red dashed

box highlights the proximal promoter region.

Supplementary Figure 2. Oncoprint from the Cancer Geneome Atlas (TCGA) for the 45

genes responsive to norepinephrine. Each bar corresponds to a single case.

Supplementary Figure 3. Metacore pathway enrichment. Pathways enriched in iOSE11 (A
and C) and iFTSEC283 (B and D) cells using the set of upregulated (A and B) or

downregulated (C and D) genes.

Supplementary Figure 4. Expression of adrenergic receptors in iOSE11l and iFT283 cells.
Expression of ADRB1, ADRB2, and ADRB3 verified by qPCR in two technical replicates
(orange or red circles) is plotted as a relative expression ratio normalized to GAPDH expression

levels.



Supplementary Figure 5. Densitometry measurements. Densitometry measurements from
western blots in Figure 3B and C using NIH Image J. A table with final calculations is shown

with values that were used in Figure 3B and C (rounded to the first decimal position).

The following Supplementary Tables are provided as a separate Excel file:

Supplementary Table 1. Differentially (FDR < 0.1) regulated genes upon norepinephrine
treatment in iIOSE11. Gene, gene symbol; baseMeanlOS, mean of normalized counts for all the
iOSE11 samples; log2FoldChange.lOS, log, fold change in treated iOSE1l vs. control;
IfcSE.IOS, standard error; stat.lOS, Wald statistic; pvalue.lOS: Wald test p-value; pad;.IOS,
Benjamini-Hochberg adjusted p-value. Genes highlighted in green and red are upregulated and

downregulated, respectively.

Supplementary Table 2. Differentially (FDR < 0.1) regulated genes upon norepinephrine
treatment in iIFT283. Gene, gene symbol; baseMean.FT, mean of normalized counts for all the
iIFTSEC283 samples; log2FoldChange.FT, log, fold change in treated iFTSEC283 vs. control;
[fcSE.FT, standard error; stat.FT, Wald statistic; pvalue.FT: Wald test p-value; padj.FT,
Benjamini-Hochberg adjusted p-value. Genes highlighted in green and red are upregulated and

downregulated, respectively.

Supplementary Table 3. Annotation of forty-five differentially regulated genes upon
norepinephrine treatment in both cell lines. GTEx Ovary (TPM), expression in transcripts
per million in ovarian tissue from GTEx; GTEx Fallopian (TPM), expression in transcripts per
million in ovarian tissue from GTEx; GTEx tissue highest expression (TPM), tissue
demonstrating the highest expression in transcripts per million; GTEx Ovary rank, ranking of
ovary within GTEX tissues according to expression in TPM, only annotated up to the fifth tissue

in the rank; GTEx Fallopian rank, GTEx Ovary rank, ranking of ovary within GTEXx tissues



according to expression in TPM, only annotated up to the fifth tissue in the rank. Somatic Point
Mutation Freq (%), missense, nonsense and frameshift point mutations in TCGA for ovarian
cystadenocarcinoma; References, articles implicating the gene in the response to Epinephrine,

Adrenergic signaling or stress; GEO Datasets, publically available datasets.

Supplementary Table 4. Panther Gene Ontology analysis.

Supplementary Table 5. Enriched transcription factor binding site.

Supplementary Table 6. Dataset annotation.
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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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Supplementary Figure 5
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