


2

nature
research

|
reporting

sum
m
ary

April2020

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Validation

ChIP-seq

Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

No statistics method is used to determine sample size for TF ChIP-seq. Because it is not a population study and the important issue is that the
biological samples are accurately stages for comparison, not the sample size. We have preformed ChIP-seq for 104 TFs, and each has no less
than 2 biological replicates for peak calling. The information for each experiments is listed in Sup. Table 1.

The eQTLs were obtained from a published study (Kremling et al., Nature, 2018 – DOI: 10.1038/nature25966). In brief, the sample size (mean
255 individuals per tissue) to collect RNA-seq was considered enough as previous studies (i.e., the GTEx project) have shown the ability to map
eQTLs with < 300 individuals. The phenotype data used in this study for the GWAS analysis was all derived from previous studies on the US-
NAM population. In brief, the GWAS dataset consisted on traits measured on 5,000 mapping lines derived from 25 related crosses (the US-
NAM population). The US-NAM population has been studied for the past 20 years, and proven a powerful tool to map complex traits.
McMullen et al., Science, 2009 - DOI: 10.1126/science.1174320

No data was excluded from the analysis

All replication were reliably reproduced in multiple independent experiments as indicated in the Supplementary Table 3.

Randomization was not used.

No blinding was used.

Antibodies used for Histone ChIP-seq: Anti-trimethyl H3K27 (1 g/l, Millipore, 07-449), anti-trimethyl H3K4 (1 g/l, Millipore,
05-745R)

The antibodies have been validated by the company using dot plot, western plot, immuno-fluorescence, ChIP-qPCR experiments.
Further validation report could be found on the the supplier website.




