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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.




