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- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Sample size
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Randomization
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Source data are provided with this paper. The source data contains logTPM pharmacogene RNA-seq values as described in the methods along with the NAFLD
histological disease grades/stages/scores. Full RNA-seq gene count data is available under GEO accession number GSE225740 (https://www.ncbi.nlm.nih.gov/geo/
query/acc.cgi?acc=GSE225740). Gene expression data used in the meta-analysis can be found at the data sources provided in Supplementary Data 20 and 22.

Findings do not apply to only one sex. Sex was determined from patient's electronic medical records. Gender was not
considered.

Table 1 provides a detailed breakdown of the clinical and demographic data.

This study was undertaken on liver samples obtained from 93 patients with well characterized NAFLD who underwent
percutaneous liver biopsies for their clinical care. We accept that our cohort poses a risk of selection bias. However, our
observations are consistent in the meta-analyses with other studies. Therefore, we do not believe any potential selection
bias diminishes the validity of our observations.

Indiana University Institutional Review Board (protocol numbers: 1506218127, 1011003025R008)

sample size was based on patient availability and was not statistically determined.

RNA samples with Agilent Bioanalyzer RIN > 6.0 were advanced for RNA library generation. Only samples with corresponding phenotype
information were analyzed.

findings were reliably validated in 15 other studies. This is presented as a meta-analysis in the manuscript.

Samples for RNA-seq were balanced across pools based on distribution of fibrosis stage, NAS score, date of biopsy, age, BMI, date of RNA
isolation, RNA quality indicator (RQI), and RNA yield. Clinical groupings were made based on clinical information available and were not
randomized.

Blinding was not done because these samples were collected over the course of many years of clinical practice by the corresponding author.




