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The purpose of the Author Contributions Checklist (ACC) Form is to document the code and data supporting a manuscript, and describe how to reproduce its main results. 

As of Sept. 1, 2016, the ACC Form must be included with all new submissions to JASA ACS. 

This document is the initial version of the template that will be provided to authors. The JASA Associate Editors for Reproducibility will update this document with more detailed instructions and information about best practices for many of the listed requirements over time.
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Abstract (Mandatory)
We have used gene expression and genotype data obtained from The Cancer Genome Atlas (TCGA). All the data are publicly available. 

Availability (Mandatory)
All the data are publicly available. We have downloaded the data from TCGA data portal (https://tcga-data.nci.nih.gov/docs/publications/tcga/), which has now been replaced by NCI Genomic Data Commons (https://portal.gdc.cancer.gov/).

Description (Mandatory if data available)
We applied and were approved for TCGA data access through NCBI dbGap. 

All the data we used can be downloaded from NCI Genomic Data Commons (https://gdc.cancer.gov/). While new versions of data have been generated, the version that we used could be downloaded from their legacy archive: https://portal.gdc.cancer.gov/legacy-archive/search/f. 

Genotype data were downloaded as CEL file format. Gene expression data were downloaded as BAM files. We have provided details on data processing in the supplementary materials of this paper, including the exact command that we used to process the data step by step. 

Optional Information (complete as necessary) 
Unique identifier / DOI
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Abstract (Mandatory)
We have implemented our code in an R package named pTReCASE, whch is available at https://github.com/Sun-lab/pTReCASE. In addition, we have also provided our codes for data processing, simulation and real data analysis as a supplementary zip file of this paper. 

Description (Mandatory)

In the folder of “data_preparation”, we provided data preparation pipelines to prepare gene expression and genotype data for real data analysis. Most files have associated .Rout files that show the intermediate output.

In the folder “ex_real_data_analysis”, we provided data as well as R code used in real data analysis while replacing real genotype data with simulated ones. 

In the folder “simulation”, we provided codes as well as results for simulation analysis.

More details are provided in a README.txt file

Optional Information (complete as necessary) 
[bookmark: h.bn0k2vepcyd1]Instructions for Use
Reproducibility (Mandatory)
All the results of our analyses can be reproduced. We have provided the R code to reproduce the simulation results. The real data analyses take multiple steps because we have started from raw data. We have included the details of data processing and we provide processed gene expression data. However, genotype are not allowed to be cannot be shared in a website without access control. Anyone who is interested in accessing genotype data would need to download it from TCGA genomic data commons. 
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Replication (Optional)
How to use software in other settings (or links to such information, e.g., R package vignettes, demos or other examples)
[bookmark: h.wh7p44l4mdrz]Notes
Other relevant information, in particular how to access the data and code if not yet made publicly available.



