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Next-Generation Sequencing (NGS) technology is now widely used in biomedical research field. The application of NGS 
technologies includes the identification sequence variants of DNA or RNA and the quantitation of RNA abundances 

or DNA copy numbers. Previously several softwares for NGS data processing pipelines have been released. However, the 
softwares do not cover the recently updated GDC pipelines which is a standardized pipeline used in the processing of the 
TCGA data. Moreover, there is no comprehensive tools that handle the recent clinical applications of NGS technology such 
as cell-free DNA, small RNA, and exosomal RNA sequencing data. Here, we developed a SEQprocess that can provide NGS 
processing pipelines covering the GDC pipeline as well as the new data for clinical applications. SEQprocess is implemented 
in an R program to provide an automated and user friendly interfaces. SEQprocess also provide a flexible customization 
framework by modularizing the multiple NGS processing steps that can be easily included or excluded in the process. In 
addition, SEQprocess automatically generate a report that summarize the processing steps, which will ensure reproducibility 
of the NGS data analysis.
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