MRF
The Gerstein lab has developed a number of tools and data formats to handle the increasingly large quantities for data generated by RNA-Seq experiments. For example, we have developed the Mapped Read Format (MRF), a compact data summary format for short, long and paired-end read alignments that enables the anonymization of confidential sequence information. We have developed a suite of tools (RSEQtools) that use this format for the analysis of RNA-Seq experiments. \cite{21134889}. These tools consist of a set of modules that perform common tasks such as calculating gene and exon expression values, generating signal tracks of mapped reads and segmenting that signal into actively transcribed regions. RSEQtools is implemented in C and the source code is available at http://rseqtools.gersteinlab.org/. Along with RSEQtools, we have developed three different RNA analysis pipelines: FusionSeq for fusion transcript detection \cite{20964841}, IQSeq for transcript quantification \cite{22238592}, and DupSeq for analyzing expression patterns of highly homologous genomic regions \cite{25157146?}. All three have been compiled into the RSEQtools framework for customizable workflow.

RNA-seq and ChIP-seq
[bookmark: _GoBack]The Gerstein lab has extensive experience in RNA-Seq pipeline development and analysis \cite{19015660}. In particular, we continue to play a role in such activities for the ENCODE consortium \cite{17568003}, including a recent publication involving the processing and integration of all ENCODE and modENCODE RNA-seq and ChIP-seq data, involving 575 experiments and more than 65 billion reads from three organisms \cite{25164755}. The Gerstein lab is also the data integration hub in the exRNA consortium (http://exrna.org/) that generates hundreds of RNA-Seq and small RNA-Seq samples. Other notable consortia for which we have been involved in pipeline construction and big data processing and analyses include the BrainSpan project (http://www.brainspan.org/), which collected RNA-seq data for 8-16 brain structures in each of 13 developmental stages \cite{24695229}, as well as the PsychENCODE project (http://psychencode.org/). 

