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Abstract

NGS technologies have moved large scale sequencing from Genome centers to Labs. They have empowered biologists to not only undertake large scale

sequencing, but use them for various other applications like DNA-Protein interactions, epigenetic changes, gene expression profiling and genotyping. Next

generation Bioinformatics tools have been and are being developed to quickly align, assemble and analyze the large volumes of NGS sequence data. We

describe here a tool which can enable scientists to perform a quick quality control of short read sequencing data.

Quality Control and summarization of the NGS data and the processed sequence data is essential to plan downstream bioinformatics processes. We

report a simple, fully automated and easy to use desktop application SeqQC for Windows and Linux platforms that can process NGS data and any form of

sequence data to generate user friendly graphs and summaries. Windows and Linux executables of the tool can be downloaded (free) from

www.genotypic.co.in/SeqQC.html

Advanced bioinformatics skills or high performance computers are not required to run SeqQC and we believe the tool would be useful for advanced users

as well as new entrants to the NGS era.

SeqQC is an Ideal tool to bridge the gap between sequencing and analysis

For Windows/Linux/Mac download FREE from www.genotypic.co.in/SeqQC.html

SeqQC can Process up to 8 NGS sequence files or 8 FASTA files simultaneously and outputs a single Report file.
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