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N Lexogen QuantSeq Pipeline

N
This pipeline works with unaligned reads generated by the Lexogen QuantSea library prep kit It
performs adapter trimming and quality trimming, aligns datato a reference genome, and quantifies
with a trans criptome model. This pipeline works with Partek Flow 6.0.17.0903 and later.
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X

Aligns DNA-Seq o a reference genome using the BWA aligner. Aligned reads are processed and
variant calling s p. Freebayes. Called variants are annotated using a transcript
model and known variant database
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N ChiP-Seq pipeline

Aligns ChiP-seq reads to a reference genome using BWA aligner, filters out duplicates and detects
enriched regions.
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Pipeline for lon AmpliSeq™ Transcriptome Human Gene Expression Research Panel for
quantification, normalization and differential gene expression. This pipeline works with aligned
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