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NEBNext Direct

• Initial NEBNext Direct (v1.0) chemistry launched in 2016

• Needed higher sensitivity assay for clinical sample types (FFPE, cfDNA, < 50ng)

• Goals:

• Maintain High Specificity (% Selected)

• Leverage Unique Chemistry for best-in-class coverage uniformity

• Integrated, streamlined workflow (1-2 days)

• Currently in final stages of development, seeking strategic partnerships
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Testing across Panels, Input DNA

15, 30, 100ng input DNA

75kb Targeted Panel, 227kb Expanded Panel, 1.1 Mb Cancer Select Panel

Raw sequencing data (NextSeq) 2 
samples run in triplicate

Demultiplexed and aligned with internal target enrichment pipeline



Unique Coverage as a function of read depth

HS Targeted (75 Kb) HS Expanded (227 Kb) CanSel (1.1 Mb) [pre−HS design]
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Bioinformatic analysis

• Developed open-source workflow for data analysis

• Leverages existing tools (picard, VarDict, FgBio)

• Includes tools for consensus variant calling

• Published on GitHub repository



Seeking partnership for Lot 1:

• Nucleic Acid Extraction:

• FFPE & ctDNA

• QC analytics

• Bioinformatics:

• Implement variant calling pipeline

Please contact Andrew Barry (barrya@neb.com)


