How to Improve

Your WGS DNA Library

Successful sequencing of entire genomes often requires deep sequencing, in order to detect rare
single nucleotide variations (SNV), point mutations, and single nucleotide polymorphisms (SNP).
The PCR-based and PCR-free Invitrogen™ Collibri™ PS DNA Library Prep Kits for lllumina™
systems provide even coverage of genomic regions for reduced biases.
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How to reduce GC coverage bias in WGS libraries

Improve PCR protocols to reduce Use novel PCR-based and PCR-free kits
amplification bias
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