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[Objectives} The new era in industrial biotech is increasingly driven by cost-efficient
next-generation sequencing (NGS) technologies. Workflow-based, scalable software
systems are required for systematically managing large data volumes produced by NGS
and for interpreting genotype data across complex production strain ancestries. To sup-
port this innovative research Genedata Selector™ has been developed to overcome
these challenges for strain development of microbes and cell lines for fermentation
based applications as well as of crops and plants with improved traits as renewable
resources. [Methods and Results] Genedata Selector™ is successfully used to system-
atically analyse and annotate strains including automatically identifying and categoriz-
ing point mutations in their genetic and biological context. This process is assisted by
tailored viewers that drill down to raw sequences. The process also predicts the muta-
tions’ influence on gene products (e.g. modifying an enzyme’s active site) or on gene
regulation (e.g., altering a transcription factor’s DNA binding site). This study demon-
strates how NGS and -omics data can support strain design strategies to optimize yield
of amino acids, with applicability to other fermentation based applications for feed and
food additives, beverages, bio-refineries, anti-infectives and biologics production effi-
ciently.
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