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Abstract ‘ z
The Algae Testbed Public Private Partnership, ATP3, is a Department of Energy supported consortium funded to generate high impact data in order o o
to quantify the seasonal and geographic variations on the production of microalgae biomass for use in production of biofuels and bio-products. We TRL S p rl n g 1 65 a n a IySIS
use metagenomic amplicon sequencing to identify deleterious species that contribute to pond instability and consequent reduction in annualized
production. Such diagnosis of the root causes of pond crashes is critical to for development of inexpensive screening and monitoring tools for early For site at TRL we did an in-depth analysis for its spring run to study a unique crash
crash detection, as well as engineering countermeasures. For this Unified Field Studies, cultivation trials, two strains, Nannochloropsis oceanica and event. We focused on 16s prokaryotic community structures to see the smoking gun
Chlorella vulgaris, were grown over four seasons: Spring, Summer, Fall and Winter at geographically distinct consortium member sites. Routine of the crash by clustering MAGPie output both w.r.t the samples and bacterial taxa.
samples were preserved and archived onsite for genetic analysis in event of pond crash. At Sandia National Labs microbiome analysis by next 4 major clusters were observed for healthy, pre-crash, crash, late crash samples. And
generation DNA sequencing was carried out to provide a presumptive identification of the biological agent(s) responsible for the pond crash. similar results were obtained by principal component analysis
Fragments of the small subunit ribosomal RNA gene were amplified by PCR and sequenced. Though analysis of the sequencing data with novel N ;
Metagenomics Pipeline (MAGPie) combined with data-mining tools we identified bacterial and eukaryotic communities responsible for pond crashes. . PFIQCIpal Com ponent Analysis
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