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Gene-Trac® NGS: Microbial Community Characterization

Dig Deeper and See the Full Potential of Microbial Communities

Do you want to understand the many different microbes at your site
and unlock their potential to metabolize contaminants of concern?
Gene-Trac® NGS, leverages leading-edge lllumina® next generation
sequencing technology (NGS) to identify the hundreds to thousands
of microbes found in a typical sample.

Gene-Trac NGS can reveal the presence of novel or rare microbes and
clarify the ecological roles and metabolic functions of the microbes
present at your site or project.

Gene-Trac NGS is an affordable and powerful tool to help you understand
baseline conditions, monitor treatment performance, evaluate natural
attenuation, or achieve other goals, providing you with detailed microbial
data to make informed decisions and optimize outcomes.
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Characterize microbial communities at contaminated
sites, in wastewater, landfills and mine sites, to support
bioremediation, source tracking, MIC and biofouling control.

Gene-Trac NGS helps you answer these important questions:

¢ What are the metabolic capabilities of the microbial community
at my site?

Can | use this microbial community to achieve performance goals?

* How do microbial communities vary over time, between locations,
or due to treatments?

Are there inhibitory conditions and challenging site locations that
impact performance?

Are there pathogens, or microbes present that cause biofouling
or microbially influenced corrosion (MIC)?

Helping You Get the Most from Your Data

Gene-Trac NGS delivers data in useful and easy-to-interpret formats,
including microbial composition bubble plots, enumeration tables,
functional analyses (right), and cluster analyses. These formats
allow you to visualize the microbial composition and function from
samples taken at different locations and times and compare them
to help you identify shifts and trends in the microbial community.

Gene-Trac NGS also provides data continuity between sampling
events by compiling previous and current data into a single report,
making data interpretation over time easier and allowing you to build
your microbial story sample by sample over time.
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Gene-Trac NGS Functional Analysis

Chemoheterotrophy 19.4 23.5 25 19.2
Dark hydrogen oxidation 14 24
Fermentation 1.4 2.4
Hydrogenotrophic methanogenesis - 16.4 22 1.2 2.6
Iron respiration 3.2 2.0 2.3

Methanogenesis 21.9 25.4 24.7 19.4
Anaerobic BTEX Degradation - 2.6 2.0 1.2 2.6

Methanogenesis by

disproportionation of methyl groups | 5.4 23.1 22.9 164
Hydrocarbon Degradation - 13.8
Methylotrophy - 13.8
Reductive acetogenesis - 14 24
Reductive dechlorination 5.7 19.8 17.8 29.5
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Gene-Trac NGS Functional analysis expresses the metabolic potential of your microbial
community in over 80 categories, including sulfate reduction, methanogenesis, reductive
dechlorination, and hydrocarbon degradation.

Data Interpretation to Answer Site-Specific Questions

Gene-Trac NGS is backed by SIREM'’s specialists in environmental
microbiology and bioremediation. Our optional interpretive reports
help you to better understand the characteristics and capabilities
of the microbial communities in your system and how they relate
to your objectives. With this additional service, our microbiologists
will meet with you to discuss your site-specific questions and will
deliver a report that interprets your data, draws clear conclusions,
and offers actionable advice for complex challenges.
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Contact SiREM to learn more about Gene-Trac NGS
and how it can help you achieve your microbial
characterization and system performance objectives.

Ximena Druar | 519-515-0838 | xdruar@siremlab.com
Melody Vachon-Gregory | 519-515-1317 | mvachon@siremlab.com






