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Introduction Methods

Background
Studying the diversity and composition of
microorganisms is integral to understanding
biogeochemical cycles because microbes impact the
cycles in numerous, complex ways via the uptake and
release of nutrients. As part of its observation of these
interactions, NEON conducts metagenomic analyses
to determine taxonomic and functional diversity of the
microbial communities found in soills.

Objective

The goal of this study was to determine whether
changing the spatial scale of NEON’s sampling
methodology would affect the diversity and community
composition of the collected microbial samples.
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* Field technicians collected 3 soil cores per plot within
a site per sampling event (image on left) microbes 32222?;‘2.’2’;’;"‘ .e::‘":m
- Before metagenomic processing (image on right), 1 of
the 3 cores for each plot was randomly chosen for
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« Metagenomic datasets were retrieved from the MG- ' '

RAST repository using API calls run in the Python
programming language

« Statistics were completed using the “vegan” package
for the R programming language
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Figure 1: Shown here are the Shannon Index values for composite and individual diversity or community composition of o groups influencing the ordination. The shaded
samples collected from plots at six NEON sites. An ANOVA performed on the means collected samples. Microbiologists can = shapes indicate the 6 collection sites.
of each site showed that there are no significant differences in a diversity between confidently use compositing as it provides Figure 3 (bottom) shows functional gene
composite and individual samples (p-value = 0.672). Similar results were found for samples that are as representative of the , | | | | | composition between individual and composite
species richness, not shown (p-value = 0.146). microbial populations as individual (subplot- 010 -005 000 005 010 0.5 samples at each site.
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