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Population Genetics Question

Is there an association between a specific community

diversity, composition, and/or abundance of AMF and ﬂ

c diversity of C. umbellata at Nachusa
t are the spatial dynamics of that

the and persistence of C. umbellata?

AMTF Association Hypothesis Population Genetics Hypothesis

g primarily by clonal growth and

Comandra umbellata stands are
are most closely related to their nearest neighboring stand.

There is an association between AMF ity diversity, position, and/or
bundance and establishment and i of C. umbell

AMF Association Methods Population Genetics Methods

Three leaves of C. umbellata were b n from 5 stems at 20 C. un
those stands are spontaneous populations within remnants. The other hal
transplanted into restorations. Microsa
umbellata DNA. Su

Six soil szmples were collected from 10 C. umbellata stands in remnants and 10 stands in
restorations, each using a 10 x 15cm bulb planter. Each C. umbellata site was paired with a
Jocazion within 100 yards that was comparable in obvious features but lacking C. umbellata. Six
soil samples were taken from cach of the paired locations using the same method. Root samples
were taken from C. umbellata where present and from Schizachyrium scoparium at the paired
Jocations. DNA will be extracted from the AMF in soil and root samples.

Structure to infer distinct

DNA extraction will be done using DNeasy PowerSoil Kit from Qiagen. Extracted DNA will be
amplified using Polymerase Chain Reaction (PCR) with DreamTaq™ Hot Start PCR Master Mix
following the manufacturer’s protocol. DNA will be marked using AMF specific primers and
sequenced on Illumina MiSeq. Sequences will be grouped into OTUs using USEARCH and
UPARSE-OUT. OTU seq will be compared with known el to identify mycorrhizal
species and QIIME 2 (Quantitative Insights Into Microbial Ecology) will be used for taxonomic
assignment. Soils will also be analyzed for nutrients, organic matter, pH, and microbial biomass.
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