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BACKGROUND

• Zooplankton play a pivotal role in the homeostasis

of aquatic ecosystems and can serve as indicators

of ecosystem health.

• Morphological identification can be limited by costs,

availability of trained taxonomists, and time.

• Metabarcoding can be a high-throughput and timely

approach for characterizing zooplankton community

structure.

• RNA metabarcoding, additionally, could reflect the

active community, as DNA derived from tissue can

persist in the environment.
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• 77.4% of the genera were detected by all methods

(n = 24).

• 98.9% of total biomass inferred from morphology

was accounted for via the shared 24 genera.

• Genera belonging to phylum Arthropoda had a

greater spearman correlation compared to genera

in the phylum Rotifera.

• Divide between the two phyla is currently unknown

but may be due to size differences when

quantifying (Arthropoda > Rotifera).

• It is known that there is limitations when quantifying

biomass and presence using metabarcoding due to

primer biases and database limitations.

• Overall, the metabarcoding methods did an

acceptable job in detecting and determining relative

abundance of zooplankton genera.
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1. Compare the detection of genera between 

identification methods, namely DNA and RNA 

metabarcoding and morphological identification.

2. Compare the ability to detect relative abundance of 

the genera between identification methods (e.g, 

DNA vs. morphological identification and RNA vs. 

morphological identification).
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Figure 1 (Left): Relative abundance of shared genera between zooplankton identification methods.

Figure 2 (Top):  Spearman rank correlations of shared genera. Metabarcoding relative abundance data and 

morphology inferred biomass were loge-transformed. Blue text indicates genera in the phylum Arthropoda and red 

text indicates genera in the phylum Rotifera.

Figure 3 (Right): Shared genera among identification methods. The identification methods included DNA 

metabarcoding (blue), RNA metabarcoding (yellow), and morphological identification (green).
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