Metagenomic Analysis of Polyphosphate-Accumulating Organisms During Upset Events
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Introduction Results

Table 1: Taxonomic classification of 4 metagenome-assembled genomes (MAGs) of PAOs based on single copy

Polyphosphate-accumulating organisms (PAOs) are crucial to the
genes using Anvi'o.

nutrient removal processes within a wastewater treatment system.
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2. Determine which metabolic pathways are being activated
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