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Figure S1. Relationships among predictor variables used in chlorophyll a predictive models: total nitrogen (mg L−1), total phosphorus (μg L−1), and Secchi depth-to-mixing depth ratio (zSecchi:zmix). Individual markers are semitransparent, where darker regions represent denser data clusters. Total nitrogen and total phosphorus concentrations were log10-transformed prior to analyses.

Figure S2. LOWESS fit of Cyanobacteria relative abundance (RA) across the total nitrogen gradient for hypereutrophic observations (total phosphorus >100 μg L−1). Individual markers are semitransparent, where darker regions represent denser data clusters. Total nitrogen concentrations were log10-transformed prior to analyses.

Figure S3. Boxplots of Crustacean zooplankton biomass by total nitrogen interval (bin width = 0.1 log total nitrogen) for hypereutrophic (total phosphorus >100 μg L−1) observations. Markers representing individual lake observations are transparent, so darker clusters represent overlapping markers total nitrogen concentrations and crustacean zooplankton biomass were log10-transformed and log10 (x+1)-transformed prior to analyses, respectively.


Figure S4. Boxplots of dissolved organic carbon (DOC) concentrations by total nitrogen interval (bin width = 0.1 log total nitrogen) for hypereutrophic (total phosphorus >100 μg L−1) observations. Markers representing outliers are transparent, so darker clusters represent overlapping markers. Total nitrogen and DOC concentrations were log10-transformed prior to analyses.
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