Data description
These data were collected as part of a collaborative effort between different groups with ORD (Cincinnati & Duluth) along with external NRSA field staff from the University of Houston to maximize fish environmental DNA (eDNA) data acquisition for least amount of work/cost. The specific aim of this work is to provide guidance on the effort/sampling scheme to generate the most complete list of the taxa present in the fish community in a stream, river, or lake of interest. The ultimate purpose of the work is to provide guidelines to the states or other clients that wish to adapt fish eDNA work to any of their monitoring programs for their aquatic resources.
Samples were collected in two different efforts. The samples for studying fish eDNA in lakes were collected from 8 lakes in northern Minnesota by staff from EPA-Duluth. These lakes were heavily oversampled with 25-40 water samples taken from each, with samples spread over three depth zones: the littoral/shoreline zone, shallow water, and deep open water. The samples for fish eDNA in rivers/streams were taken from 35+ rivers in Texas as part of the standard 2023-24 NRSA field season. River water samples were collected in two ways: one from the thalweg at the upstream edge of the reach, and one combining ~100 mL from the shore of the 11 transects of the reach. These water samples were filtered (within 24hrs) and then the eDNA was extracted from these filters. All extracted DNA went through DNA metabarcoding of multiple PCR replicates for two mitochondrial loci (12S & 16S), and then were sequenced on a MiSeq following the manufacturer’s protocols. 
The raw DNA sequence data are stored in "C:\Users\epilgrim\OneDrive - Environmental Protection Agency (EPA)\Documents\combined_fish_eDNA2021-2025." These raw sequences then went through bioinformatics analyses (QIIME, USEARCH, or DADA in RStudio) to create the different worksheets in this file.

