Supporting Information Captions
S1: Details of metabarcoding thresholding to determine presence or absence of hookworm DNA in fecal samples.
S2: Correlation tests among all networks examined in this study.
S3: Component model details for averaged GLMs of N. americanus infection, A. ceylanicum infection, and coinfection. 
S4: Conditional coefficients for averaged GLMs for each of the hookworm species and coinfections.
S5: Investigation of hookworm prevalence across recruitment chains and seeds.
S6: Results from PERMANOVA analysis of utilization distribution composition across infection statuses.
S7: Binary k-test details and results, including comparisons of results using overlapping area vs. overlapping time. 
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