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Introduction Materials and methods, cont’d

Parasite species richness (PSR) and the impact of parasites is of great importance in ungulates,
as it can affect ungulate survival and fecundity, as well as population dynamics (Enzenwa et al,
2006). Previous studies have considered 7 host traits and their impact on PSR in ungulates, and
Included analyses for distinct groups of parasites (Enzenwa et al, 2006). This project takes the
analysis a step further and considers 20 additional host traits as well as geographic information
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This analysis was performed in R using Pearson’s product-moment correlation for normally-
distributed data and Spearman’s rank correlation for non-normal data. For the effects on parasite
type and transmission mode, preliminary bivariate analysis was conducted using residuals of
regression for all species that recorded that parasite type or that mode of parasite transmission.
For these analyses, Spearman’s rank correlation method was used in R.
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Figure 1: ArcGIS map showing host midrange. Colored points range from light pink and low PSR to purple and high PSR .
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