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Eriophyoid mites (Acari: Eriophyoidea) comprise approximately 5000 named species, leading to the most species-
rich superfamily in the Acari. They are strictly herbivorous with a high level of host specificity, reflecting 89% of
these mites attack only one or two congeneric host species (Yin et al., 2022). However, their global patterns of species
diversity and factors contributing to the diversification remain poorly known. We adopted multiple approaches to
determine the extent of potential factors affecting their diversification, including contemporary climate, Quaternary
climate change, habitat heterogeneity, and host plants. Our results show the center of eriophyoid species diversity in
the temperate region, which is opposite to the patterns in center of diversity for plants and some other organisms (Li
et al., 2022). Environmental factors (abiotic factors) can indirectly influence the species richness of eriophyoid mites
by affecting the host plants (biotic factors) (Li ef al., 2022). Multiple host shifts as well as speciation constrained by
hosts were probably the main drivers behind eriophyoid mite diversification (Xue et al., 2022). Our study provides
new evidence regarding the global pattern of herbivorous mite diversity and highlights the evolutionary trajectory
of eriophyoid mites.
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