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“living dead” species, 208

LND. See Local Neighborhood Diffusion

Local Neighborhood Diffusion (LND), 107

long-distance dispersal (LDD), 105, 107
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in plants, 146–148

naturalists. See Darwin, Charles; Wallace,

Alfred Russel

neutrality tests, for population genetics,

131–132

in animals, 136

Ewens-Watterson test, 130

Hudson-Kreitman-Aguade test, 131

limitations of, 131
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provenance tests, 102

PSC. See phylogenetic species concept

QTLs. See quantitative trait locis

quantitative genetics, 123

quantitative trait locis (QTLs)

in association genetics
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