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Community phylogenetic structure and its application in entomology
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Abstract As better phylogenetic hypotheses are available for many groups of organisms, more and more studies in

community ecology have involved the analysis of the phylogenetic structure of communities. This approach can help reveal

contemporary ecological interactions, as well as link community ecology with biogeography and the study of character

evolution. However, this kind of analysis has not been widely used in entomology. In this paper, we mainly discuss (1)

the terminology and principles, (ii) the calculation of community phylogenetic values and (iii) their application in

entomology.
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Fig.1 Nine null models ( from Hardy,2008)
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Schematic representation of different randomization schemes of a phylogenetic tree. Numbers represent global

species abundances ( or number of occurrences) observed in the studied community. Shaded areas indicate

groups within which species represented by their abundance are randomly permuted. Null models 1p - 3t

represent nine different null models.
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Table 1

Predictions of phylogenetic community structure,beta-diversity,and phylobetadiversity for different

processes that influence community assembly (e.g. two communities of different habitats in a region)

(from Fine and Kembel,2011)
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( Cavender-Bares et al. ,2006) . 146, X4 F % (19
9B i &R 45/ a0 52 W AR B &, Swenson 4
(2006 ) % BT Jay 38R 89 ) Aol 26 28 3 Jeg TR
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