$1 - Partitioning beta diversity

We used the procedure of Baselga [1], where Serensen beta diversity for multiple-sites

can be expressed as:
[Z,-q min(bj, bj,-)] + !Z;q max by, b,-,-)]
2 [ZJ 5,' — ST] + [Zi<j min(b,-j, bj,’)] + [Ziq max(b,-j, bj;)]

Bsor =

Where S, is the richness in each site, b; is the number of species in site i not in site j and
b; is the number of species in site j not in site i and S, is total richness across all sites.
Serensen dissimilarity (35,z) accounts for both species turnover and nestedness. Beta

diversity accounting only for pure spatial turnover is (B,,) :

[qu min(bj, bj,-)]
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Bsim =

Therefore we can use Serensen dissimilarity (B5,z) and spatial turnover (Bg,,) to calculate

the total nestedness of species assemblages (B\gs):

Bnes = Bsor — Bsim (3)

Therefore,
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