Figure S3. A figure showing the power to predict NRI and NTI of randomly generated assemblages. The slopes and r2 values from regressing the NRI and NTI values derived using a terminally ‘unresolved’ phylogeny onto the NRI and NTI values derived using a fully resolved phylogeny.  The size of the phylogeny is represented by color and dashing of the lines. Specifically, the number of terminal taxa was 20 (finely dashed grey line), 40 (thickly dashed grey line), 80 (solid grey line), 160 (dashed black line), and 320 (solid black line). The percentage of nodes that were ‘unresolved’ is indicated by Tx on the x-axis.  Slopes less than one show a bias towards under-predicting the phylogenetic diversity in an assemblage and vice versa for slopes greater than one (see Figure 1).
[image: image1.png]NRI r2

NTI r2

1.1

0.9
0.8
0.7
0.6
0.5
0.4

1.1

0.9
0.8
0.7
0.6
0.5
0.4

T15 T20 T25 T30




[image: image2.png]NRI Slope

NTI Slope

1.2
1.1

0.9
0.8
0.7
0.6
0.5
1.2
1.1

0.9
0.8
0.7
0.6
0.5

T15 T20 T25 T30





