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Supporting Table 1.  Studies included in this work in Fig. 1. 

Study (as in Fig. 1)  Micro or 
macro 

Taxon Method used to get the 
in situ data 

Details on calculation of 
patterns in Fig. 1 

Number of 
individuals 

Number of 
taxa 

Reference 

Groundwater 
microbes 
(panel B left) 

micro Bacteria Counts of OTUs based on 
V3-V4 region of 16S rRNA. 
Samples were taken from 
groundwater wells. 

Counts of OTUs were simply 
ordered and plotted. 

276,809 16,383 unpublished data provided by 
M.H. & K.K. 

Fisher’s moths 
(panel B right) 

macro Moths Counts of moth 
individuals in a light trap. 

Counts over 4 years were simply 
ordered and plotted.  

15,609 
 

240 [1] 

Bacteria and archaea 
in human belly 
buttons 
(panel C left) 

micro Bacteria and 
archaea 

Pyrosequencing (Roche 
454) of the V4 region of 
the 16S rRNA gene. 1 
sample from each human 
individual was taken using 
a cotton tip.  

Mean number of occupied 
humans was plotted against 
mean abundance across all 
humans (each dot in the plot is 
an OTU). 

109,910 3,574 Unpublished data provided by 
R.D. and [2] 

Birds of Czech 
Republic 
(panel B right) 

macro Birds Counts of observed birds 
in approx. 10 km x 10 km 
quadrats in Czech 
Republic 

Mean number of occupied 
quadrats was plotted against 
mean abundance across the 
quadrats (each dot in the plot is 
a species). 

42,771,392 197 [3] 

Fungi in 50 ha BCI 
plot, Panama 
(panels D and E left) 

micro Soil fungi 
 

Counts of OTUs based on 
ITS1 region of rRNA 
operon. The samples 
were 6.25 cm cores, 20 
cm deep, each at a center 
of a 20 x 20 m cell. 

The cores were compared using 
Jaccard similarity index (for the 
distance decay), and they were 
aggregated along a spatial 
proximity gradient to create a 
spatially-explicit sample-area 
relationship. 

11,147,285 24,666 [4] 

Trees in 50 ha BCI 
plot, Panama  
(panels D and C right) 

macro Trees Counts of trees larger 
than 1 cm DBH, in 20 m x 
20 m cells in a 50 ha 
forest plot. 
 

Species composition among 
cells was compared using 
Jaccard similarity index (for the 
distance decay). A nested 
spatial increments were used to 
calculate the species-area 
relationship.   

235,343 306 
 

[5–7] 
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Marine microbes in 
English Channel 
(panel F left) 

micro Bacteria and 
archaea  

Counts of OTUs based on 
V6 region of 16S rRNA  

R package iNEXT was used to 
calculate the rarefaction curve 
for a sample taken on 8. Dec 
2008. 

3526 336 [8] 

Marine fishes in Celtic 
Sea 
(panel F right) 

macro Fish Counts of fish along 50 x 5 
m underwater visual 
transects (9 sites, 16 
transects). 

R package iNEXT was used to 
calculate the rarefaction curve 
for a sample that is spatially 
closest to the microbial sample 
site (row above). 

1669 22 [9] 

Bacteria in Antarctica 
(panel G left) 

micro Bacteria Counts OTUs based on 
16S rRNA. Samples were 
taken from 10 cm x 10 cm 
quadrats, 5 cm deep in 
soil. 

Numbers of OTUs in the 
samples were plotted against 
sample elevation. 

Not 
determined 

Mean = 139 
(SD= 28.8) 

[10] 

Ants in Great Smoky 
Mountains, USA 
(panel G right) 

macro Ants Counts of ants in 1m2 
quadrats in leaf litter. 

Numbers of species were 
plotted against sample 
elevation. 

5310 45 [11] 
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