Appendix H: Spearman correlation (r) between measured abiotic and biotic environmental variables and Nonmetric Multidimensional Scaling (NMDS) plant and macrofungi axes 1-3. N = 130 for plant NMDS and N = 124 for macrofungi NMDS (sites with less than five species were omitted). Bold indicates significance at 0.05 level.
	 
	PlantNMS1
	PlantNMS2
	PlantNMS3
	FungiNMS1
	FungiNMS2
	FungiNMS3

	Litter mass
	-0.302
	-0.730
	0.040
	0.652
	0.341
	0.106

	Soil pH
	0.661
	0.079
	0.026
	-0.432
	0.475
	0.076

	Soil C
	0.058
	0.189
	0.028
	-0.203
	-0.030
	0.029

	Soil N
	0.580
	-0.002
	0.255
	-0.363
	0.274
	0.296

	Soil P
	0.733
	-0.103
	0.205
	-0.428
	0.349
	0.317

	Leaf N
	0.361
	-0.529
	-0.266
	0.054
	0.542
	-0.065

	Leaf C
	-0.507
	0.368
	-0.066
	0.063
	-0.527
	-0.198

	Leaf P
	0.509
	-0.219
	-0.023
	-0.246
	0.376
	0.175

	Deadwood volume
	-0.141
	-0.440
	0.123
	0.308
	0.239
	0.085

	Mean vegetation height
	0.240
	0.036
	-0.425
	-0.156
	0.161
	-0.321

	Trimmed mean soil moisture
	-0.211
	0.121
	-0.842
	-0.035
	0.029
	-0.703

	Max surface temperature
	0.063
	0.583
	0.228
	-0.417
	-0.376
	0.147

	Sd air temperature
	0.105
	0.495
	0.139
	-0.516
	-0.267
	0.102

	85 quantile Vapour Pressure Deficit
	0.087
	0.441
	0.326
	-0.392
	-0.303
	0.238

	Median light intensity
	0.026
	0.723
	0.071
	-0.462
	-0.493
	-0.171

	Plant species richness
	0.483
	0.209
	-0.036
	-0.430
	0.358
	0.032

	Trees > 40DBH (count)
	-0.095
	-0.672
	0.059
	0.479
	0.343
	0.092

	Trees > 40DBH (no. of species)
	-0.149
	-0.685
	0.091
	0.500
	0.300
	0.134

	Mean bare soil cover
	-0.168
	-0.695
	0.139
	0.617
	0.336
	0.088

	Mean bryophyte cover
	-0.386
	0.303
	-0.039
	0.034
	-0.523
	-0.053

	Mean lichen cover
	-0.026
	0.206
	0.313
	-0.109
	-0.231
	0.119

	Deadwood density 
	-0.034
	-0.147
	-0.146
	0.099
	0.133
	-0.092

	Anthill density 
	-0.076
	0.124
	0.073
	-0.018
	-0.128
	0.063

	Boulder density 
	0.082
	-0.075
	0.170
	0.023
	0.065
	0.129

	Water puddle density
	0.035
	-0.011
	-0.206
	-0.010
	0.095
	-0.191

	Dung density 
	0.056
	0.269
	0.234
	-0.219
	-0.146
	0.266

	Flower density 
	0.082
	0.149
	0.155
	-0.122
	-0.016
	0.173

	Temporal continuity class
	-0.209
	0.007
	0.095
	0.100
	-0.103
	0.010

	Spatial continuity 500m
	0.275
	-0.117
	0.291
	0.094
	-0.039
	0.378

	Spatial continuity 1000m
	0.355
	-0.102
	0.182
	0.070
	-0.095
	0.368

	Spatial continuity 2000m
	0.377
	-0.085
	0.125
	0.069
	-0.139
	0.342

	Spatial continuity 5000m
	0.468
	-0.082
	0.054
	-0.038
	-0.115
	0.358
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