Model Inputs:

rng = # of model runs used to generate mean species richness, assemblage evenness, and average specimen size

SpecSzDmlst = Nx6 sized matrix where each column = 1 individual and columns contain information on species identity, size and dimensions. 
Sizetax = Matrix of aspect ratios. Species linked to aspect ratios via a position in the matrix recorded within the SpecSzDmlst matrix.
S = number of specimens within a populated volume.
Msizecasts = Matrix of size values (in mm). Species linked to aspect ratios via a position in the matrix recorded within the SpecSzDmlst matrix.
V = dimensions of populated volume (in cm).
ix,iy = inputs used in Raup shell model, held constant.
Numh = number of slices through each populated volume.
om = Number of specimens within one bulk sample.

These inputs were used as follows:

Valtd = v, used in function CurveXYpntsNstd300

SizeCategories = Msizecats, used in function CurveXYpntsNstd300

TaxDimensions = Sizetax, used in function CurveXYpntsNstd300

[bookmark: _GoBack]The datasets that begin with BinSizeDist all contain size values associated with species and correspond to one of the combinations of species abundance distribution (39 corresponds to Alph = 3, 87 corresponds to Alph = 6, 50 corresponds to the lognormal distribution). These numbers refer to the total number of species within the N sized sample and size distribution (Jab, Kowl or Sessa). Values within these matrices correspond not directly to sizes themselves but to locations within the SizeCategories matrix. For example, an entry in a BinSizeDist matrix of ‘3’ means that this species is associated with the size given in the ‘1x3’ position in the SizeCategories matrix.
