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Abstract

The large taxonomic variability of microbial community composition is a consequence of the
combination of environmental variability, mediated through ecological interactions, and sto-
chasticity. Most of the analysis aiming to infer the biological factors determining this differ-
ence in community structure start by quantifying how much communities are similar in their
composition, trough beta-diversity metrics. The central role that these metrics play in micro-
bial ecology does not parallel with a quantitative understanding of their relationships and sta-
tistical properties. In particular, we lack a framework that reproduces the empirical statistical
properties of beta-diversity metrics. Here we take a macroecological approach and intro-
duce a model to reproduce the statistical properties of community similarity. The model is
based on the statistical properties of individual communities and on a single tunable param-
eter, the correlation of species’ carrying capacities across communities, which sets the dif-
ference of two communities. The model reproduces quantitatively the empirical values of
several commonly-used beta-diversity metrics, as well as the relationships between them.
In particular, this modeling framework naturally reproduces the negative correlation between
overlap and dissimilarity, which has been observed in both empirical and experimental com-
munities and previously related to the existence of universal features of community dynam-
ics. In this framework, such correlation naturally emerges due to the effect of random
sampling.

Author summary

Several biological and ecological forces shape the composition of microbial communities.
But also contingency and stochasticity play an important role. Comparing communities,
identifying which conditions are similar in communities with similar species composition,
allows to identify which forces shape their structure. Here we introduce a modeling frame-
work which reproduces the statistical features of community similarity. We identify a sin-
gle relevant parameter that captures in a single number the multidimensional nature of
similarity in community composition. These results set the basis for a quantitative, and
predicting, theory of the statistical properties of microbial communities.
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Introduction

A surprising large number of microbial species is found in a spoon of soil or a drop of water
sampled at a single location and time [1]. The large values of alpha-diversity parallel with high
beta-diversity: the taxonomic composition would be different if the sample were collected at a
different time or in a different location [2].

A primary objective of microbial ecology is to link the observed variability of taxonomic
composition with its mechanistic causes. In order to achieve this goal, since the first environ-
mental assays of the late 80s to today’s large sequencing efforts, one of the main goals of micro-
bial communities data-analysis has been to disentangle the predictable, replicable variation of
community composition—the “signal”—to contingent, non-replicable, uninformative, vari-
ability—the “noise”. Methods to identify replicable temporal or spatial patterns in the change
of community composition typically rely on some measure of dissimilarity between communi-
ties—or equivalently, on a beta-diversity metric. Such a measure allows in fact to define a “dis-
tance” metric between communities, which can be ultimately used to compare and cluster
communities. For example, a commonly used model-free approach is Principal Coordinate
Analysis [3], which takes as input a matrix of sample-to-sample distances and identifies the
coordinates which explain most of the variation between samples. This method allows to infer
which variables are a more relevant source of variation and to identify clusters of similar sam-
ples. For instance, at the global scales, clusters identified comparing samples of microbial
communities from different environments all around the world are well explained by the envi-
ronment type [1]. At a smaller scale, the composition of gut microbial communities is associ-
ated with host clinical markers and lifestyle factors [4].

Despite the centrality of similarity and beta-diversity metric in microbial ecology analysis
pipelines, we lack a mechanistic understanding of which aspects of community variability
influence their values. Here we aim at formulating a quantitative phenomenological frame-
work able to reproduce the observed statistical properties of community similarity. The dis-
similarity between two communities is in fact caused both by signal and by noise, but we miss
a modeling framework that can be used to assess the effect of each. The sampling nature of the
data also has a strong effect on several beta-diversity metrics [5], as it adds an additional source
of noise and a bias in the observations, and should be explicitly considered.

Macroecology is a promising avenue for filling this gap. By characterising the statistical
properties of community composition, macroecology provides access to quantities that are
reproducible across systems. In perspective, a macroecological approach could allow to disen-
tangle the statistical property of contingent, non-reproducible, noise from the reproducible
statistical features of environmental variability.

Most of the efforts in macroecology have been focused on describing and predicting alpha-
diversity. For instance, the species abundance distribution (SAD) of empirical microbiome is
well characterized across ecosystems [6]. The abundance fluctuation distribution (AFD) is well
described by a Gamma distribution, while the distribution of the mean abundance of species is
typically well described by a Lognormal [7]. One can extend the macroecological description
to dynamics, and characterise the variability of species abundance and diversity across time-
scales [8, 9].

One of the examples of the study of beta-diversity under a macroecological perspective is
given by the dissimilarity-overlap analysis (DOA) [10], where beta-diversity metrics have been
used to infer ecological mechanisms underlying the differences in composition between sam-
ples. The DOA is based on two beta-diversity measures, dissimilarity and overlap. The dissimi-
larity between two communities measures the differences of the relative abundances of the
species present in both samples. The overlap measures the probability that, if we pick an
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individual from one of the two samples, it belongs to a species that is present in both samples.
These two metrics capture, in principle, two distinct aspects of community variability and
should therefore vary independently. However, when they are plotted one against the other for
a set of samples—in what is termed the Dissimilarity-Overlap curve (DOC)- both natural [10]
and experimental [11] communities display a decreasing pattern: communities with high over-
lap tend to have low dissimilarity. The robustness of this DOC pattern suggests that it could be
explained by a robust, general, process. The leading interpretation is that a decreasing DOC is
a consequence of the universality of the dynamics [10]: different communities are subject to
the same ecological dynamics, characterised by the same parameters, and differ because they
occupy different dynamical attractors. Other studies have shown that other mechanism than
universal dynamics might be responsible of a decreasing DOC [12]. One limit of these observa-
tions and their interpretation is that they are mostly qualitative. For instance, both the empiri-
cal DOC and models based on environmental gradients [12] produce negative DOCs. But are
the empirical and modeled DOCs in quantitative agreement? It is not trivial to answer this
question, because most of the available (null) models cannot be easily parameterized using the
available data.

More generally, one could generalize the DOA by comparing the values of the several exist-
ing beta-diversity metrics. Empirical values of different beta-diversity measures are in fact cor-
related [13], but, again, we lack a quantitative understanding of their relationship.

Here, we introduce a model of community composition that is able to reproduce quantita-
tively the empirical values of beta-diversity and the relationship between different beta diver-
sity metrics. The model includes two sources of variability for microbial communities. First,
temporal stochasticity, corresponding to the non-reproducible sources of variation. This vari-
ability was shown to be well described by the stochastic logistic model (SLM), a model that
describes the temporal evolution of species abundances under a stochastic environmental
noise [7, 14]. According to this model, species abundances fluctuate in time around a constant
typical abundance. The second source of variability concerns how this typical abundance
differs across communities [9], which represents the reproducible part of variability. The
difference between these two sources, which in our model is controlled by varying a single
parameter, can be of a larger or lower magnitude. Both sources of variability are modelled
phenomenologically, and several mechanisms could underlie them. For instance, ecological
interactions contribute to both, as they may mediate rapid abundance fluctuations and be the
origin of alternative stable states in community dynamics. Environmental factors also contrib-
ute to both, either in the form of rapid environmental fluctuation or of differences in the over-
all environmental conditions across communities. Importantly, our model also incorporates
explicitly the sampling process, allowing us to study the effect of sampling on the relationship
between beta-diversity metrics and, in particular, on the DOC.

We compare the model predictions with empirical data of the human gut microbiome of
different human hosts (see Methods). The model, by varying the parameter measuring the dif-
ference across-communities, jointly reproduces several beta-diversity metrics both within and
across hosts. As a consequence, it also reproduces quantitatively Dissimilarity-Overlap curves,
uncovering how random sampling introduces a relationship between these two—in principle,
but not in practice—independent metrics.

Results
A model for community composition with tunable similarities

The model for community composition that we propose is based on the statistical properties
of empirical microbial communities which describe how they change across time and space.
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The stationary fluctuation of an OTU i abundance A; in time are well described by the stochas-
tic logistic model (see [7] and Methods). Consequently, at stationarity the abundance is
Gamma distributed

1 2 %*1 2 9 9
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where K; is directly related to the carrying capacity of an OTU i, and o; € [0, 2) is related to the
level of environmental variability (see Methods). Given the compositional nature of the data,
the carrying capacity of OTUs cannot be estimated from the data, as the total abundance is not
known. It is however possible to show that the values K; are proportional to the carrying capac-
ity, up to an unknown proportionality constant, which is sample-specific and common to all
species in that sample [7, 9]. While the proportionality constant is unknown, one can effec-
tively ignore its value as it does not impact the properties of the fluctuations of species abun-
dance [7]. For simplicity, with this important caveat in mind, we will still refer to K; as
carrying capacity in the following. The values of K and ¢ for each OTU can be estimated from
the time series of its abundance (see Methods). Our previous analyses [9] showed that the
value of K for an OTU remains constant for long stretches of time. Over timescales of weeks,
Eq 1, together with a set of values of K and o characterises the time-variability of composition.

Comparing the composition across hosts, it is known that differences in K, together with
random fluctuations of abundance, explain almost all the dissimilarity between hosts [9]. Dif-
ferences in the values of ¢ of each OTUs between communities, instead, have a much smaller
role in differentiating communities. Values of K estimated from the time series of two different
hosts are correlated at various degrees (see Tables B, C, D, and E in S1 Text), but always at a
significant level. This shows that the carrying capacity is to some extent characteristic of the
OTU. As expected however [9] the correlation is lower than the one obtained by comparing
two segments of the time-series of a given individual. This indicates that different communi-
ties, and the same individual over time, have values of K that are different, although highly
correlated.

The distribution of K is lognormal above a threshold (Fig 1A, dashed lines are the thresh-
old) [7]. The existence of a threshold is due to sampling. In fact, if N is the sampling depth,
OTUs with values of K close to or below 1/N; might not be sampled. While this is a probabilis-
tic effect, we approximate it as an hard cutoff [7]. We fit therefore a truncated lognormal distri-
bution (black line in Fig 1A) to all the K > ¢, with ¢ a threshold different for the different
environments. For all environments, the fitted lognormal describes well the data above the
threshold. It is important to notice that, since the values K; vary over-time, the inferred distri-
bution capture both the intrinsic variability across OTUs and the variability of each OTU over
time. As shown in [9], both these sources of variability are lognormally distributed and com-
bine in a multiplicative way, resulting in a overall lognormal distribution for the combined
effect.

We also explored the heterogeneity of environmental variability o across species, which has
been previously neglected. We find that the distribution of 0> is exponential with mean 0.93
(see Fig 1B).

To formulate our model, we start by observing that different communities are characterized
by the same parameters of the lognormal distribution of carrying capacities and of the expo-
nential distributions of variability o*. See, for example, the distributions corresponding to the
gut communities of different individuals in Fig 1A and 1B. Therefore, we assume that K and o
are identically distributed across communities. We further assume that the total number S of
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Fig 1. Parametrization of the model. A) Distributions of K for each individual. Colored points and lines are
normalized histogram of the data. The black line is a maximum likelihood fit to a truncated lognormal distribution,
with truncation at 10~**, of the values from all individuals (parameters of fitted lognormal: 4 = —19.85, s = 4.93). The
dashed line refers to the cutoff due to finite sampling: below this value the effect of sampling produces deviation from
the Lognormal distribution; B) Distribution of o> for each individual (colored points and lines are normalized
histogram of the data). The black line is a maximum likelihood fit to an exponential distribution of the values from all
individuals (mean = 0.93). All individuals are characterized by the same distributions of carrying capacity K and
variability o.

https://doi.org/10.1371/journal.pcbi.1010043.9001

OTUs present in a community, including the ones that are present but undetected, is the same
across communities.

Then, the aim of our model is to generate pairs of communities with different levels of simi-
larity. Based on the previous observations on the variability of K and ¢ across communities [9],
we assume that an OTU i in two different communities have the same values of ¢; but different
values of K;. The correlation between the logarithms of the carrying capacities, pg, obtained by
averaging across OTUs, tunes the level of similarity of two communities.

To generate a pair of communities, we generate S pairs of values from a bivariate gaussian
distribution with mean and variance corresponding to the ones of log K and with correlation
px- Each pair of values corresponds to an OTU i, and represents the logarithms of its carrying
capacity log K; in the two communities. For each OTU i we also extract a value of ¢, common
to the two communities, from the corresponding exponential distribution. Given the set of K
and o values for a community, we extract the real abundance A; of OTU i from the Gamma dis-
tribution in Eq (1) with parameters K; and ¢;. We finally extract a finite sample of the commu-
nity with total number of reads N, from a multinomial distribution with N, trials.

By tuning the correlation of carrying capacity the model predicts a wide
range of values of beta-diversity

We use the model formulated in the previous section to generate in-silico communities with a
range of values of community similarities, obtained by varying the correlation between carry-
ing capacities px. We use this ensemble of communities to study the value of different beta-
diversity measures.

In particular, we simulate pairs of samples from different communities and from the same
community at different times, by tuning the value of px. For each pair we compute six different
beta-diversity measures: i) Jaccard similarity, ii) Serensen similarity index, iii) Whittaker
index, iv) Morisita-Horn similarity, v) Bray-Curtis dissimilarity, and vi) Horn similarity. The
choice of these commonly used different measures is aimed at covering different types of mea-
sures, accounting for presence-absence, abundance, or both, and more or less focused on com-
mon species rather than rare ones. These different beta-diversity measures have correlated
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Fig 2. Relationships between dissimilarity measures for communities generated with the model. The different dissimilarity measures (A: Jaccard
similarity, B: Serensen index, C: Whittaker index D: Bray-Curtis disimilarity, E: Horn similarty, F: Morisita-Horn similarity) are plotted against the
Carrying capacity correlation py. Grey circles represent the 200 pairs of communities generated with the model. Each community has § = 10* OTUs.
Each pair of communities have the same o, extracted from an exponential distribution with mean 0.9. Values of K are extracted from a lognormal
distribution with parameters g = =19 and s = 5. 100 pairs have the same values of K, to mimic samples from the same community at different times. The
remaining 100 pairs have correlated values of K, with py ranging between 0.5 and 1, obtained by exponentiating values extracted from a bivariate
Gaussian distribution. For each community, abundances are extracted from a Gamma distribution with parameters K and o. For the pairs with the
same values of K, Gamma-distributed abundances have a correlation ranging from 0 to 0.5. Reads are obtained from the real abundances by simulating
multinomial sampling with number of reads 3 * 10*. Black lines are the binned average of the grey circles.

https://doi.org/10.1371/journal.pcbi.1010043.9002

values in the synthetic communities (see Fig 2, where the measures are all plotted against the
input value of pg). The correlation can be positive or negative because some metrics measure
similarity and other dissimilarity. Note that the maximal level of correlation px = 1 does not
correspond to the theoretical maximum level of similarity (e.g. 1 for Jaccard or 0 for Bray-Cur-
tis). Each OTU is in fact also subject to the stochastic environmental fluctuations of the Sto-
chastic Logistic model, which are by definition independent across communities. This level

of fluctuation, together with the effect of finite sampling, contribute to a decreased level of
similarity.

The model reproduces the empirical relationships between dissimilarity
measures

We compare the empirical relationships between beta-diversity measures with the ones
obtained from the model. A critical problem in doing the comparison is that the values of K
are not known for individual samples, and therefore, the value of px is unknown for any pair
of samples.

In order to circumvent this problem we used our model to infer the value of px in any pair
of samples (see Methods). We notice that, in our in-silico data, there is a simple relationship
between the Spearman correlation of abundances of a pair of sample and their value of px
(see S1 Fig). By characterizing this relationship, we are able to infer the value of py of a pair of
samples.

Given the inferred value of px we then generate a pair of in-silico samples. In addition to
pro to fully specify the in-silico data, we used the fitted distributions of K and ¢, a number of
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Fig 3. Comparison between the relationships between dissimilarity measures in empirical data and according to the model. The different
dissimilarity measures (A: Jaccard similarity, B: Serensen index, C: Whittaker index D: Bray-Curtis disimilarity, E: Horn similarty, F: Morisita-Horn
similarity) are plotted against the carrying capacity correlation p. Black circles correspond to pairs of empirical samples from the same host, while grey
squares correspond to pairs of empirical samples from different hosts (but of the same dataset). The value of px for individual samples is inferred as
specified in the Methods. Red dots are the binned average of the predictions of the model. The model is simulated with the distributions of K and ¢
fitted from the data, and with a number of species equal to the one estimated (see Section B in S1 Text). The number of reads is equal to the average
number of reads for the empirical samples, 3 - 10*,

https://doi.org/10.1371/journal.pchi.1010043.9003

reads equal to the average of the reads in the empirical samples, and a number of OTUs §
equal to the number estimated (see SI section 2). The relationships predicted by the model fol-
low quantitatively the empirical patterns (Fig 3).

This suggests that the ingredients of the model are sufficient to capture the statistical fea-
tures of communities and of differences between communities that are relevant to determine
the relationships between beta-diversity measures. In Table A in S1 Text, we report the propor-
tion of variation observed in the data for the different beta-diversity metrics explained by our
model.

Overlap-dissimilarity negative relationship is expected under finite
sampling

In this section we consider the two beta-diversity metrics, Dissimilarity and Overlap, intro-
duced in [10] (see Methods). Our model shows that a decreasing Overlap-Dissimilarity curve
can emerge purely because of sampling, and therefore might not reflect any ecological property
of the communities.

For the communities generated with the model, prior to sampling, overlap and dissimilarity
are completely independent. In fact, all pairs of communities have overlap equal to 1, as all spe-
cies are always present. However, after simulating the sampling, a non-trivial Dissimilarity-
Overlap curve emerges (Fig 4A). For pairs of communities with a medium to high correlation
px between their (log) values of K, the Dissimilarity-Overlap curve has a decreasing pattern.
The two insets of panel A clarify why this pattern emerges. The insets show the abundances of
two pairs of communities, one with a high p; and one with a low pj. The dissimilarity of the
pair of samples is computed on the OTUs that are sampled in both communities, i.e. the blue
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points. It is clear from the insets that the abundances of the blue OTUs are more dissimilar
when py is low. The overlap, instead, depends on the abundance of the OTUs observed in
both samples (blue) with respect to that of all the observed ones (blue + orange). This quantity
also has a clear pattern with py, because the proportion of orange OTUs diminishes when py
increases. These two effects, caused by sampling, create the the decreasing pattern in the Dis-
similarity-Overlap curve.

To verify if the model can quantitatively explain the Dissimilarity-Overlap curve of empiri-
cal data, we compare the empirical pattern with that obtained from the simulation of the
model. The model is able to reproduce well the Dissimilarity-Overlap curve of empirical data
(Fig 4B). This result indicates that the relationship created by sampling between dissimilarity
and overlap is sufficient to explain the decreasing pattern seen in empirical data.

Discussion

In this paper, we have introduced a modeling framework to describe the variability of commu-
nity composition in space and time. The model is based on the stochastic logistic model
(SLM), which describes the time variability and identifies the parameters that characterize a
community, that is, the carrying capacity and the noise intensity. Our framework allows to
model pairs of community with different levels of similarity by setting the correlation of their
carrying capacities. The model quantitatively reproduces the values of several beta-diversity
metrics, which weight in different ways the statistical properties of community composition
variability. In particular the model naturally reproduces the negative relationship between
overlap and dissimilarity observed in empirical [10] and experimental [11] data.
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Our framework is based on several assumptions. In particular, it assumes that the SLM
describes well the dynamics and properties of communities and that the difference in the
abundance of species across communities can be captured by considering two SLMs with dif-
ferent carrying capacities. These two assumptions have been extensively studied in previous
works. The SLM reproduces the dynamical properties of microbial communities as well as sev-
eral macroecological patterns observed in empirical data [7, 14]. The variation of carrying
capacities suffice to explain the typical difference of composition between communities [9].

A novel assumption—and result—of this work is that the differences in similarity observed
across pairs of communities can be fully described and collapsed in a single parameter: the cor-
relation between the (log) carrying capacities in the two communities, pi. The fact that, by
varying this parameter, one reproduces the relationship between different beta-diversity met-
rics is a direct test of this assumption. In principle, other properties could matter to differenti-
ate communities. For instance, the amplitude of abundance fluctuations ¢ could in principle
differ across communities and be important to explain the observed beta-diversity. Our analy-
sis complements the results of [9] by showing that the variability in o is negligible from a
macroecological perspective. Another element that could in principle determine beta-diversity
is the set of species present in a community, which could differ across community. However,
our model shows that differences in carrying capacity, together with finite sampling, are suffi-
cient to explain empirical beta-diversity values without the need to assume that different com-
munities have different presence-absence patterns.

An interesting aspect of the variability o, that we unveil in this paper, is that its values have a
reproducible distribution across species. Interestingly, o” is exponentially distributed, with a
similar scale parameter across individuals. This novel macroecological patterns adds to the list
of reproducible statistical properties of microbial communities, that a comprehensive theory
should be able to reproduce.

Our model does not address the biological origin of the values of the parameters and of the
correlation of carrying capacities across individual. Their variation is due, potentially, to multi-
ple biotic and abiotic factors, and to the interactions between species. Our framework clarifies
that they are the effective dynamics parameters that suffice to explain the statistical properties
of community composition.

Once the macroecological patterns are taken into account and the SLM is used to generate
in-silico communities, one naturally reproduces the empirical values of beta-diversity metrics.
While our model has proven flexible (can reproduce a wide range of values of similarity) and
accurate (reproduces quantitatively the empirical values), we have not studied here the fluctua-
tions of the beta-diversity metrics and whether their joint distribution is captured by our
model. Most likely, the several mechanism that the Stochastic Logistic model neglects contrib-
ute to the shape of these distributions. Characterizing these deviations from our model and
linking them to the ecological forces that we did not consider in this work is the natural step
forward.

Of particular relevance is the ability of our model to reproduce the empirical Dissimilarity-
Opverlap curve (DOC), which raises questions on its interpretation. Bashan et al. [10] interpret
the empirical Dissimilarity-Overlap curve as the consequence of the fact that species dynamics
is governed by the same equations and the same parameters across communities. In this view,
two communities with a similar set of species (high overlap) would have similar stable states
(low dissimilarity) and vice versa, producing a DOC with negative slope. Our analysis points
to an alternative origin of the empirical DOCs. For communities described by non-universal
parameters (correlated but different carrying capacities), a DOC with negative slope naturally
emerges due to finite sampling. Consequently, the DOC would have no implication on under-
lying ecological mechanisms.
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Beyond the interpretation of the DOCs, our results speaks directly to the original assump-
tions of the dissimilatity-overlap analysis. The leading assumption behind it is that the two
measures of dissimilarity and overlap are independent. This statement about independence is
always defined only in the light of a model for community composition: given a null statistical
ensemble, the value of the dissimilarity is not correlated to the one of overlap. The model con-
sidered in [10] implicitly assumes that the typical abundance of a species and its occupancy
(how likely the species is to be present) are independent, which is not verified in the data.
Occupancy and average abundance do in fact display a strong correlation [15], which is pre-
dicted by the SLM with finite sampling [7]. By including explicitly sampling noise, the SLM
reproduces the relation between occupancy and abundance observed in the data [7] and quali-
fies therefore as more reasonable model to test the independence between overlap and dissimi-
larity. Once the effect of sampling is included, and therefore the non-independence between
abundance and occupancy is taken into account, a negative correlation between dissimilarity
and overlap naturally emerges (as shown in Fig 4).

One additional interesting prediction of our framework, is that, when samples with small
enough overlap are included, the DOC curve should take the shape of an inverse U (Fig 4).
Therefore, for small enough values of the overlap, our model predicts positive DOCs. In
empirical data, the range of values of overlap is not large enough to observe this trend. How-
ever, in experimental data [11], by considering in vitro communities grown in different nutri-
ents it is possible to reach smaller values of overlap. In those cases an inverse-U DOC is in fact
observed, as predicted by our framework.

Our results add an important step to the quantitative understanding of the structure of
microbial communities. By generating more and more realistic in-silico communities, we gain
an understating of what salient features of the data are the direct results of relevant biological
and ecological processes, therefore allowing to disentangle general processes from contingent
factors, signal from noise.

Methods
Data

We analyze gut microbial communities. We consider time-series of 14 individuals coming
from three different datasets: ten individuals of the BIO-ML dataset [16] (all those for which a
dense long-term time-series is available), the two individuals M3 and F4 from the Moving Pic-
tures dataset [17] and the two individuals A and B from [18]. The length of the time-series
ranges from 6 months to 1.5 year, and the sampling frequency varies (daily in the most dense
series). Individuals A and B from [18] both undergo a period of strong disturbance to their gut
flora due, respectively, to two diarrhoea episodes during a travel abroad and a Salmonella
infection. We exclude these periods from the analysis and consider for each individuals two
separate time-series, before and after the perturbation. Only samples with a number of reads
Nyeads > 10* are used. Detail on how the raw data were analyzed can be found in the Supple-
mentary Information of [9].

Statistical properties of the fluctuations of abundances

The stationary fluctuations of OTUs abundance have been shown to follow a Gamma distribu-
tion [7]. Additionally, dynamical properties of these fluctuation suggest that abundance
dynamic can be described by a Stochastic Logistic Model with environmental noise [7, 14]:

A= ix(1 - Iﬁ) + x\/ff(t), (2)
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where &(t) is Gaussian white noise. This model has three parameters: 7 has the dimension of a
time, and determines the time-scale of relaxation to stationarity, K would be the carrying
capacity in the absence of noise, and 0 measures the intensity of the environmental noise. If o
< 2, the model has a stationary distribution which is the Gamma distribution in Eq (1). The

9 . A \2
mean of the stationary distribution is (A) = K ¢ and the variance var(X) = %2-. The coeffi-

cient of variation |/ var())/(A)” depends only on the parameter g, which can thus be inter-

preted as the amplitude of the fluctuations. Grilli (2020) showed that Taylor’s Law applies to
abundance fluctuations with exponent 2, that is, var(A) = C - (?»}2 with C a constant, which
implies that o is not correlated with K.

Estimation of K and ¢

The parameters K and o can be estimated from the mean and variance of the abundance time-
series, inverting the expressions for the mean and variance of the stationary distribution. To
estimate the variance of abundance from the sampled abundance, we need to use an expression
corrected for the sampling bias. In fact, the variance of the sampled abundance is a result of
the actual variance of abundance and of the variance due to the random sampling. We use the
sampling-corrected estimate as done in [7]

2
() (x,(t) — 1) 1 x,(1)
1 _ . l— . 3
var(h |T|; N(O(N(t) — 1) <|T|ZN(t) G)
We note that the variance estimated with this formula may result negative if many counts are 0

or 1. The OTUs for which this happens are excluded from the analysis, as it is not possible to
estimate their parameters.

Estimate of px between two samples

We estimate the value of px by calculating the Spearman correlation of abundances between
two samples. In our in-silico data, we found that the carrying capacity correlation px is in an
approximate quadratic relationship with the Spearman correlation coefficient (see S1 Fig). By
using this relationship found in the in-silico dataset, we can infer the empirical value px of a
pair of data samples.

Beta-diversity measures

We consider six beta-diversity measures pairwise beta-diversity measures: i) Jaccard similarity,
ii) Serensen index, iii) Whittaker index, iv) Bray-Curtis disimilarity, v) Horn similarty, vi)
Morisita-Horn similarity. We also included the Dissimilarity and Overlap introduced in [10].
The choice of these eight different measures is aimed at covering different types of measures,
accounting for presence-absence, abundance, or both, and more or less focused on common
species rather than rare ones.

Let n* and n” be the OTU counts in two samples A and B, with total number of reads,
respectively, N* and N”. Let x = n/N be the sampled relative abundances. Let $* and S” be the
sets of OTUs observed, respectively, in sample A and B, $* U S” the set of all OTUs observed
and §* N S” the set of OTUs observed in both samples. Then, the beta-diversity measures are
defined as follows:
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Jaccard similarity index.

sins?

=" 4
|4 U SB| )

J
where |-| denotes the number of element of a set. In particular |$* N S| is the number of spe-
cies present in both sets, while |S* U S| is the total number of species (equivalent to y-diver-
sity). The Jaccard similarity index only accounts for presence-absence, disregarding
abundance. As such, it is very sensitive to differences in rare OTUs, for which a small abun-
dance difference could cause an OTU to go undetected in a sample but not in the other.

Seorensen similarity index.

2t NS

SR=———
|S4] + 157

where |-| denotes the number of element of a set. Similarly to the Jaccard similarity index,
Serensen index only accounts for presence-absence, disregarding abundance.
Whittaker similarity index.

_2tuUst
BES

where |-| denotes the number of element of a set. The Whittaker index corresponds to the
ration of y and a-diversity.

Effective Whittaker similarity. The Effective Whittaker index is defined as the ratio of y
and o-diversity when they are estimated using Shannon index

2 exp(=>_.m,logm,)
EW‘ — 1 1 1
xp( < log 1) + exp( 3 g ) 7

where m, = (x4 + x¥)/2 and x/ = n* /" n.

Morisita-Horn similarity.

MH =2

(8)

This index includes also OTUs present in only one sample (they are counted in the denomina-
tor), but is overly sensitive to common OTUs, due to the quadratic dependence on abundance.
Horn similarity.

2ies((n + ) log (n? + n?) — n' log (n}) — n'log (1))

H =
(N4 + N?B) log (N4 + N®) — N4 log (N4) — NB log (N?)

)

where N* = 3" n.

Bray-Curtis dissimilarity.

23", min(n}, n?)

i

Ziesn? + Ziesn?

Similarly to the Morisita-Horn index, it includes also OTUs present in only one sample but is
more sensitive to common ones.

BC=1-

(10)
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Dissimilarity. The dissimilarity introduced in [10] is defined on the abundances x* and

nl

. The dissimilar-

X%, normalized on the set of OTUs common to the two samples: X, = -
jesAB"

ity is then computed as the root Jensen-Shannon divergence (rJSD) of ¥ and x:

D:

DKL(')ACA7 m) + DKL(ch7 m) v 11
. , )

where m = (X* +x%)/2 and Dy, (x,y) = > _,cqs x; log (;—) is the Kullback-Leibler divergence

between x and y.

This Dissimilarity measure accounts only for the differences in abundances of OTUs com-
mon to the two samples. Additionally, the measure is dominated by common OTUs, due to
the x; factor in the Kullback-Leibler divergence.

Overlap. The overlap is the average across the two samples of the fraction of the total
reads that come from OTUs observed in both samples:

1 . A . B x4 B
O —_ (ZIGSABn; + ZtESABnE;> — Z i + xz . (12)
2\ Yt D ics] 2

icSAB

This measure accounts both for presence-absence and for abundance. In fact, two samples
have a large overlap if most of the OTUs are present in both and those that are present in only
one have small abundance.

Supporting information

S1 Text. Supplementary sections and tables. OTU selection and fitting a truncated log-nor-
mal distribution and estimating the total number of species. Tables with coefficient of determi-
nation R” and correlations between estimated values of K.
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S1 Fig. Relationship between Spearman correlation and carrying capacity correlation px in
model data. Black points are averages of simulated data (point range corresponds to 2 stan-
dard deviations). The black curve is obtained by a quadratic fit to the data, resulting in pg ~
0.92 + 0.34s — 0.48s>, where s is the Spearman correlation.

(PDF)
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