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PHASE SEPARATION

Phase separation provides a mechanism to reduce
noise in cells
A. Klosin1*, F. Oltsch1,2*, T. Harmon1,3, A. Honigmann1,4, F. Jülicher2,3,4†,
A. A. Hyman1,2,4†, C. Zechner1,2,4†
Expression of proteins inside cells is noisy, causing variability in protein concentration among
identical cells. A central problem in cellular control is how cells cope with this inherent noise.
Compartmentalization of proteins through phase separation has been suggested as a potential
mechanism to reduce noise, but systematic studies to support this idea have been missing.
In this study, we used a physical model that links noise in protein concentration to theory of
phase separation to show that liquid droplets can effectively reduce noise. We provide experimental
support for noise reduction by phase separation using engineered proteins that form liquid-like
compartments in mammalian cells. Thus, phase separation can play an important role in biological
signal processing and control.
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text 1.1). In our model, we account for nonequilibrium fluctuations due to stochastic synthesis and turnover of protein (Fig. 1D). This
system can be described by a master equation,
which captures the statistics of the dilute-phase
and total protein concentrations, fþ and f ,
which can be characterized by their mean hfi
and noise strength CV 2 ½f ¼ s2 ½f=hf2 i, where
s2 ½f is the variance.
We first considered a situation in which the
exchange of protein between phases is much
faster than protein synthesis and degradation,
which we refer to as quasi-equilibrium. As the
mean of the total protein concentration hfi
increases and approaches the threshold value
f , droplets begin to form while the noise
strength CV 2 ½fþ  of the dilute-phase concentration fþ starts to decline (Fig. 1E). For larger
mean total concentration, the noise strength
settles at a minimum with approximately
Poissonian noise (supplementary text 1.1.3). We
further show that around the minimal noise
strength, concentration fluctuations due to
protein expression are suppressed, and the
remaining fluctuations are predominantly
thermal fluctuations of the phase-separating
system (supplementary text 1.2.2). Therefore,
as long as phase separation is much faster than
protein synthesis and degradation, droplets can
reduce noise in protein concentration down to
the Poisson limit.
We next considered situations in which the
time scales of protein expression and phase
separation approach each other. Figure 1F
shows the noise strength for three different
time-scale ratios of protein diffusion and turnover ðtD =tp Þ versus mean total concentration.
As before, the noise strength in the dilute
phase first approaches a minimum as the mean
total concentration increases. However, beyond
this minimum, the noise strength starts to
increase. This is because for highly expressing cells; the rate of protein synthesis is fast
compared with the time it takes for a protein
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tochasticity in gene expression causes
substantial noise in protein concentration, even in genetically identical cell
populations grown in the same environmental conditions (1–4). Despite this
noise, living organisms display an extraordinary degree of robustness and exhibit precise
spatial and temporal organization.
Liquid-liquid phase separation provides a
potential mechanism to reduce noise in protein concentration (5–7). This is because in a
phase-separating system, the concentrations
inside and outside the droplets are constrained
by thermodynamic laws. When the total concentration of protein changes, the droplets will
change in number and size, but the concentration outside of the droplets may be insensitive
to these changes (Fig. 1, A and B).
The thermodynamic constraints on coexisting concentrations are well established for
macroscopic phase-separating systems at equilibrium. However, phase-separating systems inside cells exhibit mesoscopic noise and are, in
general, out of equilibrium. Therefore, whether
cells can effectively use phase separation to
control protein concentration levels and potentially reduce noise is unclear.
To study under which conditions noise reduction can be effective, we developed a mesoscopic theory that links protein concentration
fluctuations to the physics of liquid-liquid
phase separation (8–11). The theory is based
on the thermodynamics of a binary mixture
segregating into a dilute and droplet phase
when the total protein concentration exceeds
a threshold value (Fig. 1C and supplementary

to diffuse into a droplet. As a consequence, proteins can accumulate in the dilute phase, which
hampers the system’s ability to reduce noise
at high protein-synthesis rates. The minimal
noise strength depends on the time scales of
protein diffusion and turnover and is generally above the Poisson limit (Fig. 1G). Thus,
noise reduction by phase separation is predicted to be most effective for long-lived and
fast-diffusing proteins.
To test the concept of noise reduction inside
cells, we used a recombinant 2NT-DDX4YFP
protein that phase-separates in vitro (fig. S21).
We expressed 2NT-DDX4YFP inside HeLa cells
and examined protein concentration and spatial distribution using live-cell microscopy
(Fig. 2A). Transient transfection generated a
broad range of protein expression levels because of large variability in plasmid transfection
efficiency. Similar to the previously described
(12) DDX4YFP, the 2NT-DDX4YFP variant formed
heterologous compartments inside nuclei of
transfected HeLa cells (fig. S22). The 2NTDDX4YFP droplets fused with each other, coarsened over time, and showed high internal
recovery after photobleaching, which together
confirmed their liquid-like behavior (13) (fig.
S23). Pixel fluctuation analysis (14) showed no
evidence for small clusters below the diffraction limit, which could lead to an overestimation of dilute-phase concentration (materials
and methods and fig. S24). We used statistical
methods (15) to estimate the parameters of our
nonequilibrium model from time-lapse 2NTDDX4YFP expression data (Fig. 2B, materials
and methods, and supplementary text 2.2).
We next determined the mean concentration
and noise strength of 2NT-DDX4YFP in more
than 10,000 cells 24 hours after transfection
(Fig. 2C) and performed a comparison with
our theory. To achieve this, we randomly selected subpopulations from the total pool
of cells with prescribed mean total protein
concentration and noise strength. For each
subpopulation, we then quantified the mean
and noise strength of dilute-phase 2NTDDX4YFP concentration. The results show that
protein concentration noise is indeed reduced
in the dilute phase as soon as the mean 2NTDDX4YFP concentration approaches the threshold concentration (Fig. 2D). To compare noise
reduction with theory, we used subpopulations of cells with mean total concentration
and noise strength that correspond to the
statistics of total protein concentration in our
model (supplementary text 2.3). The data reveal
the features of noise reduction as predicted
by our nonequilibrium theory—in particular,
a minimum of noise strength at a particular
mean total concentration (Fig. 2D). In the
experimental data, noise reduction is less
pronounced than in the theory (compare
green dotted and solid lines), possibly because
of additional cell-to-cell differences within
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subpopulations that are not captured by our
model (supplementary text 2.4).
The condensates formed by 2NT-DDX4YFP
dissolve during mitosis (Fig. 3A), similar to
other membraneless organelles (16). To test
whether dissolving the condensates leads
to an increase in noise strength, we followed

141 individual droplet-containing cells through
mitosis (fig. S25) and quantified the fluorescence intensity in the dilute phase before,
during, and after mitosis. We found that droplet dissolution in mitosis is associated with a
more than twofold increase of noise strength
in the dilute phase (Fig. 3, B to D, and movie

S1). In most postmitotic cells, droplets reform, which again leads to a reduction of noise
strength in the dilute nucleoplasmic phase.
These data strongly suggest that the lower
noise levels in the dilute phase observed during
interphase are indeed governed by phase separation and, furthermore, that concentration
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Fig. 1. Concentration fluctuations in a mesoscopic model of phase
separation. (A) In a simple phase-separating system, the dilute-phase
concentration saturates when the total concentration exceeds a threshold.
In this regime, droplets can vary in size and number, but the dilute-phase
concentration is insensitive to changes in total concentration. (B) Phase
separation could reduce variability in protein concentration (represented
by color intensity) by forming liquid compartments of variable number
and size. (C) Mesoscopic droplet model of a binary mixture at equilibrium.
The mixture consists of a solvent and a protein, which can phase-separate
into a dilute and a dense droplet phase. We normalize concentrations c
by molecular volume v of the protein and use normalized concentrations
(volume fractions) f ¼ vc. We denote the normalized concentrations in
the dilute and droplet phase and the total system as fþ , f , and f,
respectively. Phase separation is governed by a free energy, which has
contributions from both coexisting phases as well as the separating interface,
which has a surface tension (supplementary text 1.1.1). (D) Droplet model in
the presence of protein production and turnover. Fluctuations in total protein
Klosin et al., Science 367, 464–468 (2020)
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concentration are described by a gene expression model accounting for
stochastic production and degradation of mRNA and protein (27). Additionally,
cell-to-cell variability in the transcription rate is taken into account. We capture
the dynamics of protein phase separation by stochastic exchange of protein between
the dilute and droplet phases. We consider the transport of molecules into the
droplet phase (kin) to be diffusion limited. The rate of the corresponding reverse
transition (kout) follows from detailed balance (supplementary text 1.1.5). We
consider the average protein lifetime tp to be the same in both phases. (E) Noise
strength of total and dilute-phase concentration as a function of mean total concentration in the quasi-equilibrium situation. The minimum of the noise strength in
the dilute phase is approximately given by CV2 ½fþ ≈v=ðf Vtot Þ, corresponding to
Poissonian noise (dashed horizontal line). The dashed vertical line indicates the
threshold concentration f. Parameter values are given in table S1. (F) Influence of time
scales on noise reduction. Noise strength is shown as a function of mean total
concentration for three different ratios of the protein diffusion time tD and protein
lifetime tp. The blue circles indicate the minima of the noise strength. (Inset) Minimal
noise strength shown as a function of tD =tp . Parameter values are given in table S2.
2 of 5
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noise in cells can be controlled by regulating
phase separation.
To test whether noise reduction occurs in an
endogenous system, we examined the nucleolus. The nucleolus consists of three coexisting
phases that vary in their material properties
(17). The outermost phase, known as the granular component (GC), exhibits liquid-like properties and is enriched in a protein called
nucleophosmin (NPM1), which forms liquid-

like droplets in vitro (17). Using CRISPR-Cas9,
we tagged native NPM1 with mNeonGreen inside HCT116 cells and measured fluorescence
intensities in the dilute nucleoplasmic phase
of individual cells, which coexists with the GC
phase of the nucleolus (Fig. 3, E to H). Similar
to the 2NT-DDX4YFP experiments, we found
that the dissolution of the GC phase in mitosis
is associated with an approximate twofold increase in noise strength in the dilute phase (Fig.

3H and movie S2). Our data suggest that for
NPM1 at native expression levels, concentration noise is reduced in the presence of phaseseparated condensates.
We used experiment and theory to show
that the formation of liquid condensates
can reduce concentration noise of proteins
participating in phase separation. Many
liquid compartments have been identified
recently, but their biological function is often
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Fig. 2. Reduction of 2NT-DDX4YFP concentration noise in HeLa cells.
(A) Time-lapse microscopy of a typical cell initiating expression of 2NTDDX4YFP and phase separation after transfection and plasmid incorporation.
CMVp, cytomegalovirus promoter. (B) Mean and variance of 2NT-DDX4YFP
total (left) and dilute-phase (right) molecule numbers as a function of
time. Model parameters were estimated from the time-lapse data (blue) by
using statistical methods (supplementary text 2.2). Corresponding model
behaviors are shown in red. Shaded areas correspond to half a standard
deviation (std.) above and below the mean. The estimated model parameters
are given in tables S4 and S5. (C) Scatterplot of total versus dilute-phase
Klosin et al., Science 367, 464–468 (2020)
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2NT-DDX4YFP concentration quantified in more than 104 cells 24 hours
after transfection. The threshold concentration f was estimated as
the average of the dilute-phase concentration of the 5% cells with smallest
droplets (dashed lines) (supplementary text 2.3). (D) Noise strength in
dilute-phase (green) 2NT-DDX4YFP concentration as a function of the
mean total 2NT-DDX4YFP concentration determined by generating
subpopulations with imposed statistics of total concentration (purple). The
experimental data are compared with the noise strength predicted by the
model by using the parameters estimated from the time-lapse data shown in
(B) (green solid line) (supplementary text 2.3).
3 of 5
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unclear (5, 18, 19). Our results suggest that
some of them could serve to maintain protein levels within narrow ranges of concentration. For instance, splicing speckles could
stabilize splicing activity by controlling the
dilute-phase concentration of splicing factors (20).

Our work discusses the effects of phase separation in the context of active molecular
turnover and provides insights into the interplay between nonequilibrium fluctuations and
phase separation. Noise reduction predicted
by our simple model was similar to the experimentally measured values for the 2NT-DDX4YFP

system. In our theory, we have not considered
systems with multiple phase-separating components, which provide more complex thermodynamic constraints on concentrations (21, 22).
Extending this theory to multicomponent
situations will, therefore, be an interesting
subject for future research. Moreover, active
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Fig. 3. Droplet dissolution during mitosis results in increased noise in protein
concentration. (A) HeLa cell expressing 2NT-DDX4YFP from a transiently transfected
plasmid imaged during mitosis. (B) Quantification of mean 2NT-DDX4YFP fluorescence
intensity in the dilute phase [green circle in (A)] of the same 141 cells before, during,
and after mitosis. Distribution of the measured values is displayed as a density
histogram. AU, arbitrary units. (C) Noise in the protein concentration of the dilute
phase increased from 0.038 (±0.004) in interphase to 0.081 (±0.008) in mitosis
and reduced down to 0.046 (±0.005) in subsequent interphase. (D) Fold increase in
the noise of 2NT-DDX4YFP dilute-phase concentration fþ during mitosis compared
with preceding and subsequent interphase. Bar plots represent ratios of the noise
strength CV2 ½fþ  for each group. For comparison, the increase in noise has been
quantified also in terms of the Fano factor ðFF½fþ  ¼ s2 ½fþ =hfþ iÞ, another common
measure to quantify fluctuations. (E) HCT116 cell expressing NPM1 labeled
endogenously with NeonGreen imaged during mitosis. (F) Quantification of
Klosin et al., Science 367, 464–468 (2020)
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mean NPM1-NeonGreen fluorescence intensity in the dilute phase of 127 cells
imaged during and after mitosis [green circle in (E)]. Distribution of the
measured values is displayed as a density histogram. (G) Noise in the protein
concentration of the dilute phase decreased from 0.026 (±0.003) in mitosis to
0.014 (±0.001) in subsequent interphase. (H) Noise of NPM1-NeonGreen
dilute-phase concentration during mitosis and subsequent interphase. Bar plots
represent ratios of CV2 ½fþ  and FF½fþ . Scale bar is 10 mm. Bottom panels in
(A) and (E) were set to high contrast to demonstrate the change of intensity in
the dilute, nucleoplasmic phase. Boxplots indicate median (red bar) and first
and third quartiles. Lower and upper whiskers extend to 1.5 times the
interquartile range from the first and third quartile, respectively. Outliers that fell
2.5 standard deviations away from the mean (blue circles in boxplots) were
excluded from the analysis. Error bars in bar plots represent standard errors
of the measurements calculated with bootstrapping.
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chemical processes such as posttranslational
modifications influence endogenous phaseseparated compartments (23) and could contribute to noise in notable ways.
Previous studies have proposed that spatial compartmentalization of molecules can
be a potential mechanism to enhance the
robustness of biological systems (24–26). For
instance, delayed nuclear export of transcripts can lead to reduced variability in cytoplasmic RNA (24), and protein clustering
can enhance the robustness of biological
switches (25) and subcellular gradient formation (26). Understanding how membraneand non–membrane-bound compartments
affect noise in living systems remains a substantial challenge.
RE FE RENCES AND N OT ES

Klosin et al., Science 367, 464–468 (2020)

J. Brugues for critical comments on the manuscript.
Funding: This project was supported by funding from the Max
Planck Society. A.A.H. and C.Z. were funded by the Deutsche
Forschungsgemeinschaft (DFG, German Research Foundation)
(ZE1216/1-1; HY3/6-1). A.K. was supported by an EMBO
Long-Term Fellowship (ALTF 1069-2017). F.J., A.A.H., and C.Z.
were supported by the Deutsche Forschungsgemeinschaft (DFG,
German Research Foundation) under Germany´s Excellence
Strategy (EXC-2068; 390729961) Cluster of Excellence Physics
of Life of TU Dresden. Author contributions: All authors
contributed to data analysis and interpretation. A.K. conceived
and performed experiments. A.K. performed image analysis
with input from A.H. F.O., F.J., and C.Z. developed the
theoretical approach. F.O. performed the numerical and
theoretical analyses. A.H. performed the pixel fluctuation
analysis. T.H. performed the lattice Monte Carlo simulations.
A.K., F.O., F.J., A.A.H., and C.Z. wrote the manuscript with
input from T.H. and A.H. F.J., A.A.H., and C.Z. conceived the
study. Competing interests: A.A.H. is cofounder and member
of the scientific advisory board of Dewpoint Therapeutics.
Data and materials availability: All data needed to evaluate
the conclusions in the paper are present in the paper or the
supplementary materials.
SUPPLEMENTARY MATERIALS

science.sciencemag.org/content/367/6476/464/suppl/DC1
Materials and Methods
Supplementary Text
Figs. S1 to S26
Tables S1 to S5
References (28–35)
Movies S1 and S2

ACKN OWLED GMEN TS

View/request a protocol for this paper from Bio-protocol.

We acknowledge support from the Genome Engineering Facility
and Light Microscopy Facility at the MPI-CBG. We thank T. Nott
for sharing the recombinant DDX4YFP plasmid. We thank
C. Modes, A. Nadler, S. Grill, P. Tomancak, J. Schmiedel, and

19 October 2018; resubmitted 18 September 2019
Accepted 6 December 2019
10.1126/science.aav6691

24 January 2020

5 of 5

Downloaded from http://science.sciencemag.org/ on February 12, 2020

1. M. B. Elowitz, A. J. Levine, E. D. Siggia, P. S. Swain, Science
297, 1183–1186 (2002).
2. Y. Taniguchi et al., Science 329, 533–538 (2010).
3. J. R. S. Newman et al., Nature 441, 840–846 (2006).
4. E. M. Ozbudak, M. Thattai, I. Kurtser, A. D. Grossman,
A. van Oudenaarden, Nat. Genet. 31, 69–73 (2002).
5. S. F. Banani, H. O. Lee, A. A. Hyman, M. K. Rosen, Nat. Rev.
Mol. Cell Biol. 18, 285–298 (2017).
6. T. Stoeger, N. Battich, L. Pelkmans, Cell 164, 1151–1161
(2016).
7. A. S. Holehouse, R. V. Pappu, Biochemistry 57, 2415–2423
(2018).
8. A. A. Hyman, C. A. Weber, F. Jülicher, Annu. Rev. Cell Dev. Biol.
30, 39–58 (2014).

9. M. L. Huggins, J. Phys. Chem. 46, 151–158 (1942).
10. P. J. Flory, J. Chem. Phys. 10, 51–61 (1942).
11. C. A. Weber, D. Zwicker, F. Jülicher, C. F. Lee, Rep. Prog. Phys.
82, 064601 (2019).
12. T. J. Nott et al., Mol. Cell 57, 936–947 (2015).
13. C. P. Brangwynne et al., Science 324, 1729–1732
(2009).
14. M. A. Digman, R. Dalal, A. F. Horwitz, E. Gratton, Biophys. J. 94,
2320–2332 (2008).
15. C. Zechner et al., Proc. Natl. Acad. Sci. U.S.A. 109, 8340–8345
(2012).
16. A. K. Rai, J. X. Chen, M. Selbach, L. Pelkmans, Nature 559,
211–216 (2018).
17. M. Feric et al., Cell 165, 1686–1697 (2016).
18. A. H. Fox, S. Nakagawa, T. Hirose, C. S. Bond, Trends Biochem.
Sci. 43, 124–135 (2018).
19. A. A. Hyman, C. P. Brangwynne, Dev. Cell 21, 14–16
(2011).
20. D. Berchtold, N. Battich, L. Pelkmans, Mol. Cell 72, 1035–1049.e5
(2018).
21. J. A. Riback et al., bioRxiv 809210 [Preprint]. 22 October 2019.
https://doi.org/10.1101/809210.
22. J. M. Choi, F. Dar, R. V. Pappu, PLOS Comput. Biol. 15,
e1007028 (2019).
23. M. Hofweber, D. Dormann, J. Biol. Chem. 294, 7137–7150
(2019).
24. N. Battich, T. Stoeger, L. Pelkmans, Cell 163, 1596–1610
(2015).
25. B. M. Slepchenko, M. Terasaki, Mol. Biol. Cell 14, 4695–4706
(2003).
26. T. E. Saunders et al., Dev. Cell 22, 558–572 (2012).
27. J. Paulsson, Nature 427, 415–418 (2004).

Phase separation provides a mechanism to reduce noise in cells
A. Klosin, F. Oltsch, T. Harmon, A. Honigmann, F. Jülicher, A. A. Hyman and C. Zechner

Science 367 (6476), 464-468.
DOI: 10.1126/science.aav6691

ARTICLE TOOLS

http://science.sciencemag.org/content/367/6476/464

SUPPLEMENTARY
MATERIALS

http://science.sciencemag.org/content/suppl/2020/01/22/367.6476.464.DC1

RELATED
CONTENT

http://science.sciencemag.org/content/sci/367/6476/364.full

REFERENCES

This article cites 35 articles, 9 of which you can access for free
http://science.sciencemag.org/content/367/6476/464#BIBL

PERMISSIONS

http://www.sciencemag.org/help/reprints-and-permissions

Use of this article is subject to the Terms of Service
Science (print ISSN 0036-8075; online ISSN 1095-9203) is published by the American Association for the Advancement of
Science, 1200 New York Avenue NW, Washington, DC 20005. The title Science is a registered trademark of AAAS.
Copyright © 2020 The Authors, some rights reserved; exclusive licensee American Association for the Advancement of
Science. No claim to original U.S. Government Works

Downloaded from http://science.sciencemag.org/ on February 12, 2020

Keeping the noise down
Protein concentrations in a cell fluctuate considerably because of stochasticity in gene expression and variations
in the cell's microenvironment. How cells cope with concentration fluctuations when precision is important is unclear.
Klosin et al. used a combination of theoretical and experimental work to demonstrate that phase-separated
compartments can effectively reduce protein concentration noise in cells (see the Perspective by Riback and
Brangwynne). The results suggest that phase separation provides a mechanism to enhance the robustness of biological
systems.
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