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S1 Assignment of the Charge State of a Protein
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Figure S1: (a) Protein charge Zp (e) vs. droplet charge Zr (e) for various concentrations
of CH3COONH4. (b) Droplet pH vs. droplet charge Zr (e) for the same concentrations of
CH3COONH4 as those in (a).
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A code written in MAPLE version 2016.0 is attached at the end of the Supporting Information.

S2 Spherical Boundary Condition and Equilibration

Figure S2: Computational set-up for 2MRO with +14 e in a droplet of 2000 H2O molecules. The
protein complex is coloured in red (ubiquitin) and blue (ubiquitin-associated domain), and only the
oxygen sites of the water molecules are shown in green for clarity. In order to perform equilibrium
simulations, the entire droplet system is enclosed in a cavity (coloured in transparent blue). The
radius of the cavity used in this study is 20 nm.
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Figure S3: Temperature of the water molecules and 2MRO protein complex during equilibration.

S4



S3 Description of the Ub-UbA interface

A protein-protein interface is of high complexity and specificity and may be characterized by

such descriptors as its area, shape, and surface complementarity. When the stability of a non-

covalently bound protein complex is investigated, there is an important question to be asked: “What

are the residues involved in the formation of the protein-protein interface?”. As protein-protein

interfaces are often hydrophobic, hydrophobicity is a driving force in the recognition of a partner

protein.S1 It is known that the hydrophobic patch centered on isoleucine-44 (ILE44) of ubiquitin

serves as the recognition site bound by most ubiquitin-binding domains including those found in

a shuttle protein.S2 UbA domains, which form a compact bundle of three α-helices stabilized by a

hydrophobic core, have hydrophobic surface patches, and these patches often act as binding sites

for other proteins.S3 Consequently, UbA domains have been found to play a crucial role in many

other protein-protein interactions.S4 Direct visualization of the protein complex reveals that the

initial interface formed by ubiquitin and the UbA domain in 2MRO is indeed mostly hydrophobic.

Figure S4 (b) shows what residues are involved in the formation of the interface in 2MRO. The

orange and black dots indicate two amino acids (identified by their residue numbers on axes) that

are within 8 Å and 4 Å in distance, respectively. The distance was measured based on the locations

of their β-carbons to account for the orientation of their side chains. Also, glycine was omitted due

to the lack of a side chain. The analysis of this contact map reveals that 62 % of the amino acids at

the interface are sorted as hydrophobic ones. Interestingly, many of the polar and charged amino

acids are located only at the outer verge of the interface with direct access to water. Therefore, the

core region of the interface is predominated by the presence of hydrophobic residues, as supported

by the computational prediction of hot spots.S5,S6 Hot spots are a small fraction of residues in

the interface that cause destabilization of the bound state, leading to an increase in the binding

free energy of at least 2.0 kcal/mol upon alanine mutagenesis. They make large contributions to

the stability (or lifetime) of the protein complex, and they are present mostly in a central region

of the interface, hidden from solvent.S7 As shown in Figure S4 (a), the hot spots are leucine-8,

isoleucine-44, valine-70, and leucine-73 in Ub, and alanine-423, serine-424, and phenylalanine-
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427 in the UbA domain. Except serine-424, the rest of the hot spots are hydrophobic residues.

The buried surface area (BSA) of a protein complex is a hydrophobic surface removed from

contact with solvent and buried in the interface. BSA is a descriptor related to the binding affinity

of a PPI, whose magnitude is estimated to be approximately 0.025 kcal/mol per 1 Å2 of the hy-

drophobic surface. It was calculated that for 2MRO it is ≈ 624 Å2 which is in the range of a typical

transient protein complex.S8 Based on the estimation, the binding free energy at the interface is

estimated to be ≈ 15.6 kcal/mol. The dissociation constant (KD) of the complex of monomeric Ub

and the UbA domain has been measured to be 150 ± 16 mM by analyzing NMR titration curves,S9

which is again in the typical range of a transient PPI.
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Figure S4: (a) Hot spots at the hydrophobic interface of the protein complex. The ubiquitin
molecule is coloured in red, whereas the ubiquitin-associated domain is in blue. (b) Contact map
showing a pair of interacting residues around the hot spots at the hydrophobic protein-protein in-
terface. The orange and black blocks indicate the distances between the β-carbons of two residues
on the protomers less than 8 Å and 4 Å, respectively.
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S4 Contact Map

Figure S5: Example of the contact maps showing the type of residues (indicated by their residue
numbers) that are involved in the interface of an intermediate complex that leads to dissociation
and stabilization after protomer reorientation. The orange/black colouring scheme is the same as
in Figure S4 for the dissociating complex, while the blue is for the stabilizing one but corresponds
to the black for the dissociating one. The inset shows different interfaces found in the protein com-
plex. These interfaces are the surfaces explored by the protomers’ partners. The water molecules
are not shown. The interface coloured in red leads to complex dissociation after protomer reorien-
tation, whereas that in green causes stabilization of the intermediate complex. The purple colour
indicates the region shared by both red and green patches. No interface formation is found in the
gray region.
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S5 Statistical Analysis
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Figure S6: Maximum likelihood estimate (MLE(τ )) normalized by MLE(τmax). P ({t1,⋯tN} ∣ τ)
as a function of τ .

In our statistical analysis we use the method of maximum likelihood estimate (MLE).S10 In

MLE one assumes the statistical model of the observations and one maximises the probability of

the observed events by varying the fitting parameters. In our studies we use the MLE instead of

a simple average of the time, because we want to take into account the fragmentation events that

occurred beyond the cut-off time. We assume that the distribution of the fragmentation times of

the droplet is given by the following normalized exponential probability density

P (t) = λe−λt (1)

where λ = 1/τ . We use the maximum likelihood estimate to find the value of τ . The conditional
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probability of the times {t1,⋯tN} given τ is

P ({t1,⋯tN} ∣ τ) =
K

∏
i=1

1

τ
e−ti/τ

N

∏
i=K+1

e−tmax/τ = e(N−K)tmax/τ
K

∏
i=1

1

τ
e−ti/τ (2)

where tmax = 10 ns, N = 14, K = 8.

By Bayes’s theorem we have that P (τ ∣ {t1,⋯tN}) ≈ (constant)P ({t1,⋯tN} ∣ τ)P (τ). As-

suming that P (τ) is uniform, the maximum likelihood of P (τ ∣ {t1,⋯tN}) ≈ P ({t1,⋯tN} ∣ τ).

By plotting P ({t1,⋯tN} ∣ τ) as a function of τ in Fig. S6 or alternatively by maximizing Eq. 2

we find that τ equals 13 ns.

The next step is to test whether the exponential guess of the time distribution and the theoret-

ical distribution are in agreement. We consider the cumulative probability density (CPD) of the

fragmentation times provided by the simulations and the theoretical 1− e−t/τ probability density as

a function of time. In Fig. S7 we plot the experimental CPD (blue line) and a diagonal (red line)

for the same points in time. If the theoretical and the experimental CPD were the same, then all

the points will lie along the diagonal. The blue line shows the difference from the diagonal.

We use the following criterion

w2 = ∫
0.5365

0
(Fexp(x) − x)2dx (3)

in the same spirit as the von Mises measure in order to compare the theoretical with the experimen-

tal CPD. The lower and upper limit of integration is estimated from 1 − e−t/τ at t = 0 and t = 10,

respectively. The value of t = 10 is used because this is the maximum time for which we have data.

Equation 3 gives the von Mises integral to be I = 0.010855.

In Fig. S8 the blue line is the probability density of the Mises measure of 106 sets of 14 points

that were computer-generated. Each of these sets were generated from the distribution shown in

Eq. 1 (with λ = 1/τ = 1/13 ns). The red line is the integral of the distribution. For the 14 MD

times, the measure is 0.01, which indicates that the 80 % of the measures are less than 0.01.
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Figure S7: Cumulative probability density (CPD) of the fragmentation times taken from the simu-
lations (blue line) and the theoretical 1 − e−t/τ (where τ = 1/λ) probability (red line).
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Figure S8: Histogram of the Mises measures of 106 points shown by the blue line and the integral
of the histogram shown by the red line.
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S6 Root-Mean-Square Deviation of 2MRO at Lower Charge

and Temperature

Figure S9: Root-mean-square deviation (RMSD) as a function of time t for (a) 2MRO10+ in 2000
H2O molecules at 390 K, (b) 2MRO14+ with the stabilizing protein-protein interface in 1400 H2O
molecules at 300 K, and (c) the same 2MRO but with the destabilizing protein-protein interface.
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S7 Different ”Star” Morphologies Due to Protomer Reorienta-

tion

We observed that different numbers of spikes are developed on the droplet surface during the evo-

lution of the droplet, as shown in Figure S10. The lifespan and the location of those protrusions

can vary. High temperature enhances surface fluctuations of the droplet, generating short-living

spikes as indicated by a dashed black circle in Figure S10 (c). They may appear in different loca-

tions on the droplet surface. On the contrary, the two spikes pointing outward from each protomer

(indicated by dashed squares in the same figure) are long-living and rather fixed in location.
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Figure S10: Different star morphologies of the aqueous droplet that contains 2MRO with +14 e
and ≈ 1400 H2O molecules. The same colouring scheme for the protein complex and the arrows
was used as in Figure 2 in the main tex, and the water molecules are coloured in transparent green.
The transient spikes and the long-living ones are indicated by a dashed black circle and a dashed
black square, respectively.
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S8 Fission Rate of a Small Ion from Charged Aqueous Droplets

Table S1: Time required to observe a fission event in charged aqueous droplets with separable
small ions at T = 300 K. τpos and τneg represent the time when fission occurs after equilibration
in positively and negatively charged aqueous droplets, respectively. The last row shows the mean
value and the standard deviation of the five τ values listed in each column.

System τpos (ps) τneg (ps)
1 130 70
2 210 160
3 70 340
4 50 120
5 160 380
τavg 124 ± 65.4 214 ± 137.8
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S9 Effect of Counterions: Iodide (I−) Ions

Figure S11: (a) Root-mean-square deviation (RMSD) of the protein complex ion in an aqueous
droplet with two I− ions. The snapshots in (a) show the protein complex conformations at 0 ns and
6.25 ns. (b) Example of the density map showing the location of the two I− ions around the protein
complex. The density map was obtained by averaging the entire MD trajectory (≈ 10 ns). (c) The
snapshot magnifies the two positively charged residues, lysine-27 and arginine-42, located at the
purple region at the bottom of the ubiquitin molecule shown in (b). The same scheme is used for
colouring as in Fig. 8 and 10 (in the main text), except that the orange spheres represent the I−

ions. Water molecules were omitted for better visualization.
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S10 Solvent Evaporation Rate of the Aqueous Droplet with the

2PEA14+ Ion
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Figure S12: Number of water molecules (NH2O) remaining in the main droplet that initially con-
tains 833 H2O molecules and the 2PEA14+ complex ion as a function of time (t) at 390 K.
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S11 Movies of MD Simulations

S11.1 Dissociation of 2MRO in a Charged Aqueous Droplet

A movie of the molecular dynamics simulation that shows the dissociation mechanism of the pro-

tein complex is included. (File: 2MROdiss.avi)

S11.2 Star Formation of a Charged Aqueous Droplet with 2PEA

A movie of the molecular dynamics simulation that shows the star formation of the droplet system

is included. (File: StarForm.avi)
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