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Direct isolation of small extracellular vesicles from
human blood using viscoelastic microfluidics
Yingchao Meng1, Yanan Zhang2,3, Marcel Bühler2,3, Shuchen Wang1, Mohammad Asghari1,
Alessandra Stürchler1,4, Bogdan Mateescu1,4, Tobias Weiss2,3, Stavros Stavrakis1*,
Andrew J. deMello1*

Small extracellular vesicles (sEVs; <200 nm) that contain lipids, nucleic acids, and proteins are considered prom-
ising biomarkers for a wide variety of diseases. Conventional methods for sEV isolation from blood are incom-
patible with routine clinical workflows, significantly hampering the utilization of blood-derived sEVs in clinical
settings. Here, we present a simple, viscoelastic-based microfluidic platform for label-free isolation of sEVs from
human blood. The separation performance of the device is assessed by isolating fluorescent sEVs from whole
blood, demonstrating purities and recovery rates of over 97 and 87%, respectively. Significantly, our viscoelastic-
based microfluidic method also provides for a remarkable increase in sEV yield compared to gold-standard ul-
tracentrifugation, with proteomic profiles of blood-derived sEVs purified by both methods showing similar
protein compositions. To demonstrate the clinical utility of the approach, we isolate sEVs from blood samples
of 20 patients with cancer and 20 healthy donors, demonstrating that elevated sEV concentrations can be ob-
served in blood derived from patients with cancer.
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INTRODUCTION
Extracellular vesicles (EVs) are present in all kinds of bodily fluids
(including blood, saliva, and urine). They are a heterogeneous
group of cell-derived lipid-based vesicles containing bioactive
cargos, such as nucleic acids, proteins, and metabolites, and are nor-
mally classified into three main subtypes based on their size: small
(sEVs; <200 nm), medium (mEVs; 200 to 800 nm) and large (lEVs;
>800 nm) EVs (1–3). mEVs and lEVs are normally generated by the
direct outward budding of the plasma membrane or cell apoptosis,
while exosomes, which belong to the sEV subtype, are endosomal in
origin (4, 5). sEVs are present in all body fluids and thus serve as an
excellent source of noninvasive diagnostic and prognostic biomark-
ers (6, 7). Numerous studies have highlighted the importance of
sEVs as biomarkers and therapeutic vectors for a number of diseas-
es, including cancer, infections, and neurodegeneration (8–10).
Conventional methods for sEV isolation, based on ultracentrifuga-
tion (UC), gradient centrifugation, and/or microfiltration centrifu-
gation suffer from a range of limitations, including extended
processing times, low yields (5 to 40%), low isolated sEV integrity,
and high equipment costs (11–14). Specifically, UC, which is the
gold-standard method for sEV isolation, often yields low exosome
recoveries, with isolated sEVs being contaminated with coprecipi-
tated protein aggregates. In addition, filtration methods exhibit are
plagued by nonspecific protein binding to the filtration membrane
and membrane blockage (12, 15, 16). Although a number of con-
temporary sEV isolation approaches, such as those based on precip-
itation (17–19), size exclusion chromatography (20, 21), and
immuno-affinity capture (22, 23), have mitigated some of the

aforementioned issues; they are far from ideal. For example, when
using kit-based precipitation methods, coprecipitation of other
nonexosomal contaminants, such as proteins and polymeric mate-
rials, is unavoidable (12, 24). In addition, immunoaffinity and size
exclusion chromatography–based capture methods almost always
include elution steps, which result in sample loss, making both
methods ill-suited for downstream analysis (12, 25).

In the past decade, microfluidic technologies have been increas-
ingly used as basic tools for sEV processing and isolation, due to
their ability to precisely and controllably manipulate micrometer-
and nanometer-sized objects (26, 27). Depending on the mode of
separation, microfluidic strategies for sEV isolation can be classified
as being either passive or active in nature (3, 28). Passive separation
methods do not require the application of external forces but rather
isolate sEVs through the use of size-dependent hydrodynamic
forces (29–33) or complex channel structures [e.g., nanoporous
membranes (34, 35) and nanopillar arrays (36, 37)]. Conversely,
active separation methods require the application of external force
fields, most notably acoustic (38–40), electric (41, 42), and magnetic
(43, 44) fields to manipulate sEVs.

Active methods have been successfully used to separate blood-
derived sEVs and are characterized by high isolation efficiencies.
Through chip-based dielectrophoresis, Lewis et al. (45) successfully
trapped sEVs (<500 nm in size) from whole blood and subsequently
performed an on-chip immunofluorescence assay to detect the cap-
tured sEVs. While effective at isolating sEVs, the method is not able
to isolate sEVs over an extended period of time, because the number
of captured sEVs on the electrode array increases over time, causing
a deterioration in separation efficiency. More recently, Sancho-
Albero and co-workers successfully used magnetic Fe3O4 nanopar-
ticles functionalized with antibodies to capture sEVs from whole
blood (43). While the approach was able to isolate pancreatic
cancer–derived exosomes from whole blood, immunocapture-
based isolation involves antibody modification and conjugation
steps, requires extra steps for releasing intact sEVs from the
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functionalized surface, and thus is difficult to perform in clinical
environments. Using an entirely different strategy, Lee et al. (46)
used standing ultrasound waves to exert differential acoustic
forces on sEVs based on their size and density. Specifically, a pair
of interdigitated transducer electrodes was used to generate stand-
ing surface acoustic waves across a sample flow, allowing isolation of
exosomes from cell culture medium and erythrocyte-derived vesi-
cles from blood, without labeling. Soon after, Huang and colleagues
presented an elegant acoustofluidic device able to isolate extracellu-
lar vesicles directly from whole-blood samples (38). This device
consists of a cell-removal module to remove large blood compo-
nents, followed by an sEV-separation module to obtain sEVs with
average diameters below 140 nm. Significantly, variation of fluid
flow rates and the power of the RF signal applied to two pairs of
interdigitated transducer electrodes allowed tunable isolation of
sEVs based on size. Although this approach provides for outstand-
ing sEV isolation efficiencies, both device fabrication and operation
are complex, which again limits use in clinical settings.

Passive microfluidic systems incorporating physical filtration
have also been successfully used to isolate sEVs from whole
blood. For example Davies et al. (47) developed a microfluidic
device integrating nanoporous membranes (based on porous
polymer monoliths) for sEV and mEV (<500 nm) filtration from
whole blood. Because these membranes can be easily blocked by
other blood components, an electric field was used to realize elec-
trophoretic separation in a cross-flow geometry. In addition, Chen
and co-workers reported a multilayer membrane-integrated micro-
fluidic device able to separate sEVs (<200 nm) from small volumes
of whole blood (48, 49). Here, a polycarbonate membrane is used to
isolate sEVs isolation via stirring-enhanced filtration. Despite its
obvious utility, the complex multilayer device architecture and
need for pneumatically driven “micro stirrers” (to prevent device
blockage) significantly limits its widespread applicability. Sunkara
et al. (50) developed an alternative filtration platform, comprising
two membrane filters with pore sizes of 20 and 600 nm, which is
capable of extracting sEVs from small volumes of whole blood
within 40 min. Unfortunately, the need to perform external centri-
fugation complicates its use in both research and clinical settings.
Very recently, Li et al. (51) developed a cascaded microfluidic
system, comprising a cell-removal circuit featuring with a 600-nm
pore size membrane filter and an EV-isolation circuit incorporating
a 20-nm pore size membrane filter, to direct isolate sEVs and mEVs
from 10-fold diluted whole blood in 30 min. While the platform is
successful in detecting protein biomarkers from blood-derived EVs,
recovery rates are low (10.5%), and membrane fouling limits oper-
ational lifetime to a few min despite implementing pulsatile flow. In
contrast to microfiltration methods, techniques based on passive
hydrodynamic separation can also be used for blood-derived sEV
isolation. For example, Tay et al. (31) reported an inertial microflui-
dic system, consisting of four multiplexed channels, that can isolate
sEVs from whole blood in a passive and label-free manner. Al-
though the reported device operated at high throughput (1.2 ml/
hour of whole blood per channel), recovery rates were found to
be unacceptably low (less than 20%). More recently, viscoelastic mi-
crofluidic systems, leveraging non-Newtonian fluids, have been
shown to be simple yet effective tools for bioparticle manipulations
and sEV isolation (52, 53). For example, by adding small amounts of
a biocompatible polymer, such as poly(ethylene oxide) (PEO), into
both sample and guide flows, Liu et al. (30) successfully isolated

sEVs and mEVs (with a size cutoff of 200 nm) from fetal bovine
serum (FBS). Subsequently, the same group used a similar device
to fractionate EVs from stage II breast cancer samples into three
EV subgroups, namely, sEVs, mEVs, and lEVs (54). However,
while exosomes could be isolated in a continuous, size-dependent,
and label-free fashion, the system has yet to be used to process
complex biofluids, such as blood. More recently, Asghari et al.
(29) reported an oscillatory microfluidic device capable of differen-
tially focusing sEVs and lEVs over relatively short channel lengths.
Although efficient, the throughput of the system was relatively low
due to the oscillatory nature of the flow and thus unsuitable for pro-
cessing blood. In addition, Nam et al. (32) reported a sheathless vis-
coelastic microfluidic device able to separate sEVs (having an
average diameter of 350 nm) from whole blood. Although large mi-
crometer-scale blood components, including red blood cells
(RBCs), white blood cells (WBCs), and platelets (PLTs), could be
efficiently removed, smaller biospecies (with average diameters
less than 1 μm) were distributed amongst all outlets, yielding low
separation efficiencies and recoveries.

Within clinical settings, there is an urgent need for EV isolation
systems that are inexpensive to manufacture, simple to operate,
require no specialized expertise, involve minimal sample prepara-
tion, and yield consistent and reproducible results, all while deliv-
ering high separation purities and recovery rates. The
aforementioned “active” techniques for separating blood-derived
sEVs require the generation and application of external forces,
which necessitates the use of external equipment (43, 45, 46).
This, in turn, increases processing costs and complicates experi-
mental workflows. Expectedly, passive microfluidic methods for
isolating sEVs from whole blood have been shown to be advanta-
geous with regard to cost, ease of use, and reproducibility, but
they are not without limitations. For example, filtration-based plat-
forms are susceptible to membrane clogging (47–51), with other
passive techniques, such as those based on inertial and viscoelastic
microfluidics (31, 32), exhibiting suboptimal recoveries and puri-
ties. In clinical contexts, alongside considerations relating to afford-
ability and user-friendliness, the importance of achieving high
levels of sEV recovery and purity is of paramount significance, es-
pecially in situations where minimal quantities of biofluid are avail-
able. Accordingly, there is an unmet need for efficient, simple, and
low-cost microfluidic tools that are able to isolate sEVs from whole
blood in a rapid, reproducible, and efficient manner. To address this
gap, we here present a passive high-efficiency, viscoelastic, and
label-free microfluidic device capable of isolating sEVs directly
from human blood. The integrated system comprises two
modules: a cell-depletion module and a sEV-isolation module
(Fig. 1A). In the first module, micrometer-scale blood components,
notably WBCs, RBCs, and PLTs, are efficiently removed from the
blood sample. Subsequently, the now “cell-free” blood is seamlessly
introduced into the second module, where sEVs are separated and
isolated from other EV subgroups. To demonstrate the efficacy of
the system in clinical liquid biopsies, we isolate sEVs from the
blood of 20 patients with cancer (CPs) and 20 healthy donors
(HDs) and compare their concentrations and sizes with data ob-
tained via gold-standard UC. Significantly, we also use our device
to monitor the concentration and size of sEVs from 10 HDs as a
function of storage time. Compared with current sEV isolation
techniques, the presented viscoelastic microfluidic platform pro-
vides a low-cost and easy-to-operate approach with high levels of
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sEV recovery and purity, engendering sEV research in both research
and clinical settings.

RESULTS
Chip design and the working principle for viscoelastic sEV
separation
Figure 1 presents the structure of the microfluidic device and the
underlying mechanism of sEV separation from whole blood.
Briefly, the device consists of two modules arranged in sequence:
a cell-depletion module and an sEV-isolation module. All fluidic
structures are of a constant height of 55 μm (fig. S1). As shown in
Fig. 1A, whole blood mixed with a PEO solution is introduced via
inlet I1, while inlets I2 and I3 are used to inject guide fluid. In the first
section, blood components larger than 1 μm, including PLTs, RBCs,
and WBCs, are eliminated and collected from outlet O1. Subse-
quently, the now cell-free fluid (i.e., plasma) flows downstream
into the sEV-isolation module, where larger EVs, including mEVs
and lEVs, are collected from O2, while sEVs are collected from O3.
Figure S2 schematically depicts the mechanism by which small
species are separated from larger species, based on size-dependent
forces. Micrometer- and nanometer-sized species within a visco-
elastic medium primarily experience three size-dependent forces:
elastic forces (Fe ∝ a3), viscous drag (Fd ∝ a), and inertial lift
forces (Fi ∝ a4), where a is the particle diameter. When entering
the cell depletion module, species of all sizes are initially aligned
close to the channel sidewalls. As they move along the channel,
size-dependent forces act on the contained species, leading to dis-
tinct lateral migration paths. By controlling the volumetric flow
rates of both sample and guide flows, larger species can be made

to migrate rapidly to the centerline, while smaller species exhibit
little lateral displacement and remain close to the sidewalls. In
this manner, and under optimized sample and guide flow rates,
species may be separated on the basis of size. Figure 1B presents par-
ticle trajectories observed in each isolation module. In the bright-
field image, 3-, 7-, and 12-μm particles are focused along the cen-
terline and exit through the waste outlet O1, whereas 1-μm particles
remain near the sidewalls and flow downstream into the sEV-isola-
tion module. The composite fluorescence image reports particle tra-
jectories for 1-μm (red), 500-nm (yellow), and 100-nm (blue)
particles within the sEV-isolation module. In this module, 1-μm
and 500-nm particles are collected at outlet O2, while the 100-nm
particles are collected via outlet O3.

Theoretical analysis
A numerical model was developed in COMSOL to predict particle
trajectories within a viscoelastic medium flowing through the mi-
crofluidic device. A detailed description of the model is provided
in Materials and Methods. The model was used to investigate the
trajectories of particles of various sizes: 3-μm, 1-μm, 500-nm, and
100-nm diameters, which are representative of PLTs, lEVs, mEVs,
and sEVs, respectively. At low PEO concentrations, the viscosity of
the carrier fluid is independent of shear rate between 10 and 1000
s−1 (fig. S3) and thus can be described using the Oldroyd-B model
within the simulation (30). Figure 2A presents particle trajectories
within the cell-depletion zone (along x1), with Figure 2C reporting
particle trajectories in the sEV-isolation zone (along x2). In addi-
tion, Fig. 2 (B and D) presents flow field distributions in the expan-
sion regions close to the outlet channels. Sample entering through I1
and both guide fluids entering through I2 and I3 contained 0.1, 0.15,

Fig. 1. Schematic illustration of the viscoelastic microfluidic system for sEV separation from whole blood. (A) The microfluidic device consists of two sequential
modules: a cell-depletion module and an sEV-isolation module. Blood components larger than 1 μm, including WBCs, RBCs, and PLTs, are first removed from outlet O1 in
the cell-depletionmodule, and, subsequently, the cell-free blood sample flows downstream into the sEV-isolationmodule, where lEVs andmEVs are collected from outlet
O2, while sEVs are collected from outlet O3. (B) Images of size-based particle separations in each isolation module. The bright-field image shows the separation of 1 μm
from 3-, 7-, and 12-μm particles in the cell-depletion module. The 3-, 7-, and 12-μm particles are focused along the centerline and exit through the waste outlet O1,
whereas 1-μm particles are located near the sidewalls, flowing downstream into the sEV-isolation module. The fluorescence image is a composite image of 1-μm (red)–,
500-nm (yellow)–, and 100-nm (blue)–sized particle trajectories in the sEV-isolation module. The 1-μm and 500-nm particles are collected at outlet O2, while the 100-nm
particles are collected at the outlet O3. Scale bars, 100 μm.
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Fig. 2. Theoretical prediction and experimental analysis of particle separation in the PEO solution. (A) Calculated particle trajectories for 3-μm, 1-μm, 500-nm, and
100-nm particles in the cell-depletion module. The 3-μm particles gradually migrate from the sidewalls to the centerline, while the rest migrate to different lateral po-
sitions. (B) Simulated flow field distribution at the separation section of the cell-depletion module. Streamline analysis indicates that at a distance of more than 6.4 μm
from the sidewall, 3-μm particles are directed toO1. (C) Calculated particle trajectories in the sEV-isolationmodule. The 1-μm, 500-nm, and 100-nm particles enter the sEV-
isolation module at different lateral positions and gradually migrate to different focusing positions. (D) Simulated flow field distribution at the separation region of the
sEV-isolation module. Streamline analysis shows that, at distances less than 2.5 μm from the sidewalls, 100-nm particles will exit through O3. (E) Particle trajectories in the
separation sections of both cell-depletion (top row) and sEV-isolation (bottom row) modules. In the cell-depletion module (top row), 12-, 7-, and 3-μm particles are
focused along the centerline and exit through O1, whereas smaller particles are located near the sidewalls. In the sEV-isolation module (bottom row), 1-μm and 500-
nm particles are collected at O2, while 100-nm particles are collected at O3. (F) Flow cytometry analysis of particle size distributions for the mixture at inlet I1 and fluid
collected at each outlet (O1, O2, and O3). At O3, the purity of the 100-nm-diameter particles reaches 95%. A.U., arbitrary units. (G) Separation efficiencies and recoveries
calculated from flow cytometry data. At O3, after separation, 100-nm-diameter particles make up over 97% of all collected particles, with recoveries reaching 77%. Scale
bars, 100 μm.
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and 0.1% w/v 600-kDa PEO concentrations, respectively. These
concentrations were chosen on the basis of previous studies
showing that high-resolution separation of micrometer-sized
species is realized when sample and guide fluids have different vis-
cosities (55, 56). The flow rates for inlets I1, I2, and I3 were set to 200,
2000, and 3000 μl/hour, respectively. As shown in Fig. 2A, the 3-
μm-diameter particles gradually migrate from the sidewalls to the
centerline, while the 1-μm, 500-nm, and 100-nm particles migrate
to different lateral positions between the sidewall and centerline.
Streamline analysis shows that particles migrating more than 6.4
μm from the sidewall, the 3-μm-diameter particles in the current
case, are directed to outlet O1, with the 1-μm, 500-nm, and 100-
nm particles exiting the cell depletion module via the side outlet
O3 (Fig. 2B). As shown in Fig. 2C, the 1-μm, 500-nm, and 100-
nm particles enter the sEV-isolation module (x2 = 0) at different
lateral positions, approximately 0.1, 2.5, and 4.9 μm from the side-
wall for 100-nm, 500-nm, and 1-μm particles, respectively (fig. S4),
and gradually migrate from the sidewalls to different positions in
the channel that lead to outlets O2 and O3. In the sEV-isolation
module, as shown in Fig. 2D, for a distance less than 2.5 μm from
the sidewalls, 100-nm particles (representatives of sEVs), exit
through the side outlet (marked “O3”), while the 1-μm and 500-
nm-diameter particles exit through the central outlet (marked
“O2”). In summary, the simulation results indicate that species of
various sizes (3 μm, 1 μm, 500 nm, and 100 nm) exit from distinct
outlets using the proposed method under defined conditions. These
findings are supported by the experimental data presented in the
subsequent sections. A detailed discussion regarding the influence
of other geometrical parameters (fig. S5), guide flow rates (fig. S6),
and sample flow rates (fig. S7) on particle separation performance is
provided in text S1.

Isolation of 100-nm-diameter particles from a
complex mixture
The separation performance of the device was initially examined
using polystyrene (PS) particles introduced at inlet I1. PS particles
had average diameters of 12 μm, 7 μm, 3 μm, 1 μm, 500 nm, and 100
nm, which closely correspond to the characteristic dimension of
WBCs, RBCs, PLTs, lEVs, mEVs, and sEVs, respectively. Both the
sample and guide fluids were suspended in 1× phosphate-buffered
saline (PBS) containing 600-kDa PEO. PEO concentrations for the
fluids at inlets I1, I2, and I3 were 0.1, 0.15, and 0.1% w/v, respectively.
To determine the optimal flow parameters, we measured the parti-
cle trajectories of 500-nm diameter particles, because they represent
the cutoff between smaller particles (100 nm) and larger particles (1,
3, 7, and 12 μm). Figure S8 presents trajectory data for various guide
and sample flow rates, with the aim of collecting particles through
the outlets marked by yellow arrows. It can be seen that, when the
flow rates at I1, I2, and I3 were 200, 2000, and 3000 μl/hour, respec-
tively, 500-nm-diameter particles exit through the desired outlets.
In addition, Fig. 2E shows the size-dependent separation of 12-
μm, 7-μm, 3-μm, 1-μm, 500-nm, and 100-nm PS particles in the
two-module device under the optimized flow conditions. As
shown in Fig. 2E, 12-, 7-, and 3-μm particles were imaged in
bright-field mode, with the particle trajectories of 1-μm, 500-nm,
and 100-nm diameter being observed using fluorescence imaging.
Within the cell-depletion module (Fig. 2E, top row), the large par-
ticles (12, 7, and 3 μm) are focused along the centerline and exit
through outlet O1, whereas small particles (1 μm, 500 nm, and

100 nm) move along streamlines close to sidewalls and are thus
able to enter the sEV-isolation module. Within the sEV-isolation
module (Fig. 2E, bottom row), the 1-μm- and 500-nm-diameter
particles are directed toward the outlet O2, while the 100-nm-diam-
eter particles are collected via outlet O3. To better quantify separa-
tion performance, the compositions of the sample (i.e., 3-μm, 1-μm,
500-nm, and 100-nm PS particles) delivered to the inlet and the
samples collected from each outlet (O1, O2, and O3) were analyzed
by flow cytometry. For simplicity, 12-μm and 7-μm particles were
not included in the flow cytometry analysis because the bright-field
data in Fig. 2E confirm their effective removal. Figure 2F reports
fluorescence intensity distributions for the particle mixture entering
inlet I1 and for aliquots collected at each outlet (O1, O2, and O3). It
can be seen that the sample entering the microfluidic devices con-
tains approximately equal proportions of the 3-μm (25.67%)–, 1-μm
(24.71%)–, 500-nm (26.01%)–, and 100-nm (23.61%)–diameter
particles. Conversely, fluid exiting through outlet O1 primarily con-
tains 3-μm-diameter particles (91.71%), with a minor percentage of
1-μm particles (0.81%), 500-nm particles (5.51%), and 100-nm par-
ticles (1.97%). This analysis confirms that the cell-depletion module
efficiently removes the vast majority of species with diameters above
3 μm. Analysis of fluid exiting through outlet O2 indicates a similar
percentage of 500-nm- and 1-μm-diameter particles (51.05 and
41.69%, respectively), with much smaller proportions of 3-μm-
and 100-nm-diameter particles (4.85 and 2.41%, respectively).
Last, analysis of fluid exiting through outlet O3 demonstrates that
94.88% of particles have a diameter of 100 nm, with the remaining
5.11% comprising 1-μm and 500-nm-diameter particles. These data
confirm the passive and highly efficient separation of 100-nm par-
ticles from a complex mixture under continuous flow. Figure 2G
presents separation efficiency and recovery data for 3-μm, 1-μm,
500-nm, and 100-nm particles collected at all outlets. As shown
in Fig. 2G (top), approximately 95% of particles collected from
outlet O1 are 3 μm in diameter, 85% of particles with diameters at
1 μm and 500 nm are collected from outlet O2, and more than 97%
of the particles collected at the side outlet O3 are 100 nm in diam-
eter. In addition, and as shown in Fig. 2G (bottom), nearly 90% of
particles recovered from the outlet O1 have diameters larger than 3
μm. Last, a recovery of 97% was achieved for 1-μm and 500-nm par-
ticles at outlet O2, and a recovery of 77% is observed for 100-nm
particles (representatives of sEVs) at outlet O3. Definitions of
“purity,” “recovery,” and “separation efficiency” are provided in
text S2.

To study the influence of PEO molecular weight on the separa-
tion efficiency, we additionally measured particle trajectories for a
solution 1-MDa (rather than 600-kDa) PEO (fig. S9). Under these
conditions, particles with diameters of 500 and 100 nm are now dis-
tributed across the whole width of the sEV-isolation module,
leading to inefficient particle separation. We also attempted to sep-
arate the particle mixture without the addition of any PEO (fig.
S10). Under these conditions, the 1-μm, 500-nm, and 100-nm par-
ticles cannot be separated under all flow rate conditions.

Direct isolation of sEVs from human blood
To more completely assess the performance of the microfluidic
device in real-world applications, we next studied the isolation of
sEVs from human blood. We initially examined the effect of the
blood dilution ratio, γ, the volumetric ratio of 1× PBS (supplement-
ed with 0.1% w/v 600-kDa PEO) to whole blood, on separation
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performance (fig. S11). For all dilution ratios in fig. S11A, blood
cells are focused toward the channel centerline (rather than remain-
ing near the channel walls). However, as the dilution ratio is de-
creased, a larger number of blood cells are present at the side
channels, and the focusing width increases. This means that more
cells will be transferred from the cell-depletion module to the sEV-
isolation module. Figure S11B evaluates the RBC removal rate from
outlet O1. As the blood dilution ratio increases, a higher number of
RBCs are removed from outlet O1, indicating an improved separa-
tion efficiency for RBCs. At both 4:1 and 8:1 dilution ratios, a com-
parable RBC removal rate is observed, with over 99% of RBCs being
effectively eliminated. With a view to balancing separation efficien-
cy with whole blood throughput, a blood dilution ratio of 4:1 was
considered optimal and adopted in subsequent experiments. Using
these conditions, we next spiked a mixture of PS particles (with di-
ameters of 3 μm, 1 μm, 500 nm, and 100 nm) into whole blood. As
shown in fig. S12, the separation efficiency and recovery values for
the 100-nm particles (mimicking sEVs) in outlet O3 were in excess
of 96 and 72%, respectively.

To showcase the utility of the viscoelastic microfluidic device for
sEV isolation, we next spiked mNeonGreen-labeled sEVs (mNG-
sEVs) into diluted whole blood (γ = 4 : 1). Figure S13 shows the
size distribution of the mNG-sEV sample extracted through nano-
particle tracking analysis (NTA), confirming the similarity in size
between the mNG-sEVs and the 100-nm-diameter particles. Flow
cytometry analysis of the fluid composition at inlet I1 and outlets
O1, O2, and O3 were then performed. Specifically, the relative pro-
portion of cells and sEVs was quantified by gating distinct popula-
tions within a two-parameter density plot of violet (405-nm) side
scatter (VSSC-H) signal versus fluorescence at 525 nm (FITC-H).
As shown in Fig. 3A, three gating regions could be used to discrim-
inate the component subpopulations. First, analysis shows that the
initial spiked sample is primarily comprised of WBCs, RBCs, and
PLTs (88.6%) with a small proportion (9.7%) of mNG-sEVs
(Fig. 3A, inlet I1). Second, almost all the WBCs and RBCs and a
vast majority of PLTs (97.1% in total) are efficiently removed in
the cell-depletion module (Fig. 3A, outlet O1), while lEVs, mEVs,
and the remaining blood cells (around 66% in total) are further de-
pleted in the sEV-isolation module via outlet O2 (Fig. 3A, outlet O2).
Last, mNG-sEVs are extracted from outlet O3, with a purity and re-
covery rate above 97 and 87%, respectively (Fig. 3A, outlet O3). Note
that the recovery of mNG-sEVs is actually higher than that of the
spiked 100-nm particles. This is likely due to the fact that mNG-
labeled sEVs and 100-nm PS particles have quite distinct physical
properties that will affect migration (57, 58). Figure 3B shows a com-
parison of the particle trajectories when experiments are performed
in whole blood in both the presence and the absence of the 600-kDa
PEO. In the case of blood supplemented with PEO (Fig. 3B, right),
the vast majority of WBCs, RBCs, PLTs are efficiently removed in
the cell-depletion module, with the remaining components entering
the sEV-isolation module, where lEVs and mEVs and the remaining
blood components (i.e., WBCs, RBCs, and PLTs) can be collected at
outlet O2.

We then performed detailed downstream analysis of the collect-
ed sEVs from outlet O3, using NTA, atomic force microscopy
(AFM), transmission electron microscopy (TEM), and Western
blotting (WB). NTA was performed on samples collected from
outlets O2 and O3 (Fig. 3C) to determine the sEV size distribution
and cumulative distribution. It can be seen that sEV concentration

is much higher in fluid collected at outlet O3 than that at outlet O2,
with the cumulative distribution indicating efficient removal of the
larger EVs from outlet O2. From these data, the average size of sEVs
in outlets O3 and O2 was determined to be 97 nm and 143 nm, re-
spectively. It should be noted that NTA analysis of blood samples at
inlet I1 and outlet O1 was not performed because the excessively
high blood cell concentrations cause blockage of the NTA instru-
ment. That said, flow cytometry analyses of samples at inlet I1
and outlet O1 were performed, clearly demonstrating efficient
removal of blood cells (Fig. 3A). Figure S14 assesses the impact of
PEO on NTA measurements. In contrast to the particle concentra-
tions measured in the microfluidic-derived sEV sample (Fig. 3C),
particle concentrations of 0.1% w/v 600-kDa PEO solutions (fig.
S14A) are between one and two orders of magnitude lower.
Figure S14B presents the particle size distribution of three UC-
derived sEV samples in the absence and presence of 0.1% w/v
600-kDa PEO. The particle size distributions remain consistent ir-
respective of PEO addition. Together, it can be concluded that the
presence of PEO has no effect on NTA measurements. We next per-
formed AFM and TEM measurements to observe the morphology
of the isolated sEVs collected at outlet O3. AFM images (fig. S15)
depict circular shaped nanostructures with sizes ranging between
50 and 100 nm. However, because AFM imaging cannot distinguish
sEVs from non-EV species (such as lipoproteins), TEM measure-
ments were performed. As can be seen in Fig. 3D, characteristic
cup-shaped structures (marked by the blue arrow), which are indic-
ative of intact but dehydrated membranous vesicles, are observed.
TEM images additionally confirm the presence of lipoproteins
within the sample (marked by red arrows), with observations con-
sistent with previous TEM studies of sEV-containing blood samples
(59, 60).

Last, WB analysis was used to further validate the efficacy of the
microfluidic device in isolating sEVs from whole blood. Specifically,
we examined expression levels of EV- and non-EV–associated pro-
teins in three distinct samples: whole blood and sEVs isolated using
both the microfluidic device and UC. The total protein concentra-
tion of each sample was first measured using a micro bicinchoninic
acid (BCA) protein assay, with the same mass of total protein being
subsequently loaded in each lane for WB analysis. As shown in
Fig. 3E, both sEV samples isolated from the microfluidic device
and UC express similar levels of exosomal proteins [heat shock
protein 70 (HSP70), tumor susceptibility gene 101 protein
(TSG101), cluster of differentiation 81 protein (CD81), and
cluster of differentiation 9 protein (CD9)], while extremely low
levels of these markers were detected in whole blood. This confirms
efficient enrichment of exosomes using both isolation approaches.
Significantly, glyceraldehyde-3-phosphate dehydrogenase
(GAPDH), which as a “housekeeping” protein is abundantly dis-
tributed in cells and widely used as a control for protein normaliza-
tion in WB analysis, was only detected in the whole-blood sample,
being absent in both sEV samples isolated from the microfluidic
device and UC. This suggests that the sEV samples were free of
cells. Similar results highlighting the absence of GAPDH in sEVs
have also been reported previously in other WB studies (61–64). To-
gether, characterization data confirm that the viscoelastic microflui-
dic device is capable of passive isolation of sEVs from whole blood
with exosomal protein expression levels comparable to those ob-
tained from UC.
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Fig. 3. Characterization of sEV isolated from whole blood using the microfluidic device. (A) Particle separation results derived from scatter plots of VSSC-H versus
FITC-H. Initially, 9.7% of mNG-sEVs (approximately 5 × 108 species/ml of whole blood) were spiked in blood. Almost all WBCs and RBCs (97%), and a vast majority of PLTs
were efficiently removed in the cell-depletion module from O1, while lEVs, mEVs, and remaining blood cells are further depleted in the sEV-isolationmodule. This leads to
the extraction of spiked mNG-sEVs from O3 with a purity above 97%. (B) Comparison of particle trajectories in blood in the absence (left column) and presence (right
column) of PEO. When blood is supplemented with PEO (right), the vast majority of WBCs, RBCs, and PLTs can be removed from the cell-depletion module, and the
remaining components enter the sEV-isolationmodulewhere lEVs andmEVs are collected atO2. (C). NTAwas performed for samples collected fromO2 (n = 3 independent
technical replicates, means ± SD) and O3 (n = 3 independent technical replicates, means ± SD) to determine the size distribution and the concentration of sEVs (top) and
their cumulative distribution (bottom). sEV concentration is much higher for fluid collected from O3 than for fluid collected from O2, with the cumulative distribution
indicating efficient removal of larger EVs fromO2. (D) Transmission electronmicroscopy (TEM) images of isolated sEVs. The blue arrowmarks a typical sEV particle, and the
red arrowmarks lipoprotein. (E) Western blotting (WB) results for EV (HSP70, TSG101, CD81, and CD9) and non-EV [glyceraldehyde-3-phosphate dehydrogenase (GAPDH)]
associated proteins in whole blood and sEVs isolated from both microfluidic device and UC. sEV samples isolated from the microfluidic device and UC showed similar
prominent expression of exosomal proteins, while the whole-blood sample exhibited higher expression of GAPDH. Scale bars, 100 μm.
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Blood-derived sEVs purified using microfluidics and UC
show similar protein composition
To further investigate and compare the protein content of blood-
derived sEV samples isolated by UC and the microfluidic device,
proteins from both sEV samples were extracted and subjected to
mass spectrometry–based proteomics analysis using the data-de-
pendent acquisition (DDA) parallel accumulation and serial frag-
mentation (PASEF) method (65). As shown in Fig. 4A, the
numbers of detected peptides and proteins were similar for the
two sEV isolation methods: 3114 peptides and 210 proteins for
UC-derived sEV samples, and 2711 peptides and 172 proteins for
microfluidic-derived sEV samples. As shown in Fig. 4B, several of
the top 100 EV-associated proteins, reported in available reposito-
ries [ExoCarta (66) and Vesiclepedia (67)], are common to both

isolation methods. Gene ontology–based pathway overrepresenta-
tion (ORA) showed significant ORA of blood and immune-
related processes, as is expected (Fig. 4C and figs. S16 to S18).
“Vesicle lumen” and “blood microparticles” were identified as over-
represented cellular components from the detected proteins, thus
confirming that EV-associated proteins are overrepresented in
both standard UC- and microfluidic-based isolation workflows.
To explore whether the two isolation methods exhibit any bias
toward specific clusters of blood plasma proteins, in fig. S19, we
mapped the 10 proteins exclusively detected in microfluidic-
derived samples (but not in UC-derived samples) and the 48 pro-
teins exclusively detected in UC-derived samples (but absent in mi-
crofluidic-derived samples) onto a quantitative blood plasma
proteome dataset from the Human Protein Atlas (HPA) (68).

Fig. 4. Pathway ORA analysis of EV-associated proteins detected bymass spectrometry. (A) Number of peptides and proteins detected from EV samples prepared by
microfluidics or UC. (B) Overlap between EV-associated proteins isolated by microfluidics or UC, with the top 100 vesicle-enriched proteins from the Vesiclepedia and
ExoCarta data repositories. (C) Gene ontology–based pathway overrepresentation (ORA) using proteins detected in EVs isolated by the microfluidic device or UC. The
Benjamini-Hochberg corrected false discovery rate (FDR) was calculated from a hypergeometric test using all identified proteins as a background.
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This shows that the nonoverlapping proteins associated with both
the microfluidic- and UC-based approaches encompass a compara-
ble palette of blood plasma proteins, indicating no apparent protein
enrichment bias with regard to the underlying protein abundance
distributions in human blood plasma. To gain more insight regard-
ing the protein contamination from blood plasma, we mapped the
162 overlapping proteins (Fig. 4B) shared between the microfluidic-
and UC-derived sEV samples to their corresponding blood plasma
abundances from the HPA (fig. S20). Although many of 162 over-
lapping proteins were abundant in plasma (fig. S20A), the quanti-
tative correlations between their abundance in microfluidics/UC-
isolated sEV samples and their blood plasma concentrations from
HPA were modest (Spearman regression coefficient, R = 0.49 and
0.4, respectively, as shown in fig. S20B, left and middle). In addition,
there is a strong correlation (R = 0.83) between the microfluidics
and UC data, suggesting that protein contamination levels are com-
parable for both microfluidic- and UC-derived sEV samples (fig.
S20B, right). In summary, proteomic analysis confirms that our mi-
crofluidic approach exhibits similar performance to the gold-stan-
dard UC method in terms of protein composition.

Evaluation of sEVs collected from HDs and CPs
To fully assess the utility of the microfluidic device in isolating sEVs
for cancer diagnosis, we measured the concentration and size dis-
tribution of isolated sEVs secreted from the blood of 20 HDs and 20
CPs (table S1) and compared the results with the gold-standard UC-
based method. As shown in Fig. 5A, in sEV-derived liquid biopsies
isolated from both approaches, an elevated concentration of secret-
ed sEV can be observed for CPs when compared to HDs, an obser-
vation that is in accordance with previously reported results (19,
31). Figure S21 presents the NTA-based sEV concentration mea-
surements for both HDs and CPs. Significantly, when compared
to the UC method, the yield of sEVs isolated from the microfluidic
device is approximately 30 times higher. Despite this notable con-
centration enhancement, it is noted that NTA cannot distinguish
between large proteins (such as lipoproteins) and sEVs, and, thus,
the higher sEV concentration measured in the microfluidically pro-
duced samples may include some large proteins. To investigate this
possibility, we performed WB analyses of sEV samples isolated from
both the microfluidic device and the UC method, with a view to de-
tecting expression of albumin (a protein contamination indicator).
In comparison to sEVs isolated from UC, sEVs isolated from the
microfluidic device show a higher level of albumin, indicating a
higher level of protein contamination (fig. S22). Accordingly,
despite the fact that higher particle concentrations are detected in
the samples isolated from microfluidics, it is important to acknowl-
edge the presence of large proteins, such as lipoproteins, that may
also be coisolated. In terms of average size, there is no significant
difference between sEVs form HDs and CPs, when using the
same isolation method (Fig. 5B). However, note that sEVs isolated
using the microfluidic device have a marginally smaller average size
when compared to sEVs derived from the UC method. This differ-
ence can be attributed to the fact that UC uses high centrifugal
forces, which can often cause fusion or aggregation of sEVs (69).
Consequently, these data confirm that the microfluidic device is
able to isolate sEVs with high integrity. Moreover, it can be observed
that, in the case of UC-based isolation, the coefficient of variations
associated with sEV concentration is larger than those associated
the microfluidic method (fig. S21). We attribute this observation

to inconsistencies in blood sample processing over the course of dif-
ferent days, which causes batch-to-batch variations. Last, note that
the microfluidic approach involves minimal human intervention,
thereby potentially offering enhanced reproducibility when
dealing with clinical cohorts.

Monitoring sEV variations with blood storage time
Last, we measured the concentration and size of sEVs derived from
10 HD biopsies as a function of blood storage time. As part of the
blood aging process, blood cells will shed sEVs, thus increasing the
number of blood-borne sEVs over time (46, 70, 71). Figure 5C con-
firms such an expectation, demonstrating that sEV concentration is
significantly increased over a period of 29 days of blood storage. In
addition, data presented in Fig. 5D indicate a more moderate (but
measurable) increase in particle size over the same time period.
Therefore, these observations confirm the potential of the micro-
fluidic device to additionally monitor blood quality.

DISCUSSION
We have successfully developed a viscoelastic microfluidic device
capable of the continuous and label-free isolation of sEVs from
human blood. The device integrates two-unit operations within a
monolithic system: a cell-depletion module to remove blood cells
(WBCs, RBCs, and PLTs) and an sEV-isolation module to subse-
quently separate sEVs from lEVs and mEVs. We initially demon-
strated the isolation of 100-nm PS particles (sEV mimics) from an
aqueous mixture of nanometer- and micrometer-sized particles,
with a separation efficiency and recovery of 97 and 77%, respective-
ly. sEV isolation was initially assessed by spiking fluorescent sEVs
into whole blood, with the device demonstrating efficient separation
of sEVs (97% purity and a recovery rate of 87%) at a sample volu-
metric flow rate of 200 μl/hour (i.e., whole blood of 40 μl/hour).
This level of performance is excellent and compares favorably
with the acoustofluidic platform recently reported by Huang and
co-workers (38) that is able to actively separate sEVs from whole
blood with similar purities and recovery rates. In addition, it
should be remembered that adoption of a passive separation
method is desirable, because application of strong acoustic fields
can potentially damage sEV membranes (72). While there exist
other microfluidic-based techniques for separating sEVs from
whole blood (summarized in table S2), our viscoelastic microfluidic
device offers numerous advantages, including low operational costs,
ease of use, minimal sample preparation requirements, high separa-
tion purities, high recovery rates, and excellent size resolution,
making it desirable for sEV sorting. All these features are critical
considerations when transferring the technology set to a clinical
setting. Our clinical studies confirm that the developed microfluidic
device is able to separate and quantify sEVs contained within liquid
biopsies from both HDs and CPs.

While the microfluidic and UC methods were comparable in
terms of measured protein compositions (Figs. 3E and 4), UC re-
quires the use of large, complex instruments, involves the applica-
tion of centrifugal forces in excess of 110,000g, is both time- and
cost-intensive, and requires tedious manual interventions. Multiple
stage centrifugations typically takes between 5 and 6 hours to com-
plete and are associated with low sEV yields (12, 15, 25). Compared
to UC, the presented microfluidic platform operates in continuous
flow, requires a single step to isolate sEVs from 40 μl of whole blood,
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takes less than 1 hour, results in a 30-fold higher yield based on NTA
measurements. However, note that NTA lacks the ability to differ-
entiate between large plasma proteins and sEVs. As a result, the el-
evated sEV yields observed for microfluidic-derived samples may be
partially attributed to the presence of these large proteins. From a
clinical perspective, the microfluidic method is capable of process-
ing low volume blood samples, is highly reproducible (due to the
lack of manual interventions), and ensures high sEV isolation
yields. In addition, the proposed microfluidic chip comprises a
single glass side and no more than a few grams of silicone
polymer, with a total cost of less than 1 USD per chip. All these fea-
tures suggest important utility in both medical diagnosis and
treatment.

Last, note that, in future, analytical throughput may be increased
through multiplexing. Tay et al. (31) and Nam et al. (32) have lever-
aged parallel design strategies for both inertial and viscoelastic
methods to separate sEVs from whole blood using volumetric
flow rates at 4.8 and 2.4 ml/hour, respectively. Although the
current microfluidic platform operates at lower volumetric flow

rates, throughput can be increased through parallelization and
without increasing the complexity of the device operation, as
shown in fig. S23. Moreover, we expect that the transfer of the mi-
crofluidic platform from a laboratory prototype to a mass-produced
diagnostic tool will be straightforward and likely involve well-estab-
lished methods for fabricating thermoplastic devices (73, 74). In ad-
dition, the current platform can be integrated with supplementary
downstream analyses, such as surface plasmon resonance-based
assays, to allow for disease-specific sEV detection (75, 76). Here,
we have developed a simple microfluidic approach to passively
isolate sEVs from whole blood, achieving excellent sEV recovery
and purity. Our approach offers several benefits including low-
cost of manufacture, ease of operation, and minimal sample prepa-
ration. We envision that the presented platform will become a ver-
satile tool for sEV-based biological investigations and clinical
application by simplifying the isolation of sEVs from complex
biofluids.

Fig. 5. Microfluidic isolation of sEVs in liquid biopsies for cancer diagnosis and monitoring of the concentration and size of sEVs as a function of blood storage
time. Comparison of concentrations (A) and size distributions (B) of sEVs secreted from the blood of 20 HDs and 20 CPs, isolated using the microfluidic device and the UC
method. (A) An elevated concentration of secreted sEV can be observed in CPs biopsies compared to that in HDs biopsies. Compared to the UC method, the yield of EVs
isolated from the microfluidic device is approximately 30-fold higher (n = 20 biological replicates for HDs and n = 20 biological replicates for CPs). (B) In terms of average
sEV size, there is no significant difference between HDs and CPs samples when using the same isolationmethod (n = 20 biological replicates for HDs and n = 20 biological
replicates for CPs). sEVs isolated by themicrofluidic device have a smaller average size compared to EVs derived from the UCmethod. Monitoring of sEV concentrations (C)
and average sizes (D) from10 HDs biopsies as a function of blood storage time. sEV concentration is significantly increased over several days of blood storage accom-
panied by a slight increase in particle size (n = 10 biological replicates for HDs). Statistical analysis was performed using one-way analysis of variance (ANOVA) with Tukey’s
test for post hoc analysis. **P < 0.01; n.s., P > 0.05.
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MATERIALS AND METHODS
Device design and fabrication
Microfluidic devices were fabricated using standard soft lithograph-
ic techniques. First, microchannel patterns were designed in
AutoCAD 2018 (Autodesk, San Rafael, USA) and printed onto a
high-resolution film photomask (Micro Lithography Services,
Chelmsford, UK). A 55-μm-thick resist layer (SU-8 3050, Micro-
Chem, Westborough, USA) was coated onto a silicon wafer. The
photomask was then used to pattern master structures onto the
SU-8–coated silicon wafer by ultraviolet (UV) exposure. Next, the
master structures were developed for 3 min using 1-methoxy-2-
propyl acetate (Sigma-Aldrich, Buchs, Switzerland). After fabrica-
tion, the SU-8 master mold was exposed to chlorotrimethylsilane
(Sigma-Aldrich, Buchs, Switzerland) vapor for at least 5 hours in
a desiccator at 150 mbar to aid subsequent removal of polydime-
thylsiloxane (PDMS). A 10:1 (wt/wt) mixture of PDMS monomer
to curing agent (Sylgard 184, Dow Corning, Midland, USA) was de-
gassed in a desiccator for 60 min, poured over the master mold,
cured at 70°C for 4 hours, and then peeled off the master mold. A
22-gauge puncher (I and Peter Gonano, Niederösterreich, Austria)
was used to create inlet and outlet ports in the structured PDMS
substrate. Last, the microfluidic device and a 24 mm–by–75 mm–
by–1 mm glass slide (Menzel-Glaser, Braunschweig, Germany)
were treated in a Zepto air plasma chamber (Diener Electronic, Eb-
hausen, Germany) for 1 min and contacted. The entire assembly
was then placed on a hot plate at 120°C for 2 hours to strengthen
the bonding of the PDMS substrate to the glass slide.

Viscoelastic fluid preparation and characterization
Viscoelastic stock solutions were prepared by fully dissolving 600-
kDa polyethylene oxide (PEO, Sigma-Aldrich, Buchs, Switzerland)
in 1× PBS buffer (Thermo Fisher Scientific, Reinach, Switzerland)
to a concentration of 1% (w/v). Stock solutions were aged at room
temperature for 1 week to ensure a uniform viscosity. Before each
experiment, solutions of the desired PEO concentration were pre-
pared by diluting the 1% stock PEO solution with 1× PBS. Viscos-
ities of all fluids (fig. S3) were measured at room temperature using
a MCR 502 compact rheometer equipped with a double gap (DG
26.7) tool (Anton Paar, Ostfildern, Germany).

Flow cytometry
Flow cytometry measurements were conducted using a CytoFLEX
flow cytometer (Beckman Coulter, Pasadena, USA). To evaluate PS
particle separation performance, violet (405-nm) side scatter
(VSSC-H) signal versus fluorescence signal emitted at 585 nm
(PE-H) was used for gating. For mNG-sEV separation from
blood, a plot of VSSC-H signal versus fluorescence signal emitted
at 525 nm (FITC-H) was adopted. For all measurements, the
sample flow rate was set to 30 μl/min. Data were acquired using
the CytExpert software (Beckman Coulter, Pasadena, USA). The
results were later processed using the FlowJo software (FlowJo,
Ashland, USA). Figure S24 describes the gating strategy used in
flow cytometry experiments. PBS, a mNG-sEV sample, and
whole-blood sample were analyzed separately. WBCs, RBCs,
PLTS, lEVs, and mEVs were gated based on FSC-H and VSSC-H
values. mNG-sEVs were gated on the basis of FITC-A and VSSC-
H values.

PS sample preparation
PS particles having average diameters of 12, 7, and 3 μm (Sigma-
Aldrich, Buchs, Switzerland) and fluorescent PS particles having
average diameters of 1 μm, 500 nm, and 100 nm (Invitrogen, Carls-
bad, USA) were dispersed in PBS buffer and in whole blood supple-
mented with the PEO solution.

Device operation and data acquisition
Sample and guide fluids were loaded into 1-ml Primo syringes
(Codan Medical ApS, Rødby, Denmark) and 5-ml Hamilton syring-
es (Hamilton Laboratory Products, Reno, USA), respectively, and
delivered into the microfluidic device using neMESYS precision
syringe pumps (CETONI, Korbussen, Germany). The microfluidic
device was mounted on an Eclipse TS100 inverted microscope
(Nikon, Zürich, Switzerland) equipped with a EOSens 3CL high-
speed camera (Mikrotron, Unterschleissheim, Germany) for
bright-field imaging and a CoolSNAP HQ2 charge-coupled
device (CCD) camera (Roper Scientific, Ottobrunn, Germany) for
fluorescence imaging. Bright-field images were acquired using a
MCWHD3 white light LED (Thorlabs, Dachau, Germany) in com-
bination with a 20×, 0.45 numerical aperture (NA) S Plan Fluor ob-
jective (Nikon, Zürich, Switzerland) and a 0.7× demagnification
lens (yielding a total magnification of 14×). Fluorescence measure-
ments were conducted using an Intensilight C-HGFI mercury light
source (Nikon, Zürich, Switzerland) as an excitation source com-
bined with tetramethylrhodamine filter set (AHF Analysentechnik,
München, Germany), with emission being collected with a 10×, 0.3
NA Plan Fluor objective (Nikon, Zürich, Switzerland). Images were
then processed using ImageJ (U.S. National Institutes of Health, Be-
thesda, USA).

TEM imaging
Four hundred mesh carbon-coated grids (Quantifoil Micro Tools,
Jena, Germany) were freshly glow discharged in a PELCO easiGlow
system (Ted Pella, Redding, USA) for 30 s at 25 mA. Immediately
afterward, 4 μl of an sEV sample was placed on the grid and left for 1
min. Subsequently, excess liquid was removed using filter paper and
the grid washed twice with MilliQ water (Merck, Schaffhausen,
Switzerland). Next, the grids were negatively stained using two con-
secutive drops of 1% uranyl acetate for 1.5 min each. After thorough
air drying, the grid was imaged using a CCD KeeneView camera
within a Morgagni 268 TEM (Thermo Fisher Scientific, Reinach,
Switzerland) operating in bright-field mode at 100 kV.

AFM imaging
Substrates for AFM imaging were prepared by pipetting a 5-μl
sample of sEVs onto a 5 mm–by–5 mm silicon wafer. The sample
was allowed to adsorb to the silicon wafer for 10 min, followed by air
drying. Subsequently, substrates were washed with MilliQ water
(Merck, Schaffhausen, Switzerland) and dried with nitrogen gas.
AFM images were obtained at room temperature using a Cypher
AFM (Asylum Research, Santa Barbara, USA) operating in nontap-
ping mode, with the acquired images being processed using Gwyd-
dion software (version 2.25).

Preparation of mNG-sEVs
Human embryonic kidney (HEK) 293T flp-in TREX cells (R78007,
Thermo Fisher Scientific, Zurich, Switzerland) expressing mNG-
HRAS (FSN-HRAS) were conditioned to grow in Pro293 (Lonza,
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Visp, Switzerland), a serum-free medium for 293 adherent cells
supplemented with 1% FBS medium (Thermo Fisher Scientific,
Zurich, Switzerland), penicillin (100 U/ml; Sigma-Aldrich, Buchs,
Switzerland), and streptomycin (100 μg/ml; Sigma-Aldrich,
Buchs, Switzerland). Cells were then detached from the culture
vessel using Accutase (STEMCELL Technologies, Köln, Germany).

To obtain conditioned culture medium (CCM) containing
mNG-sEVs, 2 × 107 HEK293T FSN-HRAS cells were seeded in
two, 15-cm-diameter, dishes with Pro293a medium supplemented
with penicillin (100 U/ml) and streptomycin (100 μg/ml) but
without FBS medium. The next day, doxycycline (2 μg/ml; Sigma-
Aldrich, Buchs, Switzerland) was added to induce protein expres-
sion. After 3 days of cell growth, CCM from the two dishes was col-
lected in a 50-ml Falcon tube and centrifuged for 5 min at 500g to
remove the cell debris. The supernatant was then centrifuged for an
additional 5 min at 1000g to remove other large bioparticles. After-
ward, the supernatant was serially filtered through 0.8-μm and 0.2-
μm syringe filters (Corning, Bodenheim, Germany). Last, a Centri-
con 70 Plus centrifugal filter (Sigma-Aldrich, Buchs, Switzerland)
was used to concentrate the CCM down to 500 μl as per the man-
ufacturer ’s instructions. More detailed procedures regarding the
mNG-sEV preparation can be found in our previous publica-
tion (29).

Separation of sEVs from whole blood via UC
The purification of sEVs using UC was performed as follows. EDTA
anticoagulated blood samples from either CPs or HDs were centri-
fuged twice, at 2500g for 15 min, to obtain PLT-free plasma super-
natant. Next, the obtained plasma was suspended with an equal
volume of 1× PBS and centrifuged at 2000g for 30 min. The collect-
ed supernatants were then centrifuged at 110,000g for 2 hours at 4°C
using an OptimaTM Max-xp Ultra Centrifuge (Beckman Coulter,
Brea, USA) to pellet the sEVs. The purified sEV pellets were collect-
ed, resuspended with 1× PBS, and centrifuged again at 110,000g for
2 hours at 4°C before collection.

WB analysis
Examination of EV and non-EV protein markers was achieved
through WB analysis. Briefly, in diluted whole blood, an sEV
sample from the microfluidic device and a diluted sEV sample pro-
duced by UC were mixed with radioimmunoprecipitation assay
(RIPA) lysis buffer (Sigma-Aldrich, Buchs, Switzerland) and
added to 1× cOmplete EDTA-free protease inhibitor cocktail
(Roche Diagnostics, Manheim, Germany). The volume ratio
between the sEV sample from microfluidic device and the RIPA
lysis buffer was 10:1. The mixture was lysed on ice for 5 min.
Next, samples were centrifuged at 14,000g for 15 min at 4°C, and
supernatants were collected. The relative protein concentration
for each sample was then measured using the MicroBCA Protein
Assay Kit (Thermo Fisher Scientific, Reinach, Switzerland) follow-
ing the manufacturer ’s instructions. Subsequently, 4× Laemmli
sample buffer (Bio-Rad Laboratories, Hercules, USA) supplement-
ed with 10% v/v 2-mercaptoethanol (Sigma Aldrich, Buchs, Swit-
zerland) was added to the samples to a concentration of 1×
Laemmli, and, then, the mixtures were heated to 95°C for 5 min.
Samples (containing identical amounts of protein) were then
loaded on Mini-Protein TGX Stain-free Precast Gels (Bio-Rad Lab-
oratories, Hercules, USA). Gels were placed in a tank filled with tris/
glycine/SDS running buffer (Bio-Rad Laboratories, Hercules, USA)

and electrophoresed for approximately 20 min at 200 V. Next, the
stain-free gels were UV-activated using the ChemiDoc MP imaging
system (Bio-Rad Laboratories, Hercules, USA), and proteins were
transferred from the gel onto a suitable membrane for antibody
staining and detection. Specifically, proteins were transferred to pol-
yvinylidene difluoride membranes (Bio-Rad Laboratories, Hercu-
les, USA) using the Trans-Blot Turbo Transfer System (Bio-Rad
Laboratories, Hercules, USA) running the “high molecular
weight” program. Membranes were then blocked in an EveryBlot
Blocking buffer (Bio-Rad Laboratories, Hercules, USA) for 5 min
and incubated overnight at 4°C with primary antibodies diluted
in the blocking buffer. Antibodies and their concentrations are as
follows: anti-HSP70 (1:1000; ab181606, Abcam, Cambridge, UK),
anti-TSG101 (1:2000; ab125011, Abcam, Cambridge, UK), anti-
CD9 (1:1000; ab263019, Abcam, Cambridge, UK), anti-CD81
(1:2000; ab109201, Abcam, Cambridge, UK), GAPDH (1:10,000;
ab181602, Abcam, Cambridge, UK), and albumin (1:2000; P0356,
Dako, Glostrup, Denmark). Next, each membrane was washed
five times (5 min each time) with tris-buffered saline containing
0.1% Tween 20 (TBS-T). All membranes apart the one carrying
the albumin were incubated with the secondary horseradish perox-
idase (HRP)–conjugated antibody (ab205718, Abcam, Cambridge,
UK) diluted with buffer at a ratio of 1:10,000, for 1 hour at room
temperature. In the case of albumin, the primary antibody is perox-
idase-conjugated and thus can be directly imaged after washing. Ac-
cordingly, the membrane did not require incubation with a
secondary antibody for detection. After incubation, membranes
were washed five times (5 min each time) with TBS-T buffer, incu-
bated with Clarity Western ECL Substrate (Bio-Rad Laboratories,
Hercules, USA) for 5 min, and lastly imaged on a ChemiDoc
system (Bio-Rad Laboratories, Hercules, USA).

Nanoparticle tracking analysis
Size distribution and concentration analyses of sEVs were per-
formed using a ZetaView PMX 120-Z NTA instrument (Particle
Metrix, Meerbusch, Germany) equipped with a CMOS camera
and a 405-nm laser. Samples were diluted in filtered 1× PBS
buffer to a concentration between 107 and 108 particles/ml and
then injected into the instrument using a 1-ml syringe. Eleven po-
sitions with two readings per position were recorded for each
sample. Data were analyzed using ZetaView software (Particle
Metrix, Meerbusch, Germany), with hydrodynamic diameters of
multiple particles being calculated via the Stokes-Einstein equation.
The instrument’s default post-acquisition parameter settings with
the 5-nm width of the bin class were applied.

Numerical simulations
For all simulations, we assumed that the presence of particles does
not significantly affect the flow field. Accordingly, particle trajecto-
ries and flow fields were solved independently. Moreover, and on
the basis of prior reports, if diluted PEO solutions have constant
viscosities over a wide range of shear rates, then the velocity
profile for a steady flow will be Newtonian (30). In our case, and
as shown in fig. S3, viscosities are independent of shear rates at all
PEO concentrations used. Therefore, a two-dimensional impress-
ible Newtonian model was used to calculate flow fields using
COMSOL Multiphysics 5.5 (COMSOL, Burlington, USA). The
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flow field distribution was calculated on the basis of

ρfr � u ¼ 0 ð1Þ

ρfðu � rÞu ¼ � rpþ F ð2Þ

where ρf is the fluid density (1000 kg m−3), u is the fluid velocity, p is
the pressure, F = η∇u 2 is the volume force vector, and η is the
dynamic viscosity of the fluid. In the current study, different con-
centrations of PEO solutions were used. On the basis of the gyration
radius of a 600-kDa PEO molecule, 48 nm, the diffusion coefficient
D0 was estimated to be 4.45 × 10−12 m2 s−1 (55, 77). The Péclet
number (Pe) is given by

Pe ¼ umaxw=D0 ð3Þ

For a 20-μm-wide microfluidic channel and a maximum velocity
of 1.84 ms−1, this yields a Pe of 8.27 × 106, indicating that PEO dif-
fusion is negligible with respect to advection (55). After performing
flow simulations with COMSOL, data were imported into MATLAB
using the COMSOL LiveLink toolbox.

On the basis of Newton’s second law, the force balance equation
can be written as

X
F ¼ ρpVpap ð4Þ

where ρp is the particle density, Vp is the particle volume, and ap is
the particle acceleration. Particles immersed in a non-Newtonian
fluid will be acted upon by elastic forces (Fe), viscous drag forces
(Fd), inertial lift forces (Fi), virtual mass forces (Fv) arising from ac-
celeration differences between particles and the fluid, and buoyancy
forces (Fb), i.e.

Fe ¼ Cea3rN1 ð5Þ

Fd ¼ 3πaηðu � vPÞ ð6Þ

Fi ¼ Ciρfu2
maxa

4=w2 ð7Þ

Fv ¼
1
2

ρfVpðu � vPÞ ð8Þ

Fb ¼ ðρp � ρfÞVpg ð9Þ

Here, Ce is the elastic lift coefficient, a is the particle diameter, N1
is the first normal stress difference, vP is the velocity of the particle,
Ci is the inertial lift coefficient, and g is gravitational acceleration. N1
is calculated through N1 ¼ 2μpλ _γ2 using the Oldroyd-B model (78).
where μp is the polymeric contribution to the viscosity, λ is the re-
laxation time, and _γ is the shear rate obtained from COMSOL sim-
ulation. Here, we set μp = 0.41 mPa · s, λ = 0.55 ms and Ce = 0.0184,
according to previous reports (30). To evaluate inertial effects on
particle migration, the channel Reynolds number (R) and particle
Reynolds number (RP) were calculated using experimentally

determined volumetric flow rates, i.e.

R ¼ ρumaxw=η ð10Þ

RP ¼ Rða=wÞ2 ð11Þ

where ρ = 1000 kg m−3 and η = 1.43 mPa · s (the average viscosity of
0.1 and 0.15% w/v 600-kDa PEO solutions). The calculated values
were R = 25, RP = 0.56, 0.063, 0.0157, and 0.006 for 3-μm, 1-μm,
500-nm, and 100-nm particles, respectively. These values indicate
that inertial effects for RP are negligible. Accordingly, Fi can be ne-
glected due to the small particle Reynolds numbers, and, addition-
ally, for neutrally buoyant particles, Fb can also be neglected.
Therefore, by inserting Eqs. 5, 6, and 8 into Eq. 4 and solving
against ap, the following equation can be derived

ap ¼
dvp

dt
¼

P
F

ρpVp

¼
Cea3rN1 þ 3πaηðu � vPÞ þ 1

2 ρfVpðu � vPÞ
ρpVp

ð12Þ

Subsequently, a fourth-order Runga-Kutta technique was used
to solve the differential equation. A description of the detailed par-
ticle tracking algorithm can be found elsewhere (79).

Proteomics analysis
sEV samples isolated from both the microfluidic device and UC
were first concentrated using the qEV Concentration Kit (Izon
Science, Christchurch, New Zealand). Specifically, sEV samples
were incubated with Nanotrap EV Particles (NEVPs; Izon
Science, Christchurch, New Zealand) at room temperature for 2
hours and then centrifuged at 10,000g for 10 min to form pellets.
The sEV-NEVP pellets were then lysed, and the released proteins
were ultrasonicated and denatured in tris-HCl buffer (pH 7.8) sup-
plemented with 50 μl of 4% SDS at 95°C for 5 min. Subsequently,
samples were placed in an ice-cold sonication bath six times for 30 s,
with 30-s intervals on ice to reduce overheating. NEVPs were then
removed by centrifugation at 10,000g for 10 min. The supernatants
were then harvested, followed by performance of a BCA assay to
determine protein concentrations. Trichloroacetic acid precipita-
tion was then used to remove contaminants including any residual
SDS. Next, proteins were digested with trypsin. Subsequently, the
peptides were injected into a timsTOF Pro mass spectrometer
(Bruker Daltonics, Bremen, Germany) coupled to an Evosep One
high-throughput chromatography system (Evosep, Odense,
Denmark) using a 44-min gradient. Samples were acquired in dda-
PASEF mode with a mass range of 100 to 1700 mass/charge ratio,
accumulation and ramp times of 100 ms, and an ion mobility range
of 0.6 to 1.6 Vs/cm2. Raw data were processed and quantified using
the Fragpipe/MSFragger (version 3.4 with default settings) (80).
The resulting protein matrix (combined_protein.tsv) was imported
into RStudio (version 2022.07.1) for downstream analysis. ORA
analysis was performed using the WebgestaltR package (https://
github.com/bzhanglab/WebGestaltR). All quantified proteins (n =
220) were used as a background for ORA. The gene set size was
set to 25 to 500, and the false discovery rate cutoff was set to 0.05.
The top 100 vesicle-associated proteins were downloaded from the
Vesiclepedia (http://microvesicles.org/index.html) and the Exocar-
ta (www.exocarta.org) data repositories. The human plasma
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proteome dataset was downloaded from HPA (www.proteinatlas.
org/humanproteome/blood+protein/proteins+detected+in+ms).

Human blood samples
All blood samples were collected in EDTA tubes. CP samples (20 in
total) were obtained from the University Hospital Zurich (Zurich,
Switzerland). Written informed consent was obtained and docu-
mented for all patients, with samples being deidentified for
patient confidentiality under the “Generalkonsent des USZ” of the
University Hospital Zurich. Blood samples from HDs (20 in total)
were obtained from blood donation center, Blutspende Zürich
(Schlieren, Switzerland). The study was conducted in accordance
with the principles of the Declaration of Helsinki, and the project
was approved by the Swiss Association of Research Ethics Commit-
tees (BASEC-Nr: 2019-01721). Information regarding age, gender,
and cancer type can be found in table S1.

Statistical analysis
Statistical analysis was carried out using OriginPro 2021b software
(OriginLab, Northampton, USA). Unless otherwise stated, one-way
analysis of variance (ANOVA) was performed with Tukey’s test for
post hoc analysis. P values of >0.05 were considered not significant.
Of note, ** indicates P values less than 0.01; n.s. is not significant.

Supplementary Materials
This PDF file includes:
Supplementary Texts S1 and S2
Figs. S1 to S24
Tables S1 and S2

REFERENCES AND NOTES
1. R. Kalluri, V. S. LeBleu, The biology, function, and biomedical applications of exosomes.

Science 367, eaau6977 (2020).
2. G. van Niel, G. D’Angelo, G. Raposo, Shedding light on the cell biology of extracellular

vesicles. Nat. Rev. Mol. Cell Biol. 19, 213–228 (2018).
3. Y. Meng, M. Asghari, M. K. Aslan, A. Yilmaz, B. Mateescu, S. Stavrakis, A. J. deMello, Mi-

crofluidics for extracellular vesicle separation and mimetic synthesis: Recent advances and
future perspectives. Chem. Eng. J. 404, 126110 (2021).

4. C. Théry, K. W. Witwer, E. Aikawa, M. J. Alcaraz, J. D. Anderson, R. Andriantsitohaina,
A. Antoniou, T. Arab, F. Archer, G. K. Atkin-Smith, D. C. Ayre, J.-M. Bach, D. Bachurski,
H. Baharvand, L. Balaj, S. Baldacchino, N. N. Bauer, A. A. Baxter, M. Bebawy, C. Beckham,
A. B. Zavec, A. Benmoussa, A. C. Berardi, P. Bergese, E. Bielska, C. Blenkiron, S. Bobis-Wo-
zowicz, E. Boilard, W. Boireau, A. Bongiovanni, F. E. Borràs, S. Bosch, C. M. Boulanger,
X. Breakefield, A. M. Breglio, M. Á. Brennan, D. R. Brigstock, A. Brisson, M. L. Broekman,
J. F. Bromberg, P. Bryl-Górecka, S. Buch, A. H. Buck, D. Burger, S. Busatto, D. Buschmann,
B. Bussolati, E. I. Buzás, J. B. Byrd, G. Camussi, D. R. Carter, S. Caruso, L. W. Chamley, Y.-
T. Chang, C. Chen, S. Chen, L. Cheng, A. R. Chin, A. Clayton, S. P. Clerici, A. Cocks, E. Cocucci,
R. J. Coffey, A. Cordeiro-da-Silva, Y. Couch, F. A. Coumans, B. Coyle, R. Crescitelli, M. F. Criado,
C. D’Souza-Schorey, S. Das, A. D. Chaudhuri, P. de Candia, E. F. De Santana, O. De Wever,
H. A. Del Portillo, T. Demaret, S. Deville, A. Devitt, B. Dhondt, D. D. Vizio, L. C. Dieterich,
V. Dolo, A. P. D. Rubio, M. Dominici, M. R. Dourado, T. A. Driedonks, F. V. Duarte,
H. M. Duncan, R. M. Eichenberger, K. Ekström, S. E. Andaloussi, C. Elie-Caille, U. Erdbrügger,
J. M. Falcón-Pérez, F. Fatima, J. E. Fish, M. Flores-Bellver, A. Försönits, A. Frelet-Barrand,
F. Fricke, G. Fuhrmann, S. Gabrielsson, A. Gámez-Valero, C. Gardiner, K. Gärtner, R. Gaudin,
Y. S. Gho, B. Giebel, C. Gilbert, M. Gimona, I. Giusti, D. C. Goberdhan, A. Görgens,
S. M. Gorski, D. W. Greening, J. C. Gross, A. Gualerzi, G. N. Gupta, D. Gustafson, A. Handberg,
R. A. Haraszti, P. Harrison, H. Hegyesi, A. Hendrix, A. F. Hill, F. H. Hochberg, K. F. Hoffmann,
B. Holder, H. Holthofer, B. Hosseinkhani, G. Hu, Y. Huang, V. Huber, S. Hunt, A. G.-E. Ibrahim,
T. Ikezu, J. M. Inal, M. Isin, A. Ivanova, H. K. Jackson, S. Jacobsen, S. M. Jay, M. Jayachandran,
G. Jenster, L. Jiang, S. M. Johnson, J. C. Jones, A. Jong, T. Jovanovic-Talisman, S. Jung,
R. Kalluri, S.-I. Kano, S. Kaur, Y. Kawamura, E. T. Keller, D. Khamari, E. Khomyakova,
A. Khvorova, P. Kierulf, K. P. Kim, T. Kislinger, M. Klingeborn, D. J. Klinke II, M. Kornek,
M. M. Kosanović, Á. F. Kovács, E.-M. Krämer-Albers, S. Krasemann, M. Krause, I. V. Kurochkin,

G. D. Kusuma, S. Kuypers, S. Laitinen, S. M. Langevin, L. R. Languino, J. Lannigan, C. Lässer,
L. C. Laurent, G. Lavieu, E. Lázaro-Ibáñez, S. L. Lay, M.-S. Lee, Y. X. F. Lee, D. S. Lemos,
M. Lenassi, A. Leszczynska, I. T. Li, K. Liao, S. F. Libregts, E. Ligeti, R. Lim, S. K. Lim, A. Linē,
K. Linnemannstöns, A. Llorente, C. A. Lombard, M. J. Lorenowicz, Á. M. Lörincz, J. Lötvall,
J. Lovett, M. C. Lowry, X. Loyer, Q. Lu, B. Lukomska, T. R. Lunavat, S. L. Maas, H. Malhi,
A. Marcilla, J. Mariani, J. Mariscal, E. S. Martens-Uzunova, L. Martin-Jaular, M. C. Martinez,
V. R. Martins, M. Mathieu, S. Mathivanan, M. Maugeri, L. K. McGinnis, M. J. McVey,
D. G. Meckes Jr., K. L. Meehan, I. Mertens, V. R. Minciacchi, A. Möller, M. M. Jørgensen,
A. Morales-Kastresana, J. Morhayim, F. Mullier, M. Muraca, L. Musante, V. Mussack,
D. C. Muth, K. H. Myburgh, T. Najrana, M. Nawaz, I. Nazarenko, P. Nejsum, C. Neri, T. Neri,
R. Nieuwland, L. Nimrichter, J. P. Nolan, E. Nm Nolte-’t Hoen, N. N. Hooten, L. O’Driscoll,
T. O’Grady, A. O’Loghlen, T. Ochiya, M. Olivier, A. Ortiz, L. A. Ortiz, X. Osteikoetxea,
O. Østergaard, M. Ostrowski, J. Park, D. M. Pegtel, H. Peinado, F. Perut, M. W. Pfaffl,
D. G. Phinney, B. C. Pieters, R. C. Pink, D. S. Pisetsky, E. P. von Strandmann, I. Polakovicova,
I. K. Poon, B. H. Powell, I. Prada, L. Pulliam, P. Quesenberry, A. Radeghieri, R. L. Raffai,
S. Raimondo, J. Rak, M. I. Ramirez, G. Raposo, M. S. Rayyan, N. Regev-Rudzki, F. L. Ricklefs,
P. D. Robbins, D. D. Roberts, S. C. Rodrigues, E. Rohde, S. Rome, K. M. Rouschop, A. Rughetti,
A. E. Russell, P. Saá, S. Sahoo, E. Salas-Huenuleo, C. Sánchez, J. A. Saugstad, M. J. Saul,
R. M. Schiffelers, R. Schneider, T. H. Schøyen, A. Scott, E. Shahaj, S. Sharma, O. Shatnyeva,
F. Shekari, G. V. Shelke, A. K. Shetty, K. Shiba, P. R.-M. Siljander, A. M. Silva, A. Skowronek,
O. L. Snyder II, R. P. Soares, B. W. Sódar, C. Soekmadji, J. Sotillo, P. D. Stahl, W. Stoorvogel,
S. L. Stott, E. F. Strasser, S. Swift, H. Tahara, M. Tewari, K. Timms, S. Tiwari, R. Tixeira, M. Tkach,
W. S. Toh, R. Tomasini, A. C. Torrecilhas, J. P. Tosar, V. Toxavidis, L. Urbanelli, P. Vader,
B. W. van Balkom, S. G. van der Grein, J. Van Deun, M. J. van Herwijnen, K. Van Keuren-
Jensen, G. van Niel, M. E. van Royen, A. J. van Wijnen, M. H. Vasconcelos, I. J. Vechetti Jr.,
T. D. Veit, L. J. Vella, É. Velot, F. J. Verweij, B. Vestad, J. L. Viñas, T. Visnovitz, K. V. Vukman,
J. Wahlgren, D. C. Watson, M. H. Wauben, A. Weaver, J. P. Webber, V. Weber, A. M. Wehman,
D. J. Weiss, J. A. Welsh, S. Wendt, A. M. Wheelock, Z. Wiener, L. Witte, J. Wolfram, A. Xagorari,
P. Xander, J. Xu, X. Yan, M. Yáñez-Mó, H. Yin, Y. Yuana, V. Zappulli, J. Zarubova, V. Žėkas, J.-
Y. Zhang, Z. Zhao, L. Zheng, A. R. Zheutlin, A. M. Zickler, P. Zimmermann, A. M. Zivkovic,
D. Zocco, E. K. Zuba-Surma, Minimal information for studies of extracellular vesicles 2018
(MISEV2018): A position statement of the International Society for Extracellular Vesicles
and update of the MISEV2014 guidelines. J. Extracell. Vesicles 7, 1535750 (2018).

5. B. Mateescu, E. J. K. Kowal, B. W. M. van Balkom, S. Bartel, S. N. Bhattacharyya, E. I. Buzás,
A. H. Buck, P. de Candia, F. W. N. Chow, S. Das, T. A. P. Driedonks, L. Fernández-Messina,
F. Haderk, A. F. Hill, J. C. Jones, K. R. Van Keuren-Jensen, C. P. Lai, C. Lässer, I. di Liegro,
T. R. Lunavat, M. J. Lorenowicz, S. L. N. Maas, I. Mäger, M. Mittelbrunn, S. Momma,
K. Mukherjee, M. Nawaz, D. M. Pegtel, M. W. Pfaffl, R. M. Schiffelers, H. Tahara, C. Théry,
J. P. Tosar, M. H. M. Wauben, K. W. Witwer, N. M. Nolte-‘t Hoen, Obstacles and opportunities
in the functional analysis of extracellular vesicle RNA – An ISEV position paper. J. Extracell
Vesicles 6, 1286095 (2017).

6. Y. Liang, B. M. Lehrich, S. Zheng, M. Lu, Emerging methods in biomarker identification for
extracellular vesicle-based liquid biopsy. J. Extracell Vesicles 10, e12090 (2021).

7. S. Keller, J. Ridinger, A.-K. Rupp, J. W. Janssen, P. Altevogt, Body fluid derived exosomes as a
novel template for clinical diagnostics. J. Transl. Med. 9, 86 (2011).

8. O. P. B. Wiklander, M. Á. Brennan, J. Lötvall, X. O. Breakefield, S. EL Andaloussi, Advances in
therapeutic applications of extracellular vesicles. Sci. Transl. Med. 11, eaav8521 (2019).

9. L. Barile, G. Vassalli, Exosomes: Therapy delivery tools and biomarkers of diseases. Phar-
macol. Ther. 174, 63–78 (2017).

10. J. De Toro, L. Herschlik, C. Waldner, C. Mongini, Emerging roles of exosomes in normal and
pathological conditions: New insights for diagnosis and therapeutic applications. Front.
Immunol. 6, 203 (2015).

11. M. Y. Konoshenko, E. A. Lekchnov, A. V. Vlassov, P. P. Laktionov, Isolation of extracellular
vesicles: General methodologies and latest trends. Biomed. Res. Int. 2018, 8545347 (2018).

12. P. Li, M. Kaslan, S. H. Lee, J. Yao, Z. Gao, Progress in exosome isolation techniques.
Theranostics 7, 789–804 (2017).

13. L.-L. Yu, J. Zhu, J.-X. Liu, F. Jiang, W.-K. Ni, L.-S. Qu, R.-Z. Ni, C.-H. Lu, M.-B. Xiao, A comparison
of traditional and novel methods for the separation of exosomes from human samples.
Biomed. Res. Int. 2018, 3634563 (2018).

14. A. Liga, A. D. B. Vliegenthart, W. Oosthuyzen, J. W. Dear, M. Kersaudy-Kerhoas, Exosome
isolation: A microfluidic road-map. Lab. Chip 15, 2388–2394 (2015).

15. E. V. Batrakova, M. S. Kim, Using exosomes, naturally-equipped nanocarriers, for drug
delivery. J. Control. Release 219, 396–405 (2015).

16. M. L. Merchant, D. W. Powell, D. W. Wilkey, T. D. Cummins, J. K. Deegens, I. M. Rood,
K. J. McAfee, C. Fleischer, E. Klein, J. B. Klein, Microfiltration isolation of human urinary
exosomes for characterization by MS. Proteomics Clin. Appl. 4, 84–96 (2010).

17. J. Van Deun, P. Mestdagh, R. Sormunen, V. Cocquyt, K. Vermaelen, J. Vandesompele,
M. Bracke, O. De Wever, A. Hendrix, The impact of disparate isolation methods for extra-
cellular vesicles on downstream RNA profiling. J. Extracell Vesicles 3, 24858 (2014).

S C I ENCE ADVANCES | R E S EARCH ART I C L E

Meng et al., Sci. Adv. 9, eadi5296 (2023) 6 October 2023 14 of 16

D
ow

nloaded from
 https://w

w
w

.science.org at E
th Z

urich on N
ovem

ber 06, 2023

http://www.proteinatlas.org/humanproteome/blood+protein/proteins+detected+in+ms
http://www.proteinatlas.org/humanproteome/blood+protein/proteins+detected+in+ms


18. I. Helwa, J. Cai, M. D. Drewry, A. Zimmerman, M. B. Dinkins, M. L. Khaled, M. Seremwe,
W. M. Dismuke, E. Bieberich, W. D. Stamer, M. W. Hamrick, Y. Liu, A comparative study of
serum exosome isolation using differential ultracentrifugation and three commercial re-
agents. PLOS ONE 12, e0170628 (2017).

19. J. Lim, M. Choi, H. Lee, Y.-H. Kim, J.-Y. Han, E. S. Lee, Y. Cho, Direct isolation and charac-
terization of circulating exosomes from biological samples using magnetic nanowires.
J. Nanobiotechnol. 17, 1 (2019).

20. A. N. Böing, E. van der Pol, A. E. Grootemaat, F. A. W. Coumans, A. Sturk, R. Nieuwland,
Single-step isolation of extracellular vesicles by size-exclusion chromatography. J. Extracell
Vesicles 3, 23430 (2014).

21. R. Stranska, L. Gysbrechts, J. Wouters, P. Vermeersch, K. Bloch, D. Dierickx, G. Andrei,
R. Snoeck, Comparison of membrane affinity-based method with size-exclusion chroma-
tography for isolation of exosome-like vesicles from human plasma. J. Transl. Med. 16,
1 (2018).

22. M. Jørgensen, R. Bæk, S. Pedersen, E. K. L. Søndergaard, S. R. Kristensen, K. Varming, Ex-
tracellular vesicle (EV) array: Microarray capturing of exosomes and other extracellular
vesicles for multiplexed phenotyping. J. Extracell Vesicles 2, 20920 (2013).

23. F. A. W. Coumans, E. L. Gool, R. Nieuwland, Bulk immunoassays for analysis of extracellular
vesicles. Platelets 28, 242–248 (2017).

24. N. Zarovni, A. Corrado, P. Guazzi, D. Zocco, E. Lari, G. Radano, J. Muhhina, C. Fondelli,
J. Gavrilova, A. Chiesi, Integrated isolation and quantitative analysis of exosome shuttled
proteins and nucleic acids using immunocapture approaches. Methods 87, 46–58 (2015).

25. J. Wang, P. Ma, D. H. Kim, B.-F. Liu, U. Demirci, Towards microfluidic-based exosome iso-
lation and detection for tumor therapy. Nano Today. 37, 101066 (2021).

26. H. Shao, H. Im, C. M. Castro, X. Breakefield, R. Weissleder, H. Lee, New technologies for
analysis of extracellular vesicles. Chem. Rev. 118, 1917–1950 (2018).

27. B. Lin, Y. Lei, J. Wang, L. Zhu, Y. Wu, H. Zhang, L. Wu, P. Zhang, C. Yang, Microfluidic-based
exosome analysis for liquid biopsy. Small Methods 5, e2001131 (2021).

28. S. Zhang, J. Deng, J. Li, F. Tian, C. Liu, L. Fang, J. Sun, Advanced microfluidic technologies
for isolating extracellular vesicles. TrAC Trends Anal. Chem. 157, 116817 (2022).

29. M. Asghari, X. Cao, B. Mateescu, D. van Leeuwen, M. K. Aslan, S. Stavrakis, A. J. deMello,
Oscillatory viscoelastic microfluidics for efficient focusing and separation of nanoscale
species. ACS Nano 14, 422–433 (2020).

30. C. Liu, J. Guo, F. Tian, N. Yang, F. Yan, Y. Ding, J. Wei, G. Hu, G. Nie, J. Sun, Field-free isolation
of exosomes from extracellular vesicles by microfluidic viscoelastic flows. ACS Nano 11,
6968–6976 (2017).

31. H. M. Tay, S. Y. Leong, X. Xu, F. Kong, M. Upadya, R. Dalan, C. Y. Tay, M. Dao, S. Suresh,
H. W. Hou, Direct isolation of circulating extracellular vesicles from blood for vascular risk
profiling in type 2 diabetes mellitus. Lab Chip 21, 2511–2523 (2021).

32. J. Nam, J. Yoon, H. Jee, W. S. Jang, C. S. Lim, High-throughput separation of microvesicles
from whole blood components using viscoelastic fluid. Adv. Mater. Technol. 5,
2000612 (2020).

33. H. Zhang, D. Lyden, Asymmetric-flow field-flow fractionation technology for exomere and
small extracellular vesicle separation and characterization. Nat. Protoc. 14,
1027–1053 (2019).

34. F. Liu, O. Vermesh, V. Mani, T. J. Ge, S. J. Madsen, A. Sabour, E.-C. Hsu, G. Gowrishankar,
M. Kanada, J. V. Jokerst, R. G. Sierra, E. Chang, K. Lau, K. Sridhar, A. Bermudez, S. J. Pitteri,
T. Stoyanova, R. Sinclair, V. S. Nair, S. S. Gambhir, U. Demirci, The exosome total isolation
chip. ACS Nano 11, 10712–10723 (2017).

35. Y.-T. Yeh, Y. Zhou, D. Zou, H. Liu, H. Yu, H. Lu, V. Swaminathan, Y. Mao, M. Terrones, Rapid
size-based isolation of extracellular vesicles by three-dimensional carbon nanotube arrays.
ACS Appl. Mater. Interfaces 12, 13134–13139 (2020).

36. B. H. Wunsch, J. T. Smith, S. M. Gifford, C. Wang, M. Brink, R. L. Bruce, R. H. Austin,
G. Stolovitzky, Y. Astier, Nanoscale lateral displacement arrays for the separation of exo-
somes and colloids down to 20 nm. Nat. Nanotechnol. 11, 936–940 (2016).

37. J. T. Smith, B. H. Wunsch, N. Dogra, M. E. Ahsen, K. Lee, K. K. Yadav, R. Weil, M. A. Pereira,
J. V. Patel, E. A. Duch, J. M. Papalia, M. F. Lofaro, M. Gupta, A. K. Tewari, C. Cordon-Cardo,
G. Stolovitzky, S. M. Gifford, Integrated nanoscale deterministic lateral displacement arrays
for separation of extracellular vesicles from clinically-relevant volumes of biological
samples. Lab Chip 18, 3913–3925 (2018).

38. M. Wu, Y. Ouyang, Z. Wang, R. Zhang, P.-H. Huang, C. Chen, H. Li, P. Li, D. Quinn, M. Dao,
S. Suresh, Y. Sadovsky, T. J. Huang, Isolation of exosomes from whole blood by integrating
acoustics and microfluidics. Proc. Natl. Acad. Sci. U.S.A. 114, 10584–10589 (2017).

39. Y. Yang, L. Zhang, K. Jin, M. He, W. Wei, X. Chen, Q. Yang, Y. Wang, W. Pang, X. Ren, X. Duan,
Self-adaptive virtual microchannel for continuous enrichment and separation of nano-
particles. Sci. Adv. 8, eabn8440 (2022).

40. J. Zhang, C. Chen, R. Becker, J. Rufo, S. Yang, J. Mai, P. Zhang, Y. Gu, Z. Wang, Z. Ma, J. Xia,
N. Hao, Z. Tian, D. T. W. Wong, Y. Sadovsky, L. P. Lee, T. J. Huang, A solution to the

biophysical fractionation of extracellular vesicles: Acoustic Nanoscale Separation via Wave-
pillar Excitation Resonance (ANSWER). Sci. Adv. 8, eade0640 (2022).

41. S. D. Ibsen, J. Wright, J. M. Lewis, S. Kim, S.-Y. Ko, J. Ong, S. Manouchehri, A. Vyas, J. Akers,
C. C. Chen, B. S. Carter, S. C. Esener, M. J. Heller, Rapid isolation and detection of exosomes
and associated biomarkers from plasma. ACS Nano 11, 6641–6651 (2017).

42. S. Marczak, K. Richards, Z. Ramshani, E. Smith, S. Senapati, R. Hill, D. B. Go, H.-C. Chang,
Simultaneous isolation and preconcentration of exosomes by ion concentration polari-
zation. Electrophoresis 39, 2029–2038 (2018).

43. M. Sancho-Albero, V. Sebastián, J. Sesé, R. Pazo-Cid, G. Mendoza, M. Arruebo, P. Martín-
Duque, J. Santamaría, Isolation of exosomes from whole blood by a new microfluidic
device: Proof of concept application in the diagnosis and monitoring of pancreatic cancer.
J. Nanobiotechnology 18, 150 (2020).

44. L. Zeng, S. Hu, X. Chen, P. Zhang, G. Gu, Y. Wang, H. Zhang, Y. Zhang, H. Yang, Extraction of
small extracellular vesicles by label-free and biocompatible on-chip magnetic separation.
Lab Chip 22, 2476–2488 (2022).

45. J. M. Lewis, A. D. Vyas, Y. Qiu, K. S. Messer, R. White, M. J. Heller, Integrated analysis of
exosomal protein biomarkers on alternating current electrokinetic chips enables rapid
detection of pancreatic cancer in patient blood. ACS Nano 12, 3311–3320 (2018).

46. K. Lee, H. Shao, R. Weissleder, H. Lee, Acoustic purification of extracellular microvesicles.
ACS Nano 9, 2321–2327 (2015).

47. R. T. Davies, J. Kim, S. C. Jang, E.-J. Choi, Y. S. Gho, J. Park, Microfluidic filtration system to
isolate extracellular vesicles from blood. Lab Chip 12, 5202–5210 (2012).

48. Y.-S. Chen, C. Chen, C. P.-K. Lai, G.-B. Lee, Isolation and digital counting of extracellular
vesicles from blood via membrane-integrated microfluidics. Sens. Actuators B Chem. 358,
131473 (2022).

49. Y.-S. Chen, Y.-D. Ma, C. Chen, S.-C. Shiesh, G.-B. Lee, An integrated microfluidic system for
on-chip enrichment and quantification of circulating extracellular vesicles from whole
blood. Lab Chip 19, 3305–3315 (2019).

50. V. Sunkara, C.-J. Kim, J. Park, H.-K. Woo, D. Kim, H. K. Ha, M.-H. Kim, Y. Son, J.-R. Kim, Y.-K. Cho,
Fully automated, label-free isolation of extracellular vesicles from whole blood for cancer
diagnosis and monitoring. Theranostics 9, 1851–1863 (2019).

51. Z. Li, C. Liu, Y. Cheng, Y. Li, J. Deng, L. Bai, L. Qin, H. Mei, M. Zeng, F. Tian, S. Zhang, J. Sun,
Cascaded microfluidic circuits for pulsatile filtration of extracellular vesicles from whole
blood for early cancer diagnosis. Sci. Adv. 9, eade2819 (2023).

52. J. Zhou, I. Papautsky, Viscoelastic microfluidics: Progress and challenges. Microsyst.
Nanoeng. 6, 113 (2020).

53. D. Yuan, Q. Zhao, S. Yan, S.-Y. Tang, G. Alici, J. Zhang, W. Li, Recent progress of particle
migration in viscoelastic fluids. Lab Chip 18, 551–567 (2018).

54. C. Liu, J. Zhao, F. Tian, J. Chang, W. Zhang, J. Sun, λ-DNA- and aptamer-mediated sorting
and analysis of extracellular vesicles. J. Am. Chem. Soc. 141, 3817–3821 (2019).

55. F. Tian, W. Zhang, L. Cai, S. Li, G. Hu, Y. Cong, C. Liu, T. Li, J. Sun, Microfluidic co-flow of
Newtonian and viscoelastic fluids for high-resolution separation of microparticles. Lab Chip
17, 3078–3085 (2017).

56. Y. Cheng, S. Zhang, L. Qin, J. Zhao, H. Song, Y. Yuan, J. Sun, F. Tian, C. Liu, Poly(ethylene
oxide) concentration gradient-based microfluidic isolation of circulating tumor cells. Anal.
Chem. 95, 3468–3475 (2023).

57. S. Yang, S. S. Lee, S. W. Ahn, K. Kang, W. Shim, G. Lee, K. Hyun, J. M. Kim, Deformability-
selective particle entrainment and separation in a rectangular microchannel usingmedium
viscoelasticity. Soft Matter 8, 5011–5019 (2012).

58. M. M. Villone, Lateral migration of deformable particles in microfluidic channel flow of
Newtonian and viscoelastic media: A computational study. Microfluid. Nanofluidics 23,
47 (2019).

59. L. Dong, R. C. Zieren, K. Horie, C.-J. Kim, E. Mallick, Y. Jing, M. Feng, M. D. Kuczler, J. Green,
S. R. Amend, K. W. Witwer, T. M. de Reijke, Y.-K. Cho, K. J. Pienta, W. Xue, Comprehensive
evaluation of methods for small extracellular vesicles separation from human plasma, urine
and cell culture medium. J. Extracell. Vesicles 10, e12044 (2020).

60. W. Ye, R. Pan, K.-Q. Shi, H.-P. Li, L. P. Lee, F. Liu, Isolation of small extracellular vesicles from a
drop of plasma via EXODUS and their fingerprint proteomics profiling by MALDI-TOF MS.
Biosens. Bioelectron. X 10, 100099 (2022).

61. L. Cheng, K. Zhang, Y. Qing, D. Li, M. Cui, P. Jin, T. Xu, Proteomic and lipidomic analysis of
exosomes derived from ovarian cancer cells and ovarian surface epithelial cells. J. Ovarian
Res. 13, 9 (2020).

62. X. Yu, S. L. Harris, A. J. Levine, The regulation of exosome secretion: A novel function of the
p53 protein. Cancer Res. 66, 4795–4801 (2006).

63. M. Tan, H.-B. Yan, J.-N. Li, W.-K. Li, Y.-Y. Fu, W. Chen, Z. Zhou, Thrombin stimulated platelet-
derived exosomes inhibit platelet-derived growth factor receptor-beta expression in vas-
cular smooth muscle cells. Cell. Physiol. Biochem. 38, 2348–2365 (2016).

S C I ENCE ADVANCES | R E S EARCH ART I C L E

Meng et al., Sci. Adv. 9, eadi5296 (2023) 6 October 2023 15 of 16

D
ow

nloaded from
 https://w

w
w

.science.org at E
th Z

urich on N
ovem

ber 06, 2023



64. D. K. Jeppesen, A. M. Fenix, J. L. Franklin, J. N. Higginbotham, Q. Zhang, L. J. Zimmerman,
D. C. Liebler, J. Ping, Q. Liu, R. Evans, W. H. Fissell, J. G. Patton, L. H. Rome, D. T. Burnette,
R. J. Coffey, Reassessment of exosome composition. Cell 177, 428–445.e18 (2019).

65. F. Meier, A.-D. Brunner, S. Koch, H. Koch, M. Lubeck, M. Krause, N. Goedecke, J. Decker,
T. Kosinski, M. A. Park, N. Bache, O. Hoerning, J. Cox, O. Räther, M. Mann, Online parallel
accumulation-serial fragmentation (pasef ) with a novel trapped ion mobility mass spec-
trometer. Mol. Cell. Proteomics 17, 2534–2545 (2018).

66. S. Keerthikumar, D. Chisanga, D. Ariyaratne, H. Al Saffar, S. Anand, K. Zhao, M. Samuel,
M. Pathan, M. Jois, N. Chilamkurti, L. Gangoda, S. Mathivanan, ExoCarta: A web-based
compendium of exosomal cargo. J. Mol. Biol. 428, 688–692 (2016).

67. M. Pathan, P. Fonseka, S. V. Chitti, T. Kang, R. Sanwlani, J. Van Deun, A. Hendrix,
S. Mathivanan, Vesiclepedia 2019: A compendium of RNA, proteins, lipids andmetabolites
in extracellular vesicles. Nucleic Acids Res. 47, D516–D519 (2019).

68. M. Uhlén, M. J. Karlsson, A. Hober, A. Svensson, J. Scheffel, D. Kotol, W. Zhong, A. Tebani,
L. Strandberg, F. Edfors, E. Sjöstedt, J. Mulder, A. Mardinoglu, A. Berling, S. Ekblad,
M. Dannemeyer, S. Kanje, J. Rockberg, M. Lundqvist, M. Malm, A. Volk, P. Nilsson,
A. Månberg, T. Dodig-crnkovic, E. Pin, M. Zwahlen, P. Oksvold, K. Von Feilitzen,
R. S. Häussler, M. Hong, C. Lindskog, F. Ponten, B. Katona, J. Vuu, E. Lindström, J. Nielsen,
J. Robinson, B. Ayoglu, D. Mahdessian, D. Sullivan, P. Thul, F. Danielsson, C. Stadler,
E. Lundberg, G. Bergström, A. Gummesson, B. G. Voldborg, H. Tegel, S. Hober, B. Forsström,
J. M. Schwenk, L. Fagerberg, Å. Sivertsson, The human secretome. Sci. Signal. 12,
eaaz0274 (2019).

69. R. Linares, S. Tan, C. Gounou, N. Arraud, A. R. Brisson, High-speed centrifugation induces
aggregation of extracellular vesicles. J. Extracell. Vesicles. 4, 29509 (2015).

70. R. J. Almizraq, J. Seghatchian, J. L. Holovati, J. P. Acker, Extracellular vesicle characteristics in
stored red blood cell concentrates are influenced by the method of detection. Transfus.
Apher. Sci. 56, 254–260 (2017).

71. R. J. Almizraq, J. L. Holovati, J. P. Acker, Characteristics of extracellular vesicles in red blood
concentrates change with storage time and blood manufacturing method. Transfus. Med.
Hemotherapy. 45, 185–193 (2018).

72. Y. Lu, W. C. de Vries, N. J. Overeem, X. Duan, H. Zhang, H. Zhang, W. Pang, B. J. Ravoo,
J. Huskens, Controlled and tunable loading and release of vesicles by using gigahertz
acoustics. Angew. Chem. Int. Ed. 58, 159–163 (2019).

73. H. Cong, N. Zhang, Perspectives in translating microfluidic devices from laboratory pro-
totyping into scale-up production. Biomicrofluidics 16, 021301 (2022).

74. A. Shakeri, S. Khan, N. A. Jarad, T. F. Didar, The fabrication and bonding of thermoplastic
microfluidics: A review. Materials 15, 6478 (2022).

75. L. K. Chin, T. Son, J.-S. Hong, A.-Q. Liu, J. Skog, C. M. Castro, R. Weissleder, H. Lee, H. Im,
Plasmonic sensors for extracellular vesicle analysis: From scientific development to trans-
lational research. ACS Nano 14, 14528–14548 (2020).

76. H. Shin, B. H. Choi, O. Shim, J. Kim, Y. Park, S. K. Cho, H. K. Kim, Y. Choi, Single test-based
diagnosis of multiple cancer types using exosome-SERS-AI for early stage cancers. Nat.
Commun. 14, 1644 (2023).

77. K. Devanand, J. C. Selser, Asymptotic behavior and long-range interactions in aqueous
solutions of poly(ethylene oxide). Macromolecules 24, 5943–5947 (1991).

78. R. B. Bird, R. C. Armstrong, O. Hassager, Dynamics of Polymeric Liquids, vol. 1 of Fluid Me-
chanics (John Wiley and Sons, 1987).

79. M. Asghari, M. Serhatlioglu, R. Saritas, M. T. Guler, C. Elbuken, Tape’n roll inertial microfl-
uidics. Sens. Actuators Phys. 299, 111630 (2019).

80. A. T. Kong, F. V. Leprevost, D. M. Avtonomov, D. Mellacheruvu, A. I. Nesvizhskii, MSFragger:
Ultrafast and comprehensive peptide identification in mass spectrometry–based proteo-
mics. Nat. Methods 14, 513–520 (2017).

Acknowledgments: We thank the support from the Scientific Center for Optical and Electron
Microscopy (ScopeM) of ETH Zürich. We appreciate K. Feldman, J. Josua Bader, andW. Huang for
assistance with rheology, NTA, and AFM measurements, respectively. We are also grateful to
Y. Yan for help in the figure drawings. We would also like to acknowledge all the anonymous
HDs and CPs who enabled this research. Funding: This work was supported by ETH Zürich and
National Institutes of Health Common Fund (UG3CA241703). Author contributions:
Conceptualization: Y.M., S.S., and A.J.dM. Methodology: Y.M., S.S., and A.J.dM. Investigation:
Y.M., Y.Z., M.B., S.W., M.A., A.S., B.M., and T.W. Visualization: Y.M. Supervision: S.S. and A.J.dM.
Writing—original draft: Y.M., Y.Z., M.B., S.W., B.M., T.W., S.S., and A.J.dM. Writing—review and
editing: Y.M., S.S., and A.J.dM. Competing interests: The authors declare that they have no
competing interests. Data and materials availability: All data needed to evaluate the
conclusions in the paper are present in the paper and/or the Supplementary Materials.

Submitted 3 May 2023
Accepted 5 September 2023
Published 6 October 2023
10.1126/sciadv.adi5296

S C I ENCE ADVANCES | R E S EARCH ART I C L E

Meng et al., Sci. Adv. 9, eadi5296 (2023) 6 October 2023 16 of 16

D
ow

nloaded from
 https://w

w
w

.science.org at E
th Z

urich on N
ovem

ber 06, 2023



Use of this article is subject to the Terms of service

Science Advances (ISSN 2375-2548) is published by the American Association for the Advancement of Science. 1200 New York Avenue
NW, Washington, DC 20005. The title Science Advances is a registered trademark of AAAS. 

Copyright © 2023 The Authors, some rights reserved; exclusive licensee American Association for the Advancement of Science. No claim
to original U.S. Government Works. Distributed under a Creative Commons Attribution License 4.0 (CC BY).

Direct isolation of small extracellular vesicles from human blood using viscoelastic
microfluidics
Yingchao Meng, Yanan Zhang, Marcel Bühler, Shuchen Wang, Mohammad Asghari, Alessandra Stürchler, Bogdan
Mateescu, Tobias Weiss, Stavros Stavrakis, and Andrew J. deMello

Sci. Adv. 9 (40), eadi5296.  DOI: 10.1126/sciadv.adi5296

View the article online
https://www.science.org/doi/10.1126/sciadv.adi5296
Permissions
https://www.science.org/help/reprints-and-permissions

D
ow

nloaded from
 https://w

w
w

.science.org at E
th Z

urich on N
ovem

ber 06, 2023

https://www.science.org/content/page/terms-service

	INTRODUCTION
	RESULTS
	Chip design and the working principle for viscoelastic sEV separation
	Theoretical analysis
	Isolation of 100-nm-diameter particles from a complex mixture
	Direct isolation of sEVs from human blood
	Blood-derived sEVs purified using microfluidics and UC show similar protein composition
	Evaluation of sEVs collected from HDs and CPs
	Monitoring sEV variations with blood storage time

	DISCUSSION
	MATERIALS AND METHODS
	Device design and fabrication
	Viscoelastic fluid preparation and characterization
	Flow cytometry
	PS sample preparation
	Device operation and data acquisition
	TEM imaging
	AFM imaging
	Preparation of mNG-sEVs
	Separation of sEVs from whole blood via UC
	WB analysis
	Nanoparticle tracking analysis
	Numerical simulations
	Proteomics analysis
	Human blood samples
	Statistical analysis

	Supplementary Materials
	This PDF file includes:

	REFERENCES AND NOTES
	Acknowledgments

