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Sickle cell disease (SCD) remains a critical global health issue, with high child mortality in low-resource

regions. Early diagnosis is essential for improving health outcomes, but conventional diagnostic methods

are unsuitable for widespread use due to the high costs of laboratory equipment. There is an urgent

need for portable, cost-effective, and user-friendly point-of-care diagnostic tools that can quickly assess

blood health. Here, we explore two new biomarkers enabled by acoustic probing for rapid SCD

diagnosis: cell membrane stability from measuring red blood cell (RBC) lysis temperature in whole blood,

and plasma protein concentration from measuring relative protein precipitation in blood plasma. Both

biomarkers effectively differentiate healthy HbAA samples from pre-/no transfusion HbSS samples with

high accuracy. Additionally, the RBC lysis biomarker can distinguish post-transfusion exchange HbSS

samples with a lower percentage of sickled cells, indicating the potential to diagnose milder forms of

SCD as well as sickle cell trait.

Introduction

Sickle cell disease (SCD) is a severe inherited blood disorder
that affects millions of people worldwide. In the most
common form of the disease, a mutation in the HBB gene
causes formation of abnormal sickle hemoglobin (HbS) that
polymerizes under hypoxia, leading to the characteristic sickle
shape of red blood cells (RBCs) and acute complications
including severe anemia, pain crises, and organ damage.1–5

In Africa, 50–90% of newborns with genotype HbSS, the most
severe form of SCD, die before the age of 5.6 Early diagnosis
can lead to timely intervention such as penicillin prophylaxis
along with family education, which notably decreases the
high mortality rate.7,8 Laboratory tests, including high-
performance liquid chromatography (HPLC), hemoglobin
electrophoresis, or isoelectric focusing (IEF), are considered
as the gold standard, separating different Hb genotypes based
on their different physical or chemical properties.9

Additionally, enzyme-linked immunoassays (ELISAs) employ
antibodies to bind Hb variants, followed by enzymatic color
changes using a substrate solution. An optical reader then

quantifies the percentages of Hb variants.10,11 These
laboratory methods are accurate, sensitive, and reproducible;
however, they necessitate expensive equipment, lengthy
processing time, and expert interpretation, making them
unsuitable for widespread use in resource-limited
countries.12,13

Recently, point-of-care (POC) technologies have emerged
to address diagnostic challenges in developing countries,
improving cost-effectiveness, portability, and requiring
minimal training to operate.12 The sickle solubility test is a
simple diagnostic method that is widely available and can
visually confirm the presence of HbS in a blood sample.
However, it cannot easily distinguish between more severe
sickle cell anemia, milder forms of the disease or sickle cell
trait (SCT).14 This limits the clinical usefulness of this test,
especially in areas such as Sub-Saharan Africa where up to
30% of people may carry SCT.15,16 The standard solubility test
was modified by introducing a paper-based substrate that
precipitates HbS onto paper and quantifies its percentage
using imaging analysis.17–20 Although it significantly
improves differentiation between SCD and SCT, it has low
specificity and may lack accuracy due to potential false
negatives in newborns with high fetal hemoglobin (HbF) and
low HbS levels.

Traditional laboratory tests have also been modified for
use in point-of-care settings. Paper-based microchip
electrophoresis, miniaturization of conventional
electrophoresis, offers comparable results to gold standards
but demands moderately complex laboratory processing.15,21

Lab Chip, 2026, 26, 2187–2200 | 2187This journal is © The Royal Society of Chemistry 2026

a Paul M. Rady Department of Mechanical Engineering, University of Colorado,

Boulder, CO, USA. E-mail: Xiaoyun.Ding@colorado.edu
bDepartment of Molecular, Cellular and Developmental Biology, University of

Colorado, Boulder, CO, USA
c Colorado Sickle Cell Treatment and Research Center, School of Medicine,

Anschutz Medical Campus, University of Colorado, Aurora, CO, USA
d Biomedical Engineering Program, University of Colorado Boulder, CO, USA
e BioFrontiers Institute, University of Colorado, Boulder, CO, USA

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
D

ec
em

be
r 

20
25

. D
ow

nl
oa

de
d 

on
 5

/1
/2

02
6 

5:
01

:0
4 

A
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online
View Journal  | View Issue

http://crossmark.crossref.org/dialog/?doi=10.1039/d4lc00847b&domain=pdf&date_stamp=2026-03-27
http://orcid.org/0000-0002-2938-3346
http://orcid.org/0009-0001-6980-3659
http://orcid.org/0000-0003-4252-9335
http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4lc00847b
https://pubs.rsc.org/en/journals/journal/LC
https://pubs.rsc.org/en/journals/journal/LC?issueid=LC026007


2188 | Lab Chip, 2026, 26, 2187–2200 This journal is © The Royal Society of Chemistry 2026

Lateral flow assays utilize immunoassay mechanisms like
ELISA but integrate all necessary components into one paper
strip with high diagnostic sensitivity and specificity.22–25

However, preparing testing strips is complex, and antibodies
require strict storage conditions, making transport in
extreme temperatures and humidities challenging.

As HbS-containing erythrocytes are denser than their
normal counterparts, Kumar et al. created an aqueous
multiphase system (AMPS) to separate RBCs into layers based
on densities,26,27 while Goreke et al. applied magnetic
levitation principle to pull denser HbS-containing RBCs to
the bottom of the capillary and calculated the density range
of HbS-containing RBCs and HbA-containing RBCs,
respectively, for diagnosis.28 However, these methods were
unable to diagnose milder forms of the disease or SCT.
Moreover, their reliance on extra equipment or complex
procedures makes them less optimal for POC settings.

Microfluidic lab-on-a-chip devices have been widely
utilized for disease diagnosis due to their ability to facilitate
cost-effective device fabrication, integrate operating systems
into a compact form, and enable rapid tests.29,30 Man et al.
devised a gradient-microcapillaries chip to quantify occlusion
blockage caused by the reduced deformability of HbS
polymerization.31 Alapan et al. utilized the endothelium-
associated proteins, fibronectin and laminin, to gauge
adhesive HbS-containing RBCs.32 Liu et al. discerned
discrepancies in electrical impedance signals between HbS-
containing RBCs and normal RBCs, offering novel insights
for SCD diagnosis.33 These approaches exhibited promising
capabilities for accurately diagnosing SCD, but they still
required complex device fabrication and expert execution of
experiments.

The integration of surface acoustic wave (SAW) technology
with microfluidics has found applications in diverse
biological contexts, offering both high biocompatibility and
precise fluid control.34–36 Moreover, acoustic energy has been
used to precisely heat and control on-chip temperatures.37–39

This coupling of acoustic forces and acoustic-induced heating
has enabled highly sensitive and label-free monitoring of
protein–ligand interactions to identify drug candidates for
protein targets.38 This method also showed promise as a way
to quickly distinguish healthy and SCD samples by
measuring changes in thermal stability in sickled cells;
however, it required preprocessed cell lysate and did not
distinguish between SCD and SCT.

Here, we have discovered new biomarkers for SCD
diagnosis, enabled by acoustic probing: combining acoustic
radiation force and acoustic heating. We apply surface
acoustic waves (SAWs) to lyse RBCs and induce protein
denaturation and aggregation on-chip. Pathological changes
within sickle cells will generate impact on cell integrity such
as cell membrane integrity and protein thermal stability
shift.5 We track these impacts by introducing two new
biomarkers—cell membrane stability by measuring the peak
RBC lysis temperature point from whole blood samples, and
plasma protein concentration by measuring relative protein

precipitation from plasma samples—which both enable fast
and easy diagnosis of SCD. Our acoustic technique presents
multiple advantages over current SCD diagnostic tests: easy
fabrication, minimal sample usage (less than 2 μL), rapid
results in under 2 minutes, high accuracy, and no need for
expertise or expensive equipment. Altogether, these acoustic-
enabled biomarkers could pave the way for rapid SCD
diagnosis and overall blood health testing in POC settings.

Experimental methods
Device fabrication

The SAW device consists of a lithium niobate (LiNbO3)
substrate patterned with two identical IDTs on either side
of a PDMS channel. The IDTs were patterned onto a 500
μm thick, 76.2 mm, Y + 36° X-propagation LiNbO3 wafer
using standard photolithography techniques. First, a layer
of photoresist (S1813, Dow, USA) was spin-coated onto the
wafer. The IDT structures were then patterned onto the
wafer using UV light exposure and then developed using a
photoresist developer (MF319, Dow, USA). Next, layers of
chrome and gold (Cr/Au, 10/100 nm) were deposited using
e-beam evaporation. Excess photoresist was removed using
a lift-off process (Remover PG, Kayaku, Japan). Finally, the
wafer was diced into individual devices each containing a
pair of identical IDTs. Each individual IDT consists of 20
electrode pairs with a spacing of 50 μm and an aperture of
10 mm.

The PDMS chamber was made using a negative replica
from an SU8 master mold. To fabricate the SU8 mold, an 80
μm thick layer of SU8 2025 photoresist (MicroChem, USA)
was spin-coated on a 76.2 mm silicon wafer. The wafer was
then patterned using standard optical lithography. To create
PDMS replicas, the master mold surface was first modified
by placing it in silane vapor for 30 minutes. Then, a mixture
of PDMS base and cross-linker (Sylgard 184, Dow Corning,
USA) with a ratio of 10 : 1 w/w was poured onto the master
mold and cured at 65 °C for one hour. Inlet and outlet holes
with a 0.75 mm diameter, and a 0.35 mm diameter hole in
the center of the chamber to measure the temperature, were
punched using biopsy hole punchers. Finally, the PDMS
chamber was bonded to the LiNbO3 substrate using oxygen
plasma (PDC-001, Harrick Plasma, USA). To ensure a strong
bond, the device was baked overnight at 65 °C.

Samples and materials

Healthy human whole blood (WB) samples were purchased
from Zen-Bio Inc (Research Triangle Park, NC, USA). Post-
exchange waste HbSS sickle cell disease WB samples were
obtained through the Colorado Sickle Cell Treatment and
Research Center (Aurora, CO, USA). These samples contain a
mixture of both HbSS cells and transfused normal HbAA
RBCs. Pre- and no exchange HbSS sickle cell disease WB
samples were obtained from the Sickle Cell Treatment and
Research Center with informed consent under a Colorado
Multiple Institutional Review Board approved protocol
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(protocol #: 20-0505). These samples contain a higher
percentage of HbSS RBCs as compared to the post-exchange
waste blood samples. All WB samples were stored in K2 EDTA
anticoagulant coated tubes (Vacutainer, BD, USA) at 4 °C.
Human blood plasma was obtained by centrifuging the WB
samples at 2000g for 10 min and stored at 4 °C. Some of the
collected plasma from each sample was set aside for long-
term storage at −20 °C and used for conventional protein
concentration experiments. All WB samples were tested in
the SAW device one day after collection. All plasma samples
were tested in the SAW device within one week after
collection. Samples were diluted in phosphate-buffered saline
(PBS) (Thermo Fisher Science, USA) before experimentation.
For all experiments, WB was diluted at a 1 : 10 WB : PBS (v/v)
ratio and plasma was diluted at a 1 : 1 v/v ratio.

The following purified proteins and compounds were
used: human γ-globulins (Millipore Sigma, USA), human
hemoglobin (Millipore Sigma), human serum albumin
(Millipore Sigma) and bilirubin (Millipore Sigma). For the
elevated protein study, all proteins and compounds were
diluted in PBS to create solutions at different concentrations
and then mixed with plasma at a 1 : 1 v/v ratio. Bilirubin was
first dissolved in dimethyl sulfoxide (DMSO) (Millipore
Sigma) before PBS dilution, making sure that the final DMSO
concentration was under 2% (v/v) to prevent damage to
plasma proteins. For the BCA assay, bovine serum albumin
(BSA) (Millipore Sigma) was used as a standard solution.

All experiments were performed in accordance with the
guidelines of the Declaration of Helsinki and the U.S. Federal
Policy for the Protection of Human Subjects (Common Rule,
45 CFR 46), and experiments were approved by the ethics and
biosafety committees at University of Colorado Boulder.
Informed consent was obtained from human participants of
this study.

Device operation

An RF function generator (33500B, Keysight, USA) and power
amplifier (403LA, E&I, USA) were used to input the signal into
the IDTs via a pair of BCA cables. A set of PCB connectors
transferred the signal from the BCA cables to the IDTs. Prior
to each experiment, the optimal working frequency of each
device was determined at room temperature (RT) using a
network analyzer (E5061B, Keysight, USA). The working
frequency bandwidth ranged approximately from 19.5 to
20.1 MHz. This frequency was held constant throughout the
temperature ramp (RT to 90 °C).

Before each experiment, the PDMS channel was washed
with concentrated bleach and water. Air bubbles were
removed with ethanol, and PBS was manually preinjected
into the inlet hole of the channel using a micropipette. For
experiments, approximately 5 μL of diluted WB, plasma or
protein sample was manually injected into the channel,
taking care that no air bubbles were left trapped inside. The
SAW device was mounted on a custom-built 3D printed
holder and placed on the stage of an inverted microscope

(Eclipse Ti2, Nikon, Japan). The PDMS channel was imaged
with a digital CMOS camera (Orca-Flash 4.0, Hamamatsu,
Japan) in combination with the included imaging software
(HCImage Live, Hamamatsu, Japan). All videos were recorded
at 2.5 frames per s using a 10× objective under brightfield
microscopy (lighting: 50% brightness, lowest aperture). Each
captured image was 2048 × 2048 pixels. To ensure consistent
measurements, the same channel area was imaged for all
experiments. To monitor the temperature inside the PDMS
channel, a digital thermocouple connected to a DAQ system
(NI, USA) and interfaced with LabVIEW (National
Instruments, USA) was inserted in the middle of the channel
and collected a measurement corresponding to every image
frame.

Image analysis

All processing of videos and images was completed using
ImageJ.40 ROIs were initially traced using the rectangular
selection tool. For WB images, a single ROI (1400 × 2000
pixels) across the entire channel area was used. For plasma
images, ROIs (40 × 2000 pixels) were focused on all nodal
lines when proteins aggregated (see Fig. S2A for example
ROIs). To maintain consistency, the same ROI locations were
selected for all experiments. Cell lysis and protein
denaturation curves were generated using the plot z-axis
profile feature in ImageJ to calculate the average grayscale
intensity in the ROI for each frame across the entire image
stack. The peak cell lysis point in WB was quantified by
matching the rightmost peak of the curve to its
corresponding temperature (see Fig. 1D). The grayscale
intensity change in plasma was calculated by subtracting the
intensity value at 90 °C from the intensity at the first
inflection point (see Fig. 1E).

BCA protein assay

25 μL of BSA standard was pipetted into microwells of a
standard 96-microwell plate across a working range of 50–
500 μg mL−1. Plasma samples were diluted 150×, 300×, and
600× to match the working range and pipetted into the
microwells. 200 μL of working reagent (Pierce BCA Protein
Assay Kit, Thermo Fisher Scientific, USA) was added to each
well and the plate was incubated at 37 °C for 30 minutes.
Absorbance was then measured at 562 nm using a plate
reader. Plasma concentration was calculated by linearly
interpolating to the BSA standard absorbance values and
multiplying by the corresponding dilution factor.

Statistical analysis

Statistical details are provided in the figure legends. To
avoid pseudoreplication and maintain statistical
independence, all data were first aggregated per donor,
ensuring one data point per donor per condition. All
statistical analyses were then performed on these donor-
aggregated values using R Studio (R Foundation for
Statistical Computing, Vienna, Austria) and OriginPro
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(OriginLab, USA) software. For all tests of significance
between data sets, two-sided, unpaired Student's t-tests were
performed on the donor-level aggregated data (n = 5 donors
per group). Effect sizes were calculated as Cohen's d with
95% confidence intervals to assess the magnitude of
observed differences. Effect size interpretations followed
Cohen's conventions: |d| < 0.2 (negligible), 0.2 ≤ |d| < 0.5
(small), 0.5 ≤ |d| < 0.8 (medium), and |d| ≥ 0.8 (large).
Significance was determined as follows: *P < 0.05, **P <

0.01, ***P < 0.001. Receiver operator characteristic (ROC)
curves were generated using donor-aggregated data, and the
optimal threshold, area under the curve with 95%
confidence intervals, sensitivity, and specificity were
extracted using the built-in ROC curve command in
OriginPro. Diagnostic accuracy was calculated by dividing

the total number of true positive and true negative
classifications by the total number of donors tested.

Results and discussion
Working principle of acoustic probing

The schematic and working principle of the acoustic probing
technique is shown in Fig. 1. The device consists of a
rectangular polydimethylsiloxane (PDMS) channel filled with
fluid bonded to a 500 μm thick piezoelectric lithium niobate
substrate. The 10 mm long channel has a height of 80 μm
and a width of 1 mm. An identical pair of gold interdigital
transducers (IDTs) are fabricated onto the lithium niobate
substrate on either side of the channel. The device is placed
in a custom-built holder fitted to a microscope stage and

Fig. 1 Working mechanism of the SAW diagnostic device. acoustic probing method. (A) Schematic of SAW integrated device showing identical
IDTs on either side of the PDMS channel fabricated onto a lithium niobate substrate. IDTs produce a standing SAW field inside the channel which
induces acoustic patterning and heating. (B) Top view diagram illustrating the phases undergone by RBCs in the whole blood chamber upon SAW
application: (I) RBC alignment along pressure nodes, (II) RBC lysis, and (III) protein denaturation, precipitation, and aggregation along pressure
nodes. If plasma is placed in the channel instead, phases (I) and (II) are skipped and the process proceeds directly to phase (III). Cell and protein
illustrations created with https://www.biorender.com. (C) Photo of example device. Scale bar: 5 mm. (D) Cell lysis and protein precipitation curve
generated from tracking average grayscale intensity as a function of temperature when using whole blood samples. Peak cell lysis point can be
extracted from the curve. (E) Protein precipitation curve generated from tracking average grayscale intensity as a function of temperature when
using plasma samples. Relative plasma protein precipitation can be extracted from the curve.
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connected to BCA cables via a custom PCB connector (Fig. S1)
Upon actuation via a radio frequency (RF) input (19.5 MHz),
the IDTs produce SAWs which propagate along the surface of
the substrate towards the PDMS channel. As the SAWs reach
the fluid in the channel, the difference in velocity of acoustic
propagation along the fluid versus the substrate causes
leakage of some of the wave energy into the fluid. This energy
imparted into the fluid gives rise to a rapid acoustic heating
effect, which can be precisely controlled via the RF input
power. Concurrently, interference caused by the SAWs
propagating from the identical IDTs on either side of the
channel results in the formation of a one-dimensional
standing SAW field with areas of high-pressure nodes and
low-pressure antinodes. Particles in the fluid are pushed
towards and concentrated at the nodes.

It is important to note that the generated SAWs will
penetrate into the lithium niobate substrate up to 4–5 times
the wavelength. This means that for the operating frequency
of 19.5 MHz, the waves may penetrate though the entire 500
μm thick substrate, which may introduce spurious Lamb
waves that travel through the bulk of the substrate into the
system.41,42 The combined presence of SAWs and Lamb
waves in the system may lead to some potential energy losses
but do not change the overall working principle of precisely
controlled acoustic radiation force and acoustic heating.

When the chamber is filled with whole blood, applying
SAW immediately pushes the RBCs towards the pressure
nodes, patterning and aligning them into concentrated lines
(Fig. 1C). The fluid in the channel then rapidly heats up due
to the acoustic heating effect and eventually reaches a critical
temperature where the cells start to lyse (Fig. 1C). As the
temperature continues to increase, the released proteins from
the cell start to denature, precipitate, and aggregate along the
nodes (Fig. 1C). This entire process (Movie S1) can be visually
tracked by measuring the average grayscale intensity of a
selected region of interest (Fig. S2A) as a function of
temperature and generating a cell lysis and protein
precipitation curve (Fig. 1D). This curve follows a
characteristic shape from which specific points
corresponding to the critical steps in the lysis and
precipitation process can be extracted, including the initial
SAW-induced patterning, the peak cell lysis point, and the
onset of protein denaturation, precipitation, and aggregation.
Specifically, we find that we can quantify the membrane
stability of RBCs in a whole blood sample by measuring the
peak cell lysis point.

If instead the channel is filled with pre-centrifuged blood
plasma, a similar process as with whole blood unfolds, but
bypasses the initial RBC patterning and lysis steps, since
there are no cells contained in the plasma (Movie S2). By
measuring the average grayscale intensity as a function of
temperature, a protein precipitation curve can be generated
(Fig. 1E). Then, by calculating the difference between the
measured grayscale intensity before and after the protein
denaturation and precipitation process, we can quantify the
protein concentration in a plasma sample by measuring the

relative plasma protein precipitation. Using our acoustic
probing technique, we demonstrate a proof of concept for
using both novel biomarkers, RBC membrane stability and
plasma protein concentration, for rapid diagnosis of SCD.

Characterizing the acoustic heating rate

Previous work with traditional thermal shift assays has
shown that the melting point of proteins is highly dependent
on the applied heating rate.43,44 Therefore, it was critical to
make sure that the acoustic heating rate was precisely
controllable and repeatable to achieve accurate results. We
tracked the temperature in the channel for three different
applied input powers at 20 MHz frequency and showed
negligible variability between individual tests for each power
level (Fig. S3). RBC lysis and subsequent protein aggregation
in whole blood samples started around 70 °C, and by 90 °C,
the entire process was generally complete. Similarly, the
protein denaturation and aggregation process in plasma
started around 55 °C, and a majority was complete by 90 °C.
Therefore, a 1.5 W input was required to reach high enough
temperatures to ensure complete tracking. However,
continuing to heat the chamber to 100 °C sometimes led to
complications including bubble formation, evaporation, and
the potential of device breakage from high thermal stress.
Therefore, for all future experiments, we developed a
standard protocol where 1.5 W input power was applied to
increase the channel temperature from room temperature
(21 °C) to 90 °C in approximately 110 seconds, after which
the SAW input was turned off.

RBC membrane stability is a biomarker for sickle cell disease

Sickle cell disease (SCD) is an inherited disorder caused by
the mutation of the β chain of hemoglobin (β-globin). The
most common and severe form of the disease, sickle cell
anemia, stems from the point mutation in position 6, where
glutamic acid is substituted by valine, leading to the
formation of sickle cell hemoglobin (HbS).2,4 When the HbS
mutation occurs in two chromosomes, it is known as HbSS,
where RBCs have no source of normal β-globin.45 The
presence of HbSS is characterized by numerous changes to
the biomechanical properties of RBCs including mechanical
fragility, poor deformability, and the typical sickling shape.5

When the mutation occurs in only one chromosome, the
remaining chromosome produces healthy β-globin, leading
to nearly equal portions of healthy and sickled cells in
individuals, i.e. HbAS. This is known as sickle cell trait (SCT),
which is not associated with the typical clinical
manifestations of sickle cell disease.46 There are other less
common genotypes as well, including HbSC and HbSβ-
thalassemia among others. Standard electrophoresis
measurements and other standard laboratory methods can
quantify the exact percentages of each type of hemoglobin in
a patient. For individuals with HbSS, HbS levels are usually
greater than 80% with the remaining fraction being mostly
fetal Hb F. For individuals with HbAS sickle cell trait, HbS
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levels are usually 40% or lower and approximately 60%
healthy HbA.47

We first investigated our ability to quantify RBC
membrane stability using peak RBC lysis points from whole
blood samples to distinguish between three different adult
donor sets: healthy HbAA (control) and two sets of samples
taken from various stages of the SCD transfusion exchange
process or not on exchange:48 post-exchange waste HbSS and
pre-/no exchange HbSS. Each donor group contained an

approximate range of HbA and HbS proportions: control
samples (HbA: 100%, HbS: 0%), post-exchange waste HbSS
(HbA: 70–75%, HbS: 25–30%), pre-/no exchange HbSS (HbA:
60–70%, HbS: 30–40%). Although transfusions decreased the
severity of the disease and changed the characteristic HbA
and HbS percentages compared to those without any
intervention, we were still able to test three distinct groups
with different HbS levels to measure the diagnostic potential
of our biomarker.

Fig. 2 RBC membrane stability as a diagnostic biomarker for sickle cell disease. (A) Representative images with enhanced contrast showing key
phases of cell lysis and protein denaturation with corresponding temperature when SAW is applied to a whole blood sample. Images are taken
from a single healthy HbAA donor. Note: raw images with unchanged contrast that were used for analysis are available in the SI (see Fig. S2B). (B)
Averages of cell lysis and protein denaturation curves comparing healthy HbAA (HbS: 0%), post-exchange waste HbSS (HbS: 25–30%), and pre-/no
exchange HbSS donors (HbS: 30–40%). Points on the curve corresponding to representative images in (A) are labeled. The average peak cell lysis
points for all three donor groups are shown (colored arrows). (C) Comparison of average peak cell lysis points measured for individual donors and
sorted into the three donor groups as a measure of RBC membrane stability. Each data point represents one technical replicate. Data are means ±

s.d. from 5 donors per group with at least 4 independent trials per donor. For statistical analysis, data were aggregated per donor (averaging
technical replicates for each donor) prior to performing two-sided, unpaired Student's t-tests. HbA vs. waste HbSS: *P = 0.048, Cohen's d = −1.48
(95% CI: −3.12 to 0.17); HbA vs. pre-exchange HbSS: *P = 0.016, Cohen's d = −1.92 (95% CI: −3.69 to −0.16); waste HbSS vs. pre-exchange
HbSS: P = 0.115, Cohen's d = −1.12 (95% CI: −2.69 to 0.45). *P < 0.05, **P < 0.01, NS: not significant.

Lab on a ChipPaper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
D

ec
em

be
r 

20
25

. D
ow

nl
oa

de
d 

on
 5

/1
/2

02
6 

5:
01

:0
4 

A
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online

http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4lc00847b


Lab Chip, 2026, 26, 2187–2200 | 2193This journal is © The Royal Society of Chemistry 2026

We used the developed SAW input protocol to track the
average grayscale intensity of whole blood samples from each
donor set as a function of temperature. A representative set
of images with heightened contrast showing each phase in
the lysis and precipitation process of a healthy HbAA control
donor is shown in Fig. 2A. For all analysis, we used raw
unchanged images (Fig. S2B). We then averaged the cell lysis
and protein precipitation curves that were generated for each
donor set (Fig. 2B). Initially RBCs were evenly dispersed
throughout the channel. When SAW was turned on, the RBCs

aligned to pressure nodes, which corresponded to a slight
increase in the grayscale intensity. As the temperature in the
chamber continued to increase, we tracked an initial peak in
the grayscale intensity corresponding to a shift in the
patterned alignment at approximately 55–60 °C. We believe
this shift potentially occurs due to structural changes to the
RBC membrane leading to changes in cell density.49 We then
identified a second sharp peak that began to form after
approximately 70 °C. This was the critical point at which the
majority of RBCs had been lysed, i.e. the peak cell lysis point.

Fig. 3 Elevated plasma protein concentration as a diagnostic biomarker for sickle cell disease. (A) Representative images with enhanced contrast
showing gradual darkening from increasing protein precipitation and aggregation at nodes with corresponding temperature when SAW was
applied to a plasma sample. Images are of plasma that was taken from a single healthy HbAA donor. Note: raw images with unchanged contrast
that were used for analysis are available in the SI (see Fig. S2C). (B) Averages of protein precipitation curves comparing healthy plasma from HbAA
donors, and SCD plasma from pre-/no exchange HbSS donors. Points on curve corresponding to representative images in (A) are labeled. (C)
Comparison of relative plasma protein precipitation measured by average raw grayscale intensity difference at 90°C for healthy and SCD donor
groups as a measure of plasma protein concentration. Each data point represents one technical replicate (n = 5 donors per group, ≥4 trials per
donor). Data are means ± s.d. Statistical analysis was performed on donor-aggregated values using two-sided, unpaired Student's t-test. *P =
0.012, Cohen's d = −2.05 (95% CI: −3.85 to −0.25). *P < 0.05.
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Interestingly, we found that the peak cell lysis point shows a
rightward shift correlated with the disease severity of the
donor group. On average, HbAA controls lyse at 70.9 °C, post
exchange waste HbSS samples lyse at 73.2 °C, and pre-/no
exchange HbSS samples lyse at 76.4 °C (Fig. 2B). Assessment
of individual donor samples from each group showed the
presence of three different ranges of peak cell lysis
corresponding to severity of disease (based on expected % of
HbSS cells) (Fig. 2C), illustrating a difference in RBC stability
between the difference groups and showcasing its use as a
biomarker to diagnose sickle cell disease.

Plasma protein concentration is a biomarker for sickle cell
disease

We then showcased the versatility of our acoustic probing
method by replacing whole blood with blood plasma. Plasma
is a commonly obtained diagnostic sample,50 and broadening
the usable samples readily extends the diagnostic utility of
our technique. SCD is associated with an increase in total
protein concentration in plasma,51 and measurements that
can detect high levels of protein show promise as a
diagnostic biomarker. Conventional methods to measure
total protein concentration in plasma include colorimetric
assays, such as the bicinchoninic acid (BCA) assay.52 Specific
proteins can be measured using ELISA.53,54 However, neither
are amenable to rapid POC diagnostics due to the high cost
of reagents and equipment as well as lack of quality control,
particularly in resource-limited settings.

We centrifuged and extracted the supernatant plasma from
the same whole blood samples that were used for the previous
cell lysis tests. It is important to note that due to the dynamics
of the transfusion exchange procedure where only RBCs are
exchanged, plasma extracted from the post-exchange waste
HbSS samples and the pre-/no exchange HbSS samples are
functionally identical (Fig. S4), so we only focused on
distinguishing between plasma taken from healthy HbAA
controls (healthy plasma) and pre-/no exchange HbSS (pre-/no
exchange SCD plasma). We used the same SAW protocol as
before to heat the plasma samples such that they would
denature, precipitate, and aggregate at the pressure nodes. A
set of representative images with heightened contrast shows
the gradual darkening patterns forming as more and more
protein aggregates were visible (Fig. 3A). For analysis, raw
images with no contrast alterations were used (Fig. S2C). All
imaging was performed under constant lighting conditions
(brightfield at 50% brightness with lowest aperture) to ensure
consistent grayscale intensity measurements across all
samples and experimental sessions. We tracked and averaged
the protein precipitation curves that were generated for each
donor set and pinpointed the representative images'
corresponding intensity on the curve (Fig. 3B). Initially, the
plasma was visually clear and showed the highest average
intensity. Once SAW was turned on, the grayscale intensity
slightly decreased even without any visual protein aggregation.
This was due to changes in light refraction due to the presence

of the acoustic pressure field. At approximately 55 °C, protein
precipitates started to be visible, which could be seen on the
curve as the first inflection point. Interestingly, we observed
that after approximately 70 °C, a gap between the healthy
plasma controls and the pre-/no exchange SCD samples could
be seen. This gap increased at a higher rate after 80 °C until
we stopped measurements at 90 °C (Fig. 3B). We quantified
the average grayscale intensity change in plasma, i.e. the
relative plasma protein precipitation, by subtracting the
measured intensity at 90 °C from the measured intensity at
the first inflection point (∼55 °C). Assessment of individual
donor samples from both groups again shows a significant
difference in the average intensity change (Fig. 3C). SCD
samples showed an average change of 1309 a.u., while healthy
controls showed an average change of 1029 a.u., a relative
increase of 27% (280 a.u.) (Fig. 3B). This suggests that
measuring higher intensity directly measures a relative
increase in total protein concentration in the diseased sample.
This straightforward use of our acoustic probing method to
measure plasma protein concentration illustrates its potential
use as a second biomarker to diagnose SCD.

Acoustic probing of protein concentrations in plasma

Next, we further validated whether quantifying the relative
plasma protein precipitation biomarker was an accurate
measurement of the true protein concentration in a given
plasma sample. To gain an understanding of how
sensitive our measured intensity signal was to known
changes in concentration, we tracked the intensity change
for plasma samples for different dilution concentrations in
PBS (Fig. S5). Our results illustrated the clear correlation
between the known plasma concentration and the measured
relative protein precipitation using our acoustic method.

We then used a standard colorimetric BCA assay to
measure the true total protein concentration levels in our
tested samples to confirm that the SCD donors did indeed
contain higher concentrations compared to the healthy
donors. Our results showed that the SCD plasma samples
showed a significant increase in measured concentration
compared to healthy samples, with the SCD samples
containing an average of 79.4 mg mL−1 and the healthy
samples containing an average of 65.4 mg mL−1, a relative
increase of 21% (Fig. S6). This relative increase in
concentration was quite similar to the relative plasma protein
precipitation difference that we measured using our SAW
device, again suggesting that our acoustic method was
correctly measuring total protein concentration levels.

Subsequently, to identify if specific plasma proteins were
having an outsized influence on the intensity change signal,
we added known concentrations of individual proteins and
compounds that are recognized as having increased levels in
SCD. Considering our visual protein precipitation-based
measurement, we expected that proteins found in the largest
concentrations in plasma would have the most obvious effect
on intensity change. The most abundant protein found in
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plasma is human serum albumin (HSA), which makes up
more than half of the total protein present.55 Most of the
remaining fraction, approximately 40%, is made up of the set
of proteins known as globulins.56 Previous studies have
shown that SCD shows up to a 2× increase in globulin
concentrations.51,57 In particular, γ-globulins, a major class of
immunoglobulins, showed a marked concentration
increase.58 On the other hand, HSA has not shown any
significant increase in SCD patients.51,57,58

To estimate the effect that increased γ-globulins had on our
grayscale intensity signal, we added known concentrations of
purified γ-globulins to healthy plasma samples. We chose test
concentrations based on expected γ-globulin values in SCD
patients taken from previous studies.51,57,58 We measured the
grayscale intensity change for baseline healthy plasma samples
and then compared when three increasing elevated
concentrations of γ-globulins (+0.5, +1.0, +2.0 g dL−1) were
added to the same samples (Fig. 4A). The results clearly showed
a significant increase in grayscale intensity change when
increasing the γ-globulin concentration. Compared to the
healthy plasma baseline, adding 0.5 g dL−1 increased the
intensity by an average of 226 a.u., 1.0 g dL−1 increased the
intensity by 345 a.u., and 2.0 g dL−1 increased the intensity by
522 a.u. Interestingly, this relative increase was in the same
range as what was previously measured in the SCD plasma
samples compared to healthy plasma (an increase of 280 a.u.)
(Fig. 3B). This suggests that γ-globulin concentration plays a
major role in our measured plasma intensity change signal for
SCD diagnosis.

We then tested the effect that free hemoglobin in plasma
had on our intensity signal. Hemoglobin is contained within
RBCs and is generally not present at significant levels in
plasma.59 However, SCD is known to cause chronic
intravascular hemolysis, which releases the cellular contents
and results in significantly elevated plasma hemoglobin

levels.60 Similar to the globulin test, we added known
concentrations of purified hemoglobin to healthy plasma
samples. We chose test concentrations of free hemoglobin
based on expected values measured in previous studies.60 As
before, we measured the grayscale intensity change for
baseline healthy samples and compared it with three elevated
hemoglobin concentrations (+20, +40, +80 mg dL−1) (Fig. 4B).
It is important to note that although these test
concentrations were significantly elevated compared to
healthy samples, they were an order of magnitude lower than
in the globulin test. The results showed a slight increase in
grayscale intensity change as the hemoglobin concentration
was increased. Compared to the healthy plasma baseline,
adding 20 mg dL−1 hemoglobin increased the intensity an
average of 83 a.u., 40 mg dL−1 increased the intensity by 121
a.u., and 80 mg dL−1 increased the intensity by 166 a.u. This
suggests that elevated hemoglobin in plasma potentially
plays a small role in our measured SCD diagnostic signal, but
it is far less important than globulin.

To explore whether non-protein compounds played any role
in our grayscale intensity measurement, we tested the effect
that elevated bilirubin had on the signal. Bilirubin is a
yellowish pigment compound that occurs during the
breakdown of hemoglobin.61 Elevated bilirubin is a common
manifestation in SCD patients, stemming from chronic
hemolysis.62 As before, we added known concentrations of
purified bilirubin to healthy plasma samples, choosing test
concentrations based on expected values measured in previous
studies. We measured the grayscale intensity change for the
baseline healthy plasma samples and compared it with three
elevated concentrations of bilirubin (+5, +10, +20 mg dL−1)
(Fig. 4C). These tests showed no increase in the grayscale
intensity change when bilirubin was added to the healthy
plasma sample. This confirmed that our intensity signal was
dependent specifically on the protein denaturation,

Fig. 4 Assessing the impact that adding known concentrations of specific proteins or compounds has on the relative plasma protein precipitation
signal. (A) Characterizing the effect that purified γ-globulins added to healthy plasma samples have on the intensity change. Elevated γ-globulins
concentration corresponds to a clear increase in the signal. Baseline vs. +2 g dL−1: **P = 0.005, Cohen's d = −4.69 (95% CI: −9.08 to −0.30). All
others, not significant. (B) Characterizing the effect that purified hemoglobin added to healthy plasma samples has on the intensity change.
Elevated hemoglobin concentration corresponds to a slight increase in the signal. Baseline vs. +80 mg dL−1: *P = 0.046, Cohen's d = −2.34 (95%
CI: −5.28 to 0.60). All others, not significant. (C) Characterizing the effect that purified bilirubin added to healthy plasma has on the intensity
change. Elevated bilirubin plays no effect on the intensity signal (all comparisons, P > 0.05). Each data point represents one technical replicate.
Data are from 3 healthy donors with 3 independent trials per donor per condition. Data are means ± s.d. For statistical analysis, technical replicates
were averaged per donor, and two-sided, unpaired Student's t-tests were performed on donor-aggregated values. *P < 0.05, **P < 0.01, NS, not
significant.
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precipitation, and aggregation process rather than the
presence of increased pigment in the sample.

We then investigated if the denaturation of specific
proteins could be mapped to the general protein
denaturation curve that we measured for plasma. We first
plotted the denaturation curves of the most abundant
proteins found in plasma, specifically human serum albumin
(HSA) and globulins, using estimated physiological
concentrations (Fig. S7). To simplify the study, we used
purified γ-globulins as an estimation for globulins overall.
We also plotted the denaturation curve of purified
hemoglobin, which may have a small effect on the general
denaturation curve as well (Fig. S7). Both the γ-globulins and
HSA showed denaturation starting to occur after 75 °C. This
corresponds with a major part of the intensity difference

between healthy plasma and SCD plasma, which also occurs
after 75 °C. Previous work has not described significantly
increased HSA in SCD patients,51,57,58 so our result again
points to γ-globulins playing a key part in our diagnostic
signal. For hemoglobin, although visual aggregation could be
starting at approximately 55 °C, the change in grayscale
intensity was negligible compared to both HSA and
γ-globulins, again suggesting it is not a key part of our
measured signal.

ROC curves and combined SCD score quantify diagnostic
capability of these new biomarkers

Finally, we quantitatively characterized the diagnostic
capability of both biomarkers using our acoustic probing

Fig. 5 Receiver operator characteristic (ROC) curves quantifying the diagnostic capability of the new acoustic enabled biomarkers. (A) ROC curves
evaluating diagnostic performance of RBC membrane stability measurement in whole blood comparing healthy HbAA, post-exchange waste HbSS,
and pre-/no exchange HbSS. (B) ROC curve evaluating the diagnostic performance of plasma protein concentration measurement comparing
healthy and SCD plasma. Optimal threshold for all curves is labeled. Compared to random guess reference line (dashed gray), all curves are close
to the top left-hand corner demonstrating good diagnostic performance. ROC curves and area under the curve (AUC) values were calculated using
donor-aggregated data. (C) Combined diagnostic by generating normalized score (0–1) for both (i) RBC membrane stability and (ii) plasma protein
concentration and adding together to produce (iii) a combined SCD score (0–2). Pink squares – cell lysis and plasma precipitation score from donor
P1. Green square – combined SCD score for donor P1 suppresses outlier. Each data point represents the mean value from one donor (n = 5 donors
per group, with at least 4 trials averaged per donor). Student's t-test of independence was performed between individual donors. Cell lysis score:
HbA vs. pre-exchange HbSS, **P = 0.002, d = −2.89 (95% CI: −4.98 to −0.81); plasma precipitation score: HbA vs. pre-exchange HbSS, *P = 0.012,
d = −2.05 (95% CI: −3.85 to −0.25). Combined SCD score: HbA vs. pre-exchange HbSS, **P = 0.001, d = −3.04 (95% CI: −5.19 to −0.90). *P < 0.05,
**P < 0.01.
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method by plotting receiver operating characteristic (ROC)
curves comparing samples for all donor groups (n = 5 per
group). ROC curves plot the true positive rate (sensitivity)
against the false positive rate (1-sensitivity) for a full range
of threshold values. For the RBC membrane stability
diagnostic biomarker using the peak cell lysis point, we
plotted three ROC curves comparing the three different
groups (Fig. 5A), and for the elevated plasma protein
concentration biomarker using relative protein precipitation,
we plotted one ROC curve comparing two groups (Fig. 5B).
We then calculated the area under the curve (AUC)
comparing each group. By measuring RBC membrane
stability, we could perfectly distinguish between HbAA and
pre-/no exchange HbSS with an AUC of 1.00. Our method
also showed a strong ability to distinguish between HbAA
and waste HbSS as well as waste HbSS and pre-/no
exchange HbSS with AUCs of 0.88 and 0.92, respectively. We
also plotted the optimum threshold values, from which we
extracted the diagnostic sensitivity, specificity, and accuracy
for each comparison (Table 1), which shows similar
performance in distinguishing HbAA and HbSS compared to
other recently developed POC diagnostic methods,26–28 while
also showing strong potential for diagnosing less severe
forms of disease or SCT, which could be approximated by
our post-exchange waste HbSS sample.

We also assessed whether combining both biomarkers
would further improve the diagnostic capability of our
acoustic technique. We had RBC membrane stability and
plasma protein concentration information for two donor
groups: HbAA/healthy plasma and pre-/no exchange HbSS/
SCD plasma. For all donors in both groups, we normalized
the RBC membrane stability and plasma protein
concentration each to a 0–1 range and then added the two
normalized values together to create a combined SCD score
ranging between 0 and 2 (Fig. 5C). Scores closer to 0
correspond to healthier samples, while scores closer to 2
suggest the presence of disease. Similar to the RBC
membrane stability diagnostic, this combined scoring
method also provided a 100% accurate diagnostic between
the healthy and the SCD group. Moreover, by using the
combined SCD score, we corrected for individual samples
that provided a misdiagnosis when using a single diagnostic
method (for example, the outlier P1-healthy plasma sample,
see Fig. 3C), suggesting a more robust diagnostic that is less
affected by individual outliers.

Conclusions

Sickle cell disease continues to be a critical global health
concern, with high childhood mortality rates affecting low-
income regions. The highest priority for solving this issue is
providing more widespread and affordable access to early
diagnosis, particularly for newborns. This allows for earlier
interventions which can dramatically improve health
outcomes. Conventional testing methods such as HPLC and
electrophoresis require bulky lab equipment and/or high
capital cost, making them unfeasible for widespread use in
areas where resources are limited. Therefore, the lack of
inexpensive and easy to use testing methods continues to
severely limit efforts to implement more widespread newborn
screening programs.15 To address these challenges, new POC
tests have recently been developed.12,13 However, they still
suffer from potential drawbacks to their cost-effectiveness
and usability in the field.

Our new acoustic probing-enabled biomarkers provide an
exciting diagnostic technique with the potential to address
these challenges. The acoustic device can handle unpurified
whole blood and plasma samples, requiring no special
reagents or labeling other than standard saline for dilution.
The testing itself is rapid (under 2 minutes) and requires low
sample volume (2 μL), and the visual grayscale intensity-
based tracking is straightforward and amenable to automated
analysis. The power requirements for the device are quite
low, and we envision packaging the chip into a smart phone-
integrated system capable of providing the input power,
imaging, and analysis all in an easy to use, portable format.
Sample pre-processing such as microcentrifugation to
separate out plasma and RBCs can also be integrated on-
chip.30 The simple design of the chip lends itself to
straightforward fabrication using standard photolithography
techniques, which can be easily scaled up to mass production
levels.

We use acoustics to introduce two novel diagnostic
biomarkers, RBC membrane stability and plasma protein
concentration, both of which not only can effectively
diagnose SCD but also show promise for more generalized
use. In other studies using cells, lysis has generally simply
been induced as a preprocessing step to release the internal
cellular contents for analysis.63 Here, our SCD diagnostic
results show that the precise temperature at which cell lysis
occurs itself provides valuable information about the health

Table 1 Select diagnostic characteristics extracted from ROC curves. Both RBC membrane stability and plasma protein concentration characteristics
were calculated using optimal threshold values

RBC membrane stability AUC 95% CI (LCL, UCL) Sensitivity Specificity Accuracy

HbAA vs. pre-/no exchange HbSS 1.00 1, 1 1.00 1.00 1.00
HbAA vs. waste HbSS 0.88 0.66, 1.10 0.80 0.80 0.80
Waste HbSS vs. pre-/no exchange HbSS 0.92 0.74, 1.10 0.80 0.80 0.80

Plasma protein concentration AUC 95% CI (LCL, UCL) Sensitivity Specificity Accuracy

Healthy plasma vs. SCD plasma 0.88 0.64, 1.12 0.80 0.80 0.90

Lab on a Chip Paper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
D

ec
em

be
r 

20
25

. D
ow

nl
oa

de
d 

on
 5

/1
/2

02
6 

5:
01

:0
4 

A
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online

http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4lc00847b


2198 | Lab Chip, 2026, 26, 2187–2200 This journal is © The Royal Society of Chemistry 2026

of cells. Our simple lysis mechanism via rapid acoustic
heating provides a generalized platform for further studies to
potentially connect the lysis temperature with both the
biomechanical integrity of cell membranes and the cellular
function for other diseases.

Accurate measurement of protein concentrations is a
critical step in numerous biological studies, including
characterization of cellular function64 and drug–ligand
binding.65 Standard assays for protein concentration
measurements generally require specific buffer reagents and
spectrophotometry equipment.52 By tracking the precipitation
and aggregation of proteins under acoustic heating, our
platform facilitates a novel and straightforward method to
quantify the protein concentration in a sample without the
need for specific assay kits and complicated reagent
preparation, especially for highly concentrated solutions.

For POC use, a successful diagnostic method relies on its
cost-effectiveness, versatility, and ease of use. Our acoustic
probing method introduces two new biomarkers, RBC
membrane stability and plasma protein concentration, which
we demonstrate can successfully diagnose sickle cell disease.
Our initial validation study shows strong diagnostic
performance, with the ability to distinguish between healthy
(HbAA), mild (post-exchange waste HbSS) and more severe
(pre-/no exchange HbSS) donor groups. For widespread initial
pre-screenings where large groups of people need to be tested
cheaply and quickly, full quantitative information about
specific Hb percentages and the exact variant of disease may
not be the most critical information that people initially
require. Rather, an initial overall indication of blood health
can inform those individuals for whom more extensive lab-
based testing is needed. We believe that our acoustic method
is ideal for use in such initial pre-screenings. We would next
like to further validate our technique with larger clinical
sample sizes with more precise pre-analytical quantification
of HbS-containing cells to confirm the diagnostic capability
of the device as well as investigate its effectiveness at
distinguishing between other SCD genotypes, such as HbSC
and HbSβ-thalassemia. This acoustic method also shows
potential for broader applicability to study the role that
cellular thermal stability and protein concentration levels
may play in other blood-based disorders. Overall, our
acoustically enabled biomarkers show promise for cheap,
rapid, and accurate hematology in POC settings.

Conflicts of interest

A patent application based on this work is pending.

Data availability

The data supporting this article have been included as part
of the paper and the supplementary information (SI).

Supplementary information: Fig. S1–S8, Movie S1 and S2.
See DOI: https://doi.org/10.1039/d4lc00847b.

Acknowledgements

This research was supported by the NIH MIRA Award
1R35GM142817, W. M. Keck Foundation grant, and the
University of Colorado Lab Venture Challenge Seed Grant.
The microfluidic devices were fabricated in the JILA clean
room at University of Colorado Boulder.

Notes and references

1 B. P. Yawn, G. R. Buchanan, A. N. Afenyi-Annan, S. K. Ballas,
K. L. Hassell, A. H. James, L. Jordan, S. M. Lanzkron, R.
Lottenberg, W. J. Savage, P. J. Tanabe, R. E. Ware, M. H.
Murad, J. C. Goldsmith, E. Ortiz, R. Fulwood, A. Horton and
J. John-Sowah, JAMA, J. Am. Med. Assoc., 2014, 312,
1033–1048.

2 G. J. Kato, F. B. Piel, C. D. Reid, M. H. Gaston, K. Ohene-
Frempong, L. Krishnamurti, W. R. Smith, J. A. Panepinto,
D. J. Weatherall, F. F. Costa and E. P. Vichinsky, Nat. Rev.
Dis. Primers, 2018, 4, 1–22.

3 R. E. Ware, M. de Montalembert, L. Tshilolo and M. R.
Abboud, Lancet, 2017, 390, 311–323.

4 J. Z. Xu and S. L. Thein, Haematologica, 2019, 104,
1106–1111.

5 G. A. Barabino, M. O. Platt and D. K. Kaul, Annu. Rev.
Biomed. Eng., 2010, 12, 345–367.

6 S. D. Grosse, I. Odame, H. K. Atrash, D. D. Amendah, F. B.
Piel and T. N. Williams, Am. J. Prev. Med., 2011, 41,
S398–S405.

7 S. l. Kate and D. p. Lingojwar, Int. J. Hum. Genet., 2002, 2,
161–167.

8 M. H. Gaston, J. I. Verter, G. Woods, C. Pegelow, J.
Kelleher, G. Presbury, H. Zarkowsky, E. Vichinsky, R. Iyer,
J. S. Lobel, S. Diamond, C. T. Holbrook, F. M. Gill, K.
Ritchey and J. M. Falletta, N. Engl. J. Med., 1986, 314,
1593–1599.

9 A. Ashley-Koch, Q. Yang and R. S. Olney, Am. J. Epidemiol.,
2000, 151, 839–845.

10 F. A. Garver, C. R. Kiefer, H. Moscoso, M. Shyamala and J.
Abraham, Blut, 1990, 60, 334–338.

11 S. R. Menon, M. I. Khatkhatay, S. P. Dandekar and Z. M.
Patel, J. Immunoassay Immunochem., 2004, 25(2), 135–146.

12 S. Ilyas, A. E. Simonson and W. Asghar, Clin. Chim. Acta,
2020, 501, 85–91.

13 Y. Alapan, A. Fraiwan, E. Kucukal, M. N. Hasan, R. Ung, M.
Kim, I. Odame, J. A. Little and U. A. Gurkan, Expert Rev.
Med. Devices, 2016, 13, 1073–1093.

14 V. N. Tubman and J. J. Field, Hematology, 2015, 2015,
433–435.

15 D. Dexter and P. T. McGann, Br. J. Haematol., 2022, 196,
63–69.

16 C. Steele, A. Sinski, J. Asibey, M.-D. Hardy-Dessources, G.
Elana, C. Brennan, I. Odame, C. Hoppe, M. Geisberg, E.
Serrao and C. T. Quinn, Am. J. Hematol., 2019, 94, 39–45.

17 X. Yang, J. Kanter, N. Z. Piety, M. S. Benton, S. M. Vignes
and S. S. Shevkoplyas, Lab Chip, 2013, 13, 1464–1467.

Lab on a ChipPaper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
D

ec
em

be
r 

20
25

. D
ow

nl
oa

de
d 

on
 5

/1
/2

02
6 

5:
01

:0
4 

A
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online

https://doi.org/10.1039/d4lc00847b
http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4lc00847b


Lab Chip, 2026, 26, 2187–2200 | 2199This journal is © The Royal Society of Chemistry 2026

18 N. Z. Piety, X. Yang, D. Lezzar, A. George and S. S.
Shevkoplyas, Am. J. Hematol., 2015, 90, 478–482.

19 N. Z. Piety, X. Yang, J. Kanter, S. M. Vignes, A. George and
S. S. Shevkoplyas, PLoS One, 2016, 11, e0144901.

20 N. Z. Piety, A. George, S. Serrano, M. R. Lanzi, P. R. Patel,
M. P. Noli, S. Kahan, D. Nirenberg, J. F. Camanda, G.
Airewele and S. S. Shevkoplyas, Sci. Rep., 2017, 7, 45488.

21 M. N. Hasan, A. Fraiwan, R. An, Y. Alapan, R. Ung, A.
Akkus, J. Z. Xu, A. J. Rezac, N. J. Kocmich, M. S. Creary, T.
Oginni, G. M. Olanipekun, F. Hassan-Hanga, B. W. Jibir, S.
Gambo, A. K. Verma, P. K. Bharti, S. Riolueang, T.
Ngimhung, T. Suksangpleng, P. Thota, G. Werner, R.
Shanmugam, A. Das, V. Viprakasit, C. M. Piccone, J. A.
Little, S. K. Obaro and U. A. Gurkan, Analyst, 2020, 145,
2525–2542.

22 J. Kanter, M. J. Telen, C. Hoppe, C. L. Roberts, J. S. Kim and
X. Yang, BMC Med., 2015, 13, 225.

23 M. Bond, B. Hunt, B. Flynn, P. Huhtinen, R. Ware and R.
Richards-Kortum, PLoS One, 2017, 12, e0177732.

24 P. T. McGann, B. A. Schaefer, M. Paniagua, T. A. Howard and
R. E. Ware, Am. J. Hematol., 2016, 91, 205–210.

25 O. Nnodu, H. Isa, M. Nwegbu, C. Ohiaeri, S. Adegoke, R.
Chianumba, N. Ugwu, B. Brown, J. Olaniyi, E. Okocha, J.
Lawson, A.-A. Hassan, I. Diaku-Akinwumi, A. Madu, O.
Ezenwosu, Y. Tanko, U. Kangiwa, A. Girei, Y. Israel-Aina, A.
Ladu, P. Egbuzu, U. Abjah, A. Okolo, N. Akbulut-Jeradi, M.
Fernandez, F. B. Piel and A. Adekile, Blood Cells, Mol., Dis.,
2019, 78, 22–28.

26 A. A. Kumar, M. R. Patton, J. W. Hennek, S. Y. R. Lee, G.
D'Alesio-Spina, X. Yang, J. Kanter, S. S. Shevkoplyas, C.
Brugnara and G. M. Whitesides, Proc. Natl. Acad. Sci. U. S. A.,
2014, 111, 14864–14869.

27 A. A. Kumar, C. Chunda-Liyoka, J. W. Hennek, H. Mantina,
S. Y. R. Lee, M. R. Patton, P. Sambo, S. Sinyangwe, C.
Kankasa, C. Chintu, C. Brugnara, T. P. Stossel and G. M.
Whitesides, PLoS One, 2014, 9, e114540.

28 U. Goreke, A. Bode, S. Yaman, U. A. Gurkan and N. Gozde
Durmus, Lab Chip, 2022, 22, 683–696.

29 G. M. Whitesides, Nature, 2006, 442, 368–373.
30 A. M. Gonzalez-Suarez, G. Stybayeva, W. A. Carey and A.

Revzin, Anal. Chem., 2022, 94, 9706–9714.
31 Y. Man, E. Kucukal, R. An, Q. D. Watson, J. Bosch, P. A.

Zimmerman, J. A. Little and U. A. Gurkan, Lab Chip,
2020, 20, 2086–2099.

32 Y. Alapan, C. Kim, A. Adhikari, K. E. Gray, E. Gurkan-
Cavusoglu, J. A. Little and U. A. Gurkan, Transl. Res.,
2016, 173, 74–91.e8.

33 J. Liu, Y. Qiang, O. Alvarez and E. Du, Sens. Actuators, B,
2018, 255, 2392–2398.

34 G. Shakya, T. Yang, Y. Gao, A. Fajrial, B. Li, M. Ruzzene,
M. A. Borden and X. Ding, Nat. Commun., 2022, 13, 1–9.

35 J. Bhadra, N. Sridhar, A. K. Fajrial, N. Hammond, D. Xue
and X. Ding, Sci. Adv., 2023, 9, eadf5056.

36 X. Ding, S.-C. S. Lin, B. Kiraly, H. Yue, S. Li, I.-K. Chiang, J.
Shi, S. J. Benkovic and T. J. Huang, Proc. Natl. Acad. Sci. U. S.
A., 2012, 109, 11105–11109.

37 R. J. Shilton, V. Mattoli, M. Travagliati, M. Agostini, A. Desii,
F. Beltram and M. Cecchini, Adv. Funct. Mater., 2015, 25,
5895–5901.

38 Y. Ding, K. A. Ball, K. J. Webb, Y. Gao, A. D'Alessandro,
W. M. Old, M. H. B. Stowell and X. Ding, Small, 2020, 16,
2003506.

39 J. Reboud, Y. Bourquin, R. Wilson, G. S. Pall, M. Jiwaji, A. R.
Pitt, A. Graham, A. P. Waters and J. M. Cooper, Proc. Natl.
Acad. Sci. U. S. A., 2012, 109, 15162–15167.

40 J. Schindelin, I. Arganda-Carreras, E. Frise, V. Kaynig, M.
Longair, T. Pietzsch, S. Preibisch, C. Rueden, S. Saalfeld, B.
Schmid, J.-Y. Tinevez, D. J. White, V. Hartenstein, K. Eliceiri,
P. Tomancak and A. Cardona, Nat. Methods, 2012, 9, 676–682.

41 Y. Gao, A. Fajrial, T. Yang and X. Ding, Biomater. Sci.,
2021, 9, 1574–1582.

42 Y. Gao, V. B. Thomas, Y. Li, L. Akh, N. Patino, A. Fajrial, M.
Ruzzene, B. Jakoby and X. Ding, Phys. Rev. Lett., 2025, 134,
037002.

43 G. Wang and I. R. Harrison, Thermochim. Acta, 1994, 231,
203–213.

44 A. Toda, J. Therm. Anal. Calorim., 2016, 123, 1795–1808.
45 J. W. Pelley, in Elsevier's Integrated Review Biochemistry, ed. J.

W. Pelley, W. B. Saunders, Philadelphia, 2nd edn, 2012, pp.
19–28.

46 G. Tsaras, A. Owusu-Ansah, F. O. Boateng and Y. Amoateng-
Adjepong, Am. J. Med., 2009, 122, 507–512.

47 T. R. Randolph, in Rodak's Hematology, ed. E. M. Keohane,
C. N. Otto and J. M. Walenga, Elsevier, St. Louis, MO, 6th
edn, 2020, pp. 394–423.

48 T. Wun and K. Hassell, Hematol. Rev., 2010, 1, e22.
49 J. R. Williamson, M. O. Shanahan and R. M. Hochmuth,

Blood, 1975, 46, 611–624.
50 C. D. Chin, T. Laksanasopin, Y. K. Cheung, D. Steinmiller, V.

Linder, H. Parsa, J. Wang, H. Moore, R. Rouse, G.
Umviligihozo, E. Karita, L. Mwambarangwe, S. L. Braunstein,
J. van de Wijgert, R. Sahabo, J. E. Justman, W. El-Sadr and
S. K. Sia, Nat. Med., 2011, 17, 1015–1019.

51 U. P. Isichei, J. Clin. Pathol., 1979, 32, 117–121.
52 P. K. Smith, R. I. Krohn, G. T. Hermanson, A. K. Mallia, F. H.

Gartner, M. D. Provenzano, E. K. Fujimoto, N. M. Goeke,
B. J. Olson and D. C. Klenk, Anal. Biochem., 1985, 150, 76–85.

53 H. Bounameaux, P. de Moerloose, A. Perrier and G. Reber,
Thromb. Haemostasis, 1994, 71, 1–6.

54 H. Buss, T. P. Chan, K. B. Sluis, N. M. Domigan and C. C.
Winterbourn, Free Radical Biol. Med., 1997, 23, 361–366.

55 J. T. Busher, in Clinical Methods: The History, Physical, and
Laboratory Examinations, ed. H. K. Walker, W. D. Hall and J.
W. Hurst, Butterworths, Boston, 3rd edn, 1990.

56 G. S. Smith, G. L. Walter and R. M. Walker, in Haschek and
Rousseaux's Handbook of Toxicologic Pathology, ed. W. M.
Haschek, C. G. Rousseaux and M. A. Wallig, Academic Press,
Boston, 2013, 3rd edn, pp. 565–594.

57 C. S. Johnson, M. Omata, M. J. Tong, J. F. Simmons, J.
Weiner and D. Tatter, Medicine, 1985, 64, 349–356.

58 M. E. Adu, R. E. Okosun, E. N. Bini and E. A. Ophori,
Continental Journal of Biomedical Sciences, 2012, 6, 1–5.

Lab on a Chip Paper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
D

ec
em

be
r 

20
25

. D
ow

nl
oa

de
d 

on
 5

/1
/2

02
6 

5:
01

:0
4 

A
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online

http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4lc00847b


2200 | Lab Chip, 2026, 26, 2187–2200 This journal is © The Royal Society of Chemistry 2026

59 R. P. Rother, L. Bell, P. Hillmen and M. T. Gladwin, JAMA, J.
Am. Med. Assoc., 2005, 293, 1653–1662.

60 N. E. Lezcano, N. Odo, A. Kutlar, D. Brambilla and R. J.
Adams, Stroke, 2006, 37, 1424–1426.

61 A. Kalakonda, B. A. Jenkins and S. John, in StatPearls,
StatPearls Publishing, Treasure Island, FL, 2024.

62 S. Banerjee, C. Owen and S. Chopra, Hepatology, 2001, 33,
1021.

63 C. B. Almeida, L. E. B. Souza, F. T. M. Costa, C. Werneck,
D. T. Covas, F. F. Costa and N. Conran, Blood, 2013, 122,
951.

64 B. Ho, A. Baryshnikova and G. W. Brown, Cell Syst., 2018, 6,
192–205.e3.

65 M. A. Zeitlinger, H. Derendorf, J. W. Mouton, O. Cars, W. A.
Craig, D. Andes and U. Theuretzbacher, Antimicrob. Agents
Chemother., 2011, 55, 3067–3074.

Lab on a ChipPaper

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
D

ec
em

be
r 

20
25

. D
ow

nl
oa

de
d 

on
 5

/1
/2

02
6 

5:
01

:0
4 

A
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online

http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d4lc00847b

	crossmark: 


