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A process for measuring a size distribution of a plurality of
nucleic acid molecules, the process comprising: labeling the
nucleic acid molecules with a fluorescent dye comprising a
plurality of fluorescent dye molecules to form labeled
nucleic acid molecules, such that a number of fluorescent
dyes molecules attached to each nucleic acid molecule is
reliably proportional to the number of base pairs in the
nucleic acid molecule, the fluorescent dye molecules having
a first florescence spectrum; producing, by the labeled
nucleic acid molecules, the first florescence spectrum in
response to irradiating the labeled nucleic acid molecules at
the first wavelength; and detecting the first florescence
spectrum to measure the size distribution of the plurality of
nucleic acid molecules.
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MEASURING A SIZE DISTRIBUTION OF
NUCLEIC ACID MOLECULES IN A SAMPLE

CROSS REFERENCE TO RELATED
APPLICATIONS

This application claims the benefit of U.S. Provisional
Patent Application Ser. No. 62/404,989, filed Oct. 6, 2016,
the disclosure of which is incorporated herein by reference
in its entirety.

STATEMENT REGARDING FEDERALLY
SPONSORED RESEARCH

This invention was made with United States Government
support from the National Institute of Standards and Tech-
nology (NIST), an agency of the United States Department
of Commerce. The Government has certain rights in the
invention. Licensing inquiries may be directed to the Tech-
nology Partnerships Office, NIST, Gaithersburg, MD,
20899; voice (301)975-2573; email tpo@nist.gov; reference
NIST Docket Number 16-044U51.

BRIEF DESCRIPTION

Disclosed is a process for measuring a size distribution of
a plurality of nucleic acid molecules in a sample, the process
comprising: labeling the nucleic acid molecules with a
fluorescent dye comprising a plurality of fluorescent dye
molecules to form labeled nucleic acid molecules, such that
a number of fluorescent dyes molecules attached to each
nucleic acid molecule is reliably proportional to the number
of base pairs in the nucleic acid molecule, the fluorescent
dye molecules having a first florescence spectrum; irradiat-
ing the sample at a first wavelength, the first wavelength
exciting the labeled nucleic acid molecules in an absence of
exciting the fluorescent nanoparticles; producing, by the
labeled nucleic acid molecules, the first florescence spec-
trum in response to irradiating the multi-fluorescent com-
position at the first wavelength; and detecting the first
florescence spectrum to measure the size distribution of the
plurality of nucleic acid molecules.

BRIEF DESCRIPTION OF THE DRAWINGS

The following descriptions should not be considered
limiting in any way. With reference to the accompanying
drawings, like elements are numbered alike.

FIG. 1 shows a graph of count versus fluorescence inten-
sity that illustrates an advantage of conditioning of a label-
ing reactor for reliably labeling DNA with intercalating
fluorescent dye in proportion to the length of the DNA,
wherein histograms showing the distribution of fluorescence
intensity from a population of 500 bp DNA fragments
labeled in (black) a large volume of solution in an uncon-
ditioned reactor, (green) a small volume of solution in an
unconditioned reactor, and (blue) a small volume of solution
in a conditioned reactor;

FIG. 2 shows images of fluorescently labeled DNA and
fluorescent nanoparticles for automated focus without per-
turbation and includes fluorescence micrographs showing
(a) ared nanoparticle channel, (b) a green DNA channel, and
(c) a composite of the two channels. The signal from the
nanoparticle channel enables positioning of the sample in
the focal plane of the imaging system without exposing the
DNA channel to degrading illumination;
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FIG. 3 shows (a) a graph of mean values of fluorescence
intensity for 6 replicates of 9 images each from a single
sample, and panel (b) shows coeflicients of variation for the
6 replicates in panel (a) and the aggregate of all 6 replicates;

FIG. 4 shows, in panel (a), a fluorescence micrograph of
single DNA molecules in which the red circles indicate
features removed by intensity thresholding; panel (b) shows
a binary micrograph produced by intensity thresholding in
which red circles indicate molecules that are too close
together for accurate integration of fluorescence intensity,
and panel (c) shows a fluorescence micrograph of a subset
of DNA molecules from (a) that are suitable for analysis in
which green squares indicate the analyzed molecules and the
size of the region of interest for integration of fluorescence
intensity;

FIG. 5 shows measurements of a pure population of a
single known fragment size result in a Gaussian distribution
of fluorescence intensities in which panel (a) is an analyzed
fluorescence micrograph showing 50 base pair (bp) DNA
fragments, wherein colored circles indicate the measured
fluorescence intensity of the underlying DNA molecule on
the color scale that (b) shows. (b) Histogram of measured
fluorescence intensities for the DNA molecules that (a)
shows. The mean value of the distribution corresponds to the
value of fluorescence intensity associated with the known
size of the population, and the standard deviation is the
uncertainty of this value;

FIG. 6 shows a graph of fluorescence intensity versus
DNA size for measured fluorescence intensity scales linearly
with DNA size for populations of 50 bp, 200 bp, 500 bp, and
1000 bp DNA fragments. A linear fit models the relationship
between fluorescence intensity and DNA size. Vertical bars
are 1 standard deviation;

FIG. 7 shows a graph of coefficient of variation versus
DNA size in which measured fluorescence intensity scales
exponentially with DNA size for populations of 50 bp, 200
bp, 500 bp, and 1000 bp DNA fragments. An exponential fit
models the relationship between the coefficient of variation
and DNA size, which determines the uncertainties of mea-
surements of DNA fragments of unknown size;

FIG. 8 shows graphs of count versus DNA size for blood
of a liver cancer patient in which the histograms show
measured size distributions (a) before and (b) after treatment
by transarterial radioembolization; and

FIG. 9 shows a graph of coefficient of variation versus
DNA size for performance comparison with DNA fragments
sizing as measured by fluorescence collection.

DETAILED DESCRIPTION

A detailed description of one or more embodiments is
presented herein by way of exemplification and not limita-
tion.

Advantageously and unexpectedly, it has been discovered
that a process for measuring a size distribution of nucleic
acid molecules provides advances in limit of detection,
throughput, accuracy, precision, and repeatability. More-
over, the process determines a full distribution of DNA sizes
in a sample. Additionally, the process quantitatively mea-
sures single DNA molecules with high precision.

Measuring a size of nucleic acid molecules is important in
a wide variety of applications, ranging from criminal foren-
sics to prenatal tests to liquid biopsies. The size distribution
of cell-free DNA (cfDNA) molecules circulating in the
bloodstream of patients can be a biomarker in medical
applications, e.g., in cancer diagnostics where the size
distribution of ¢cfDNA can be an indicator of tumor burden,
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malignant progression, or treatment efficacy. Methods for
quantitative, sensitive, rapid, and reliable measurement of
the size distribution of nucleic acid molecules in a sample
that can be readily adapted for routine clinical use are
currently lacking, limiting such measurements as a clinical
or treatment tool. For characterization of the size distribu-
tion of nucleic acid molecules in a sample, including all
moments of the distribution and rare events, large quantities
of single molecules should be measured. For application to
clinical practice or treatment, the measurement method
should include sufficient throughput to produce results in a
reasonable amount of time. Polymerase chain reaction
(PCR) is a commonly employed technique for a variety of
applications in clinical diagnostics and research involving
nucleic acids. For measurements of DNA size, PCR depends
on targeting specific DNA sequences of known size for
subsequent amplification and detection. While PCR is a
powerful technique for many applications, because it only
targets specific DNA sequences, PCR does not produce a
true size distribution and does not size DNA. Electropho-
retic techniques separate molecules by size and are generally
not capable of detection and quantification at the level of
single nucleic acid molecules, involving bulk measurements
of nanograms of sample to estimate the size distribution.
Atomic force microscopy (AFM) can measure the size of
single nucleic acid molecules but is generally slow and
involves specialized, expensive instrumentation. Single-
molecule hydrodynamic separation is a promising technique
for measuring the size of nucleic acid molecules and
involves complex instrumentation with repeatability and
reliability yet to be demonstrated.

Advantageously, the process herein provides high-
throughput measurements of the size of single nucleic acid
molecules and distributions of sizes of nucleic acid mol-
ecules in an absence of a complex measurement system with
sample preparation, data acquisition, and analysis that pro-
duces reliable results. Sample preparation, imaging, and
image-analysis provided by the process satisfy the need for
quantitative, sensitive, rapid, reliable, and routine measure-
ments of the size distribution of nucleic acid molecules in a
sample.

According to an embodiment, a process for measuring a
size distribution of a plurality of nucleic acid molecules
includes: labeling the nucleic acid molecules with a fluo-
rescent dye comprising a plurality of fluorescent dye mol-
ecules to form labeled nucleic acid molecules, such that a
number of fluorescent dyes molecules attached to each
nucleic acid molecule is proportional to the number of base
pairs in the nucleic acid molecule, the fluorescent dye
molecules having a first florescence spectrum; combining
the labeled nucleic acid molecules with a plurality of fluo-
rescent nanoparticles to form a multi-fluorescent composi-
tion, the fluorescent nanoparticles having a second fluores-
cent spectrum that is different than the first florescence
spectrum; irradiating the multi-fluorescent composition at a
second wavelength, the second wavelength exciting the
fluorescent nanoparticles in an absence of exciting the
labeled nucleic acid molecules; irradiating the multi-fluo-
rescent composition at a first wavelength, the first wave-
length exciting the labeled nucleic acid molecules in an
absence of exciting the fluorescent nanoparticles; producing,
by the labeled nucleic acid molecules, the first florescence
spectrum in response to irradiating the multi-fluorescent
composition at the first wavelength; and detecting the first
florescence spectrum to measure the size distribution of the
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plurality of nucleic acid molecules. The process further can
include measuring a concentration of the nucleic acid mol-
ecules.

In an embodiment, the process further includes disposing
the nucleic acid molecules and the fluorescent dye molecules
in a reactor to combine the nucleic acid molecules with the
fluorescent dye molecules. Additionally, the process can
include passivating the surface of the reactor prior to dis-
posing the nucleic acid molecules and the fluorescent dye
molecules in the reactor. Here, the surface can be passivated
with respect to adsorption of the fluorescent dye molecules.
The process can include incubating the nucleic acid mol-
ecules and the fluorescent dye molecules in the reactor; and
reliably labeling the nucleic acid molecules with the fluo-
rescent dye molecules. The fluorescent nanoparticles can
include a negative surface charge such that disposing the
multi-fluorescent composition on a substrate including a
charge selective surface occurs prior to irradiating the multi-
fluorescent composition at the first wavelength and the
second wavelength, wherein the charge selective surface
includes a surface density of positive charges. The process
also can include selectively attracting and binding the
labeled nucleic acid molecules and the fluorescent nanopar-
ticles on the substrate through the positive charges of the
charge selective surface of the substrate. In this manner, the
process can include repelling free fluorescent dye molecules
that are not attached to nucleic acid molecules in the labeled
nucleic acid molecules, wherein the free fluorescent dye
molecules are not adsorbed to the substrate. In an embodi-
ment, the substrate includes a microscope cover glass.

It is contemplated that the process includes orienting and
positioning an imaging surface of the substrate within a
depth of field of an imaging system in an absence of
perturbing the fluorescent dye molecules in the labeled
nucleic acid molecules; adjusting a substrate holder to tip or
tilt the imaging surface with respect to a focal plane of an
objective lens of an imaging system; and positioning the
imaging surface within the focal plane of the objective lens
based on the second fluorescence spectrum of the fluorescent
nanoparticles as positioning feedback.

According to an embodiment, the process includes simul-
taneously exciting a plurality of the fluorescent nanopar-
ticles over a wide field with the second wavelength. The first
wavelength and second wavelength can be independently
provided from light-emitting diodes.

Detecting the first and second florescence spectra can be
performed individually over a plurality of wide-field view-
ing areas. Also, the process can include moving the imaging
surface relative to the imaging system to detect the first and
second fluorescence spectra from the plurality of wide-field
viewing areas. A size of single labeled nucleic acid mol-
ecules can be determined based on a quantitative calibration
of the first fluorescence spectrum detected and nucleic acid
molecule size in terms of a number of base pairs. The
process can include correcting an image of the multi-
fluorescent composition detected by the first fluorescence
spectrum after irradiation with the first wavelength, wherein
the image is corrected to account for a non-uniformity in an
imaging sensor and a spatial distribution of first wavelength;
measuring an intensity of the first fluorescence spectrum
detected from single labeled nucleic acid molecules in the
image; producing a calibration between the intensity of the
first fluorescence spectrum and size of nucleic acid molecule
with a reference sample comprising single sizes of reference
nucleic acid molecules; modeling, with a selected function
in a model, a dependence of a coefficient of variation of the
intensity of the first fluorescence spectrum detected on
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nucleic acid molecule size; including, as an input to the
model, a measured size of the labeled nucleic acid mol-
ecules; and determining, from the model, an uncertainty of
the size of the single nucleic acid molecules of the labeled
nucleic acid molecules. Beneficially, the nucleic acid mol-
ecules can have an unknown size, an unknown concentra-
tion, or a combination of comprising at least one of the
foregoing unknowns.

In an embodiment, the process includes repeatable label-
ing of nucleic acid molecules with an intercalating fluores-
cent dye at a homogeneous ratio, e.g., of 1 fluorescent dye
molecule to 4 base pairs (bp); dispersing the labeled nucleic
acid molecules in a buffer composition that includes fluo-
rescent nanoparticles as a microscopy reference to produce
a multi-fluorescent composition that includes labeled
nucleic acid molecules that include the fluorescent dye
molecule attached to the nucleic acid molecule; disposing
the multi-fluorescent composition on a substrate with a
selected surface charge density; and imaging the labeled
nucleic acid molecules via fluorescence from the labeled
nucleic acid molecules.

Here, optical components and imaging hardware provide
non-perturbative acquisition of fluorescence images of the
labeled nucleic acid molecules for a reliable measurement.
Image analysis quantifies the intensity of detected fluores-
cence or the fluorescence intensity of single nucleic acid
molecules in each image and converts the measured inten-
sity to size in terms of a number of base pairs. Moreover,
determining the size of the nucleic acid molecules includes
determining measurement uncertainty for quantitative
results of the size. The nucleic acid can include DNA and the
like, including cfDNA. The process achieves resolution and
precision that exceed conventional methods using gel elec-
trophoresis and other analytical modalities.

Labeling a nucleic acid molecule such as a DNA fragment
with a fluorescent dye molecule that intercalates in the
nucleic acid molecule produces a nucleic acid molecule-
fluorescent dye molecule complex referred to herein as a
labeled nucleic acid molecule. The labeled nucleic acid
molecule contains a quantity of fluorescent dye molecules
that is proportional to a length of the nucleic acid molecule.
Under conditions for fluorescence, the intensity of fluores-
cence emitted by the labeled nucleic acid molecule or the
number of fluorescence photons emitted is proportional to
the number of fluorescent dye molecules in the labeled
nucleic acid molecule and to the length of the nucleic acid
molecule. The proportionality is provided because the pro-
cess of labeling the nucleic acid molecules with the fluo-
rescent dye molecule is repeatable.

The concentration of the nucleic acid molecules is deter-
mined because such concentration determines an amount of
fluorescent dye molecules that achieves a selected ratio of
fluorescent dye molecules to base pairs in the nucleic acid
molecules. The concentration is determined with a fluorom-
eter that is calibrated for measuring concentration of the
nucleic acid molecules. In addition to the concentration of
nucleic acid molecules in a sample, the amount of fluores-
cent dye molecules to label the nucleic acid molecules is
controlled quantitatively. Undesirably, we have recognized
that a positive charge of the fluorescent dye molecules can
cause some fluorescent dye molecules to adsorb from an
aqueous solution onto a surface of a reactor, e.g., a polymer
or silica reactor. Such surfaces of the reactor can be nega-
tively charged and that decreases the concentration of fluo-
rescent dye molecules in a labeling solution, e.g., the buffer
composition. For relatively large sample volumes on the
order of milliliters, the ratio of the surface area of the reactor
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to the volume of the labeling solution may be sufficiently
low to achieve labeling that maintains the desired ratio of
fluorescent dye molecules to base pairs of the nucleic acid
molecules. In contrast, for relatively small sample volumes
on the order of tens of microliters, the ratio of surface area
to volume is high enough that this loss of fluorescent dye
molecules reduces the ratio of fluorescent dye molecules to
base pairs of the nucleic acid molecules in the labeling
solution and results in labeling that does not maintain the
desired ratio of dye molecules to DNA base pairs.

In particular, the availability of clinical nucleic acid
samples may involve small volumes of sample, the effects of
which must be accounted for in a reliable measurement. The
process overcomes this problem and achieves reliable label-
ing of small volumes of sample containing nucleic acid
molecules by conditioning of the reactor for labeling by
incubation with an aqueous solution of fluorescent dye
molecules prior to the addition of nucleic acid molecules.
Conditioning the reactor passivates exposed surfaces such as
walls of the reactor and inhibits adsorption of fluorescent
dye molecules out of the labeling solution in subsequent
reactions.

The nucleic acid molecules may be single-stranded or
double-stranded DNA or RNA. Exemplary nucleic acid
molecules include double-stranded DNA molecules. In an
embodiment, the nucleic acid molecules include cell-free
DNA from the blood of a cancer patient. A size of the nucleic
acid molecules can be from 10 base pairs (bp) to many
thousands of base pairs. A concentration of the nucleic acid
molecules can be as low as 0.01 ng/ul, depending on the
method used to make the concentration measurement, and
has no upper limit.

Fluorescent dye molecules selectively bind to the nucleic
acid molecules in quantities proportional to the size of the
nucleic acid molecules. Exemplary fluorescent dye mol-
ecules include intercalating dyes such as monomeric and
dimeric cyanine nucleic acid stains. In an embodiment, the
fluorescent dye molecules include YOYO-1 iodide.

The labeled nucleic acid molecules contain a number of
bound dye molecules that is proportional to their length.
Exemplary labeled nucleic acid molecules include DNA or
RNA with 1 intercalating dye molecule bound per 4 or 5
base pairs. In an embodiment, the labeled nucleic acid
molecules include cell-free DNA molecules with 1 YOYO-1
dye molecule per 4 base pairs.

The number of fluorescent dyes molecules attached to
each nucleic acid molecule in the labeled nucleic acid
molecules can be from 1 to thousands, specifically from 1
total to 1 dye molecule per 4 base pairs for dimeric cyanine
nucleic acid stains.

Fiducial markers are optically detectable objects with a
size on the scale of nanometers to micrometers. These
objects adsorb, bind, or are otherwise attached to the imag-
ing substrate to serve as fiducials for positioning the imaging
surface. The spectrum for excitation and detection, through
mechanisms such as fluorescence or scattering, is selectable
to be distinct from the fluorescent dye molecules that label
the labeled nucleic acid molecules. Exemplary fiducial
markers include polymeric nanoparticles loaded with fluo-
rescent dye, plasmonic nanoparticle scatterers, fabricated
structures that scatter or absorb incident light. In an embodi-
ment, the fiducial particles include polystyrene nanoparticles
40 nm in diameter and loaded with a fluorescent dye with a
nominal excitation wavelength of 660 nm and a nominal
emission wavelength of 680 nm. The fiducial particles can
include a negative surface charge due to surface function-
alization, such as attachment of carboxyl groups.
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The fluorescent dye molecules have a first florescence
spectrum that is different than the second spectrum of the
fiducial particles. The first fluorescence spectrum can
include wavelengths from 300 nm to 900 nm, specifically
having excitation and emission spectra that are restricted to
subsets of this range. The second spectrum can include
wavelengths from 300 nm to 900 nm, specifically including
wavelengths that are distinct from the first fluorescence
spectrum.

With regard to the first fluorescence spectrum, the first
wavelength can be from 300 nm to 900 nm, specifically over
a range of approximately 100 nm centered around the
nominal excitation wavelength of the fluorescent dye mol-
ecules. With regard to the second spectrum, the second
wavelength can be from 300 nm to 900 nm, specifically over
a range of approximately 100 nm centered around the
nominal excitation wavelength of the fiducial particles,
which is also distinct from the first fluorescence spectrum.

The reactor is a vessel suitable for holding liquids, par-
ticularly in small volumes, and is sealable to prevent evapo-
ration. Exemplary reactors include polymer or silica test
tubes, microcentrifuge tubes, and beakers. In an embodi-
ment, the reactor includes a polymer microcentrifuge tube.

The substrate on which the sample containing the nucleic
acids and the fiducial particles are disposed is flat, rigid, and
provides a surface that contains the sample and allows
imaging. Exemplary substrates include microscope slides
and microscope cover glass. In an embodiment, the substrate
includes microscope cover glass. The substrate can include
a surface density of positive charges from functionalization
by attaching or depositing a layer of positively charged
polymer, such as poly-1-lysine or poly-d-lysine, or addition
of amine groups to the substrate surface.

The imaging system can include an optical microscope
equipped with light-emitting diodes for illumination with
the first and second wavelengths, filter sets for illumination
with and detection of the first fluorescence spectrum and the
second spectrum, an imaging sensor for detecting the first
and second spectra. In an embodiment, the imaging sensor
is a complementary metal-oxide-semiconductor (CMOS)
sensor. In an embodiment, the microscope includes of a
motorized sample holder for rapidly positioning the sub-
strate in 3 dimensions.

FIG. 1 shows the results of labeling 500 bp nucleic acid
molecules under three conditions. The black distribution
shows the result of reliable labeling from a large volume of
solution in an unconditioned reactor. The green distribution
shows the result of unreliable labeling from a small volume
of solution in an unconditioned reactor, and the blue distri-
bution shows the result of reliable labeling from a small
volume of solution in a conditioned reactor. Conditioning
the reactor leads to reliable labeling even for small volumes
of'sample. The shift between the black and blue distributions
is due to sampling variability.

Embodiments provide wide-field measurements that are
sensitive to nucleic acid molecules that are smaller than 50
base pairs. Sensitivity of detection for imaging single DNA
molecules is primarily dependent on detecting a sufficient
fluorescence intensity or number of photons from labeled
DNA molecules to distinguish the DNA molecule from the
background in the image. In an embodiment, an imaging
system maximizes a sensitivity for measuring fluorescence
for single-molecule detection of the nucleic acid molecule
having, e.g., 20 base pairs. For fluorescence excitation, light
emitting diodes (LEDs) provide illumination over a wide
field with sufficient power to resolve approximately 20 bp
fragments. The imaging system includes a fluorescence filter
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set and a CMOS imaging sensor that has a high quantum
efficiency for maximizing the collection of photons emitted
by the fluorescent dye molecule and reducing the effects of
shot noise. In addition to shot noise, florescent dye mol-
ecules in the sample solution that are not bound to nucleic
acid molecules can degrade a detection limit. Free fluores-
cent dye molecules in solution exhibit relatively low fluo-
rescence when not intercalated into a nucleic acid molecule
and bright fluorescence upon binding and intercalation with
the nucleic acid molecule. The mechanism that causes this
transition is the confinement of the dye molecule that results
from intercalation. A similar confinement resulting in bright
fluorescence can occur when a fluorescent dye molecule is
bound to other entities such as a silica substrate. It is
contemplated that the substrate includes a surface function-
alization that has a positive surface charge for non-specific
binding of negatively charged DNA molecules. Free fluo-
rescent dye molecules can be positively charged and
repelled from the functionalized surface of the substrate.
When a region of the substrate contains unfunctionalized
silica, fluorescent dye molecules unbound to nuclear gas
molecules can adsorb to the surface. The fluorescence emit-
ted from such fluorescent dye molecules can be bright
enough to be indistinguishable from labeled DNA molecules
of less than 20 bp. Accordingly, the imaging substrate used
avoids binding of free fluorescent dye molecules.

The process for determining the size also includes non-
perturbative imaging. Perturbative imaging degrades the
labeled nucleic acid molecules by exposing the molecules to
exciting radiation prior to the intended irradiation with the
first wavelength. Degradation can include photobleaching of
the fluorescent dye molecules and damage of the nucleic
acid molecule, which may introduce errors in the propor-
tionality of the size of a nucleic acid molecule with the
number of bound dye molecules and the intensity of the first
fluorescence spectrum. Beneficially, non-perturbative imag-
ing ensures that the labeled nucleic acid molecules are only
subject to exciting radiation during the intended irradiation
with the first wavelength, such that the proportionality of the
size of the nucleic acid molecules with the number of bound
fluorescent dye molecules and the intensity of the first
fluorescence spectrum remains accurate.

Imaging a fluorescence spectrum from the labeled nucleic
acid molecules includes positioning the labeled nucleic acid
molecules within the focal plane of the imaging system.
Conventionally, positioning brings the sample into focus
using a signal from the sample as feedback that in the case
of single-molecule fluorescence can cause photobleaching
and degradation of the sample. The degree of photobleach-
ing can depend on a duration of illumination and can vary
based on a time to position the sample. This uncontrolled
degradation inhibits repeatable measurements over multiple
images. The process overcomes these limitations and pro-
vides quantitative and repeatable measurements of fluores-
cence intensity from a plurality of images that are not
perturbative to the labeled nucleic acid molecules. Accord-
ing to an embodiment, a method for positioning the sample
of labeled nucleic acid molecules within the focal plane of
the imaging system occurs in the absence of exciting the
intercalated fluorescent dye molecules in the labeled nucleic
acid molecules. The labeled nucleic acid molecules are
disposed in a solution containing fluorescent nanoparticles
that are fiducials for positioning the labeled nucleic acid
molecules within the focal plane of the imaging system. The
absorption and emission spectra of the fluorescent nanopar-
ticles are distinct from the first fluorescence spectrum of the
intercalated fluorescent dye molecules in the labeled nucleic
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acid molecules. Accordingly, illumination for positioning
the labeled nucleic acid molecules does not photo bleach or
otherwise perturb the labeled nucleic acid molecules.

It is contemplated that a difference between the out-of-
plane positions of a center of mass of the labeled nucleic
acid molecules and that of the fluorescent nanoparticles is
much smaller than a depth of field of an objective lens with
a high numerical aperture and does not degrade the image of
the labeled nucleic acid molecules. This process for non-
perturbative positioning of the sample provides optimal
focus over a wide field and repeatable results from multiple
images. FIG. 2 shows images of a region of interest in both
a red fluorescence channel for fluorescent nanoparticles that
indicated the optimal position of the labeled nucleic acid
molecules and a green fluorescence channel for labeled
nucleic acid molecules. Moreover, FIG. 3a shows a plot of
mean values of fluorescence intensity for 6 replicates of 9
images each from a single sample, and FIG. 354 lists coef-
ficients of variation for each replicate in FIG. 3a and
aggregate of all 6 replicates. Consistency of these values
indicates that there is no significant variation between rep-
licate measurements of the same sample.

Embodiments herein can include automated data acqui-
sition and analysis. Using the fluorescence signal from the
red fluorescence channel of fluorescence nanoparticles, a
software algorithm automatically moves the objective lens
to bring the surface of the substrate into the focal plane of
the imaging system, maximizing the intensity of the signal
in the red fluorescence channel, prior to acquiring an image
in the green fluorescence channel of the labeled nucleic acid
molecules. A motorized sample holder moves the substrate
in the plane to allow for the acquisition of multiple images
of'a single sample of the labeled nucleic acid molecules with
high throughput. The multiple regions of the sample of the
labeled nucleic acid molecules that are imaged are selec-
tively spaced to maximize throughput while ensuring that
illumination for each acquisition does not perturb adjacent
regions of the sample. The throughput of the process addi-
tionally benefits from the large field of view of the CMOS
imaging sensor. For wide field imaging and elimination of
errors caused by molecules that are out of focus, the sub-
strate on which the labeled nucleic acid molecules are
disposed can be positioned to be level with respect to a focal
plane of the imaging system. For this, the imaging system
includes a sample holder that adjusts a tip and tilt of the
substrate. The high throughput of the process provides
measurement of size through imaging of tens of thousands
of labeled nucleic acid molecules during a period, e.g., of
minutes and determines measured size distributions with a
small coefficient of variation.

The process also includes analysis of measurement uncer-
tainty for the conversion of quantified measurements of
fluorescence intensity to size of nucleic acid molecules with
a quantitative uncertainty. Automated image analysis soft-
ware applies to each pixel in an image a scale factor that
accounts for nonuniformities of the camera sensor and the
illumination profile of the LED used for fluorescence exci-
tation in the fluorescence channel of the labeled nucleic acid
molecules. The software then locates and quantifies the
fluorescence intensity of each labeled nucleic acid molecule
in the image. Here, an automated intensity threshold distin-
guishes signal from background to produce a binary image.
An area threshold operating on the binary image distin-
guishes single labeled nucleic acid molecules from large
debris, aggregates, and background features. Labeled
nucleic acid molecules that are too close to one another or
to an edge of the image for an accurate measurement of
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fluorescence intensity can be ignored in subsequent analysis.
FIG. 4 shows results from the analysis.

The centroid of each labeled nucleic acid molecule in the
binary image determines the position of an associated region
of interest around each labeled nucleic acid molecule. Such
regions are indicated by green boxes in FIG. 4c¢. Integration
of'the values of all pixels in the region of interest determines
a raw intensity value for the labeled nucleic acid molecule.
The contribution from background fluorescence is removed
from the raw intensity value by subtracting from it the
average background per pixel multiplied by the total number
of pixels in the region of interest. FIG. 5a shows an image
containing 50 bp labeled nucleic acid molecules with col-
ored circles overlaid onto the analyzed labeled nucleic acid
molecule. The color of each circle corresponds to the
distribution of fluorescence intensity that FIG. 55 shows.

Multiple samples each containing labeled nucleic acid
molecules of a single known size are used as a calibration
standard for the determination of size of the labeled nucleic
acid molecules from fluorescence intensity. FIG. 56 shows
the Gaussian distribution of fluorescence intensities from
measurements of one such sample of 50 bp labeled nucleic
acid molecules. The average p of the distribution is the value
of fluorescence intensity associated with a length of 50 bp,
and the standard deviation o of the distribution is the
uncertainty of this value. FIG. 6 shows a plot of 1 as a
function of fragment size for samples of 50 bp, 200 bp, 500
bp, and 1000 bp labeled nucleic acid molecules, and a fit to
a linear model. This empirical model converts fluorescence
intensity to size of labeled nucleic acid molecules in samples
with unknown size distributions of the labeled nucleic acid
molecules. FIG. 7 shows a plot of o/p as a function of
fragment size for the same samples, and a fit to an expo-
nential model. This second empirical model determines the
uncertainties of measurements of samples with unknown
size distributions of the labeled nucleic acid molecules.

FIG. 8 shows the measured distributions of size of labeled
nucleic acid molecules in samples of cfDNA from a liver
cancer patient before and after treatment by transarterial
radioembolization.

In an embodiment, multicolor fluorescence imaging pro-
vides multiplexing of size measurements of labeled nucleic
acid molecules with the detection of additional fluorescent
targets. Fluorescent labeling of particular binding proteins or
specific mutations provides correlated measurements with
size of labeled nucleic acid molecules at the level of single
labeled nucleic acid molecules such as single DNA frag-
ments.

Advantageously, the process provides high-throughput
measurements of the size of single nucleic acid molecules
and distributions of sizes of nucleic acid molecules in an
absence of a complex measurement system with sample
preparation, data acquisition, and analysis that produces
reliable results. Sample preparation, imaging, and image
analysis provided by the process satisfy the need for quan-
titative, sensitive, rapid, reliable, and routine measurements
of'the size distribution of nucleic acid molecules in a sample.

Embodiments of the subject matter and the operations
described in this specification can be implemented in digital
electronic circuitry, in tangibly-embodied computer soft-
ware or firmware, in computer hardware, including the
structures disclosed in this specification and their structural
equivalents, or in combinations of one or more of them.
Embodiments of the subject matter described in this speci-
fication can be implemented as one or more computer
programs, i.e., one or more modules of computer program
instructions, encoded on a computer storage medium for
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execution by, or to control the operation of, data processing
apparatus. Alternatively, or in addition, the program instruc-
tions can be encoded on an artificially-generated propagated
signal, e.g., a machine-generated electrical, optical, or elec-
tromagnetic signal, that is generated to encode information
for transmission to suitable receiver apparatus for execution
by a data processing apparatus. A computer storage medium
can be, or be included in, a computer-readable storage
device, a computer-readable storage substrate, a random or
serial access memory array or device, or a combination of
one or more of them. Moreover, while a computer storage
medium is not a propagated signal, a computer storage
medium can be a source or destination of computer program
instructions encoded in an artificially-generated propagated
signal. The computer storage medium can also be, or be
included in, one or more separate physical components or
media (e.g., multiple CDs, disks, or other storage devices).

The operations described in this specification can be
implemented as operations performed by a data processing
apparatus on data stored on one or more computer-readable
storage devices or received from other sources.

The term “data processing apparatus”™ encompasses all
kinds of apparatus, devices, and machines for processing
data, including by way of example a programmable proces-
sor, a computer, a system on a chip, or multiple ones, or
combinations, of the foregoing. The apparatus can include
special purpose logic circuitry, e.g., an FPGA (field pro-
grammable gate array) or an ASIC (application-specific
integrated circuit). The apparatus can also include, in addi-
tion to hardware, code that creates an execution environment
for the computer program in question, e.g., code that con-
stitutes processor firmware, a protocol stack, a database
management system, an operating system, a cross-platform
runtime environment, a virtual machine, or a combination of
one or more of them. The apparatus and execution environ-
ment can realize various different computing model infra-
structures, such as web services, distributed computing and
grid computing infrastructures.

A computer program (also known as a program, software,
software application, script, or code) can be written in any
form of programming language, including compiled or
interpreted languages, declarative or procedural languages,
and it can be deployed in any form, including as a stand-
alone program or as a module, component, subroutine,
object, or other unit suitable for use in a computing envi-
ronment. A computer program may, but need not, correspond
to a file in a file system. A program can be stored in a portion
of a file that holds other programs or data (e.g., one or more
scripts stored in a markup language document), in a single
file dedicated to the program in question, or in multiple
coordinated files (e.g., files that store one or more modules,
sub-programs, or portions of code). A computer program can
be deployed to be executed on one computer or on multiple
computers that are located at one site or distributed across
multiple sites and interconnected by a communication net-
work.

The processes and logic flows described in this specifi-
cation can be performed by one or more computers execut-
ing one or more computer programs to perform actions by
operating on input data and generating output. The processes
and logic flows can also be performed by, and apparatus can
also be implemented as, special purpose logic circuitry, e.g.,
an FPGA (field programmable gate array) or an ASIC
(application-specific integrated circuit).

Computers suitable for the execution of a computer
program include, by way of example, can be based on
general or special purpose microprocessors or both, work-
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stations, or any other kind of central processing unit. Gen-
erally, a central processing unit will receive instructions and
data from a read-only memory or a random access memory
or both. The essential elements of a computer are a central
processing unit for performing or executing instructions and
one or more memory devices for storing instructions and
data. Generally, a computer will also include, or be opera-
tively coupled to receive data from or transfer data to, or
both, one or more mass storage devices for storing data, e.g.,
magnetic; magneto-optical disks, optical disks, USB drives,
and so on. However, a computer need not have such devices.
Moreover, a computer can be embedded in another device,
e.g., a mobile telephone, a personal digital assistant (PDA),
a microwave oven, mobile audio or video player, a game
console, a Global Positioning System (GPS) receiver, or a
portable storage device (e.g., a universal serial bus (USB)
flash drive), to name just a few. Devices suitable for storing
computer program instructions and data include all forms of
nonvolatile memory, media and memory devices, including
by way of example semiconductor memory devices, e.g.,
EPROM, EEPROM, and flash memory devices; magnetic
disks, e.g., internal hard disks or removable disks; magneto-
optical disks; and CD-ROM and DVD-ROM disks. The
central processing unit and the memory can be supple-
mented by, or incorporated in, special purpose logic cir-
cuitry.

To provide for interaction with a user, embodiments of the
subject matter described in this specification can be imple-
mented on a computer having a display device, e.g., a CRT
(cathode ray tube) or LCD (liquid crystal display) monitor,
for displaying information to the user and a keyboard and a
pointing device, e.g., a mouse or a trackball, by which the
user can provide input to the computer. Other kinds of
devices can be used to provide for interaction with a user as
well; for example, feedback provided to the user can be any
form of sensory feedback, e.g., visual feedback, auditory
feedback, or tactile feedback; and input from the user can be
received in any form, including acoustic, speech, or tactile
input. In addition, a computer can interact with a user by
sending documents to and receiving documents from a
device that is used by the user; for example, by sending web
pages to a web browser on a user’s client device in response
to requests received from the web browser.

Embodiments of the subject matter described in this
specification can be implemented in a computing system that
includes a back-end component, e.g., as a data server, or that
includes a middleware component, e.g., an application
server, or that includes a front-end component, e.g., a client
computer having a graphical user interface or a Web browser
through which a user can interact with an implementation of
the subject matter described in this specification, or any
combination of one or more such back-end, middleware, or
front-end components. The components of the system can be
interconnected by any form or medium of digital data
communication, e.g., a communication network. Examples
of communication networks include a local area network
(“LAN”) and a wide area network (“WAN”), an inter-
network (e.g., the Internet), and peer-to-peer networks (e.g.,
ad hoc peer-to-peer networks). Such interconnects may
involve electrical cabling, fiber optics, or be wireless con-
nections.

The computing system can include clients and servers. A
client and server are generally remote from each other and
typically interact through a communication network. The
relationship of client and server arises by virtue of computer
programs running on the respective computers and having a
client-server relationship to each other. In some embodi-
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ments, a server transmits data (e.g., an HTML page) to a
client device (e.g., for purposes of displaying data to and
receiving user input from a user interacting with the client
device). Data generated at the client device (e.g., a result of
the user interaction) can be received from the client device
at the server.

While this specification contains many specific imple-
mentation details, these should not be construed as limita-
tions on the scope of the invention or of what may be
claimed, but rather as descriptions of features specific to
particular embodiments of the invention. Certain features
that are described in this specification in the context of
separate embodiments can also be implemented in combi-
nation in a single embodiment. Conversely, various features
that are described in the context of a single embodiment can
also be implemented in multiple embodiments separately or
in any suitable subcombination. Moreover, although features
may be described above as acting in certain combinations
and even initially claimed as such, one or more features from
a claimed combination can in some cases be excised from
the combination, and the claimed combination may be
directed to a subcombination or variation of a subcombina-
tion.

Similarly, while operations are depicted in the drawings in
a particular order, this should not be understood as requiring
that such operations be performed in the particular order
shown or in sequential order, or that all illustrated operations
be performed, to achieve desirable results. In certain cir-
cumstances, multitasking and parallel processing may be
advantageous. Moreover, the separation of various system
components in the embodiments described above should not
be understood as requiring such separation in all embodi-
ments, and it should be understood that the described
program components and systems can generally be inte-
grated together in a single software product or packaged into
multiple software products.

Thus, particular embodiments of the invention have been
described. Other embodiments are within the scope of the
following claims. In some cases, the actions recited in the
claims can be performed in a different order and still achieve
desirable results. In addition, the processes depicted in the
accompanying figures do not necessarily require the par-
ticular order shown, or sequential order, to achieve desirable
results. In certain implementations, multitasking and parallel
processing may be advantageous.

While one or more embodiments have been shown and
described, modifications and substitutions may be made
thereto without departing from the spirit and scope of the
invention. Accordingly, it is to be understood that the present
invention has been described by way of illustrations and not
limitation. Embodiments herein can be used independently
or can be combined.

Reference throughout this specification to “one embodi-
ment,” “particular embodiment,” “certain embodiment,” “an
embodiment,” or the like means that a particular feature,
structure, or characteristic described in connection with the
embodiment is included in at least one embodiment. Thus,
appearances of these phrases (e.g., “in one embodiment” or
“in an embodiment”) throughout this specification are not
necessarily all referring to the same embodiment, but may.
Furthermore, particular features, structures, or characteris-
tics may be combined in any suitable manner, as would be
apparent to one of ordinary skill in the art from this
disclosure, in one or more embodiments.

All ranges disclosed herein are inclusive of the endpoints,
and the endpoints are independently combinable with each
other. The ranges are continuous and thus contain every
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value and subset thereof in the range. Unless otherwise
stated or contextually inapplicable, all percentages,
when expressing a quantity, are weight percentages. The
suffix “(s)” as used herein is intended to include both the
singular and the plural of the term that it modifies, thereby
including at least one of that term (e.g., the colorant(s)
includes at least one colorants). “Optional” or “optionally”
means that the subsequently described event or circumstance
can or cannot occur, and that the description includes
instances where the event occurs and instances where it does
not. As used herein, “combination” is inclusive of blends,
mixtures, alloys, reaction products, and the like.

As used herein, “a combination thereof” refers to a
combination comprising at least one of the named constitu-
ents, components, compounds, or elements, optionally
together with one or more of the same class of constituents,
components, compounds, or elements.

All references are incorporated herein by reference.

The use of the terms “a” and “an” and “the” and similar
referents in the context of describing the invention (espe-
cially in the context of the following claims) are to be
construed to cover both the singular and the plural, unless
otherwise indicated herein or clearly contradicted by con-
text. “Or” means “and/or.” Further, the conjunction “or” is
used to link objects of a list or alternatives and is not
disjunctive; rather the elements can be used separately or
can be combined together under appropriate circumstances.
It should further be noted that the terms “first,” “second,”
“primary,” “secondary,” and the like herein do not denote
any order, quantity, or importance, but rather are used to
distinguish one element from another. The modifier “about”
used in connection with a quantity is inclusive of the stated
value and has the meaning dictated by the context (e.g., it
includes the degree of error associated with measurement of
the particular quantity).

What is claimed is:

1. A process for measuring a size distribution of a plurality
of nucleic acid molecules, the process comprising:

labeling the nucleic acid molecules with a fluorescent dye

comprising a plurality of fluorescent dye molecules to
form labeled nucleic acid molecules, such that a num-
ber of fluorescent dyes molecules attached to each
nucleic acid molecule is reliably proportional to the
number of base pairs in the nucleic acid molecule for
nucleic acid molecules consisting of 10 base pairs to 50
base pairs, and the fluorescent dye molecules having a
first florescence spectrum;

producing, by the labeled nucleic acid molecules, the first

florescence spectrum in response to irradiating the
labeled nucleic acid molecules at the first wavelength;
and

detecting the first florescence spectrum to measure the

size distribution of the plurality of nucleic acid mol-
ecules for nucleic acid molecules consisting of 10 base
pairs to 50 base pairs; and

determining a size of single nucleic acid molecules in the

labeled nucleic acid molecules, based on a quantitative
calibration of the first fluorescence spectrum detected
and nucleic acid molecule size in terms of a number of
base pairs.

2. The process of claim 1, further comprising measuring
a concentration of the nucleic acid molecules.

3. The process of claim 2, further comprising disposing
the nucleic acid molecules and an amount of the fluorescent
dye in a reactor to combine the nucleic acid molecules with
the fluorescent dye molecules at a specific ratio of nucleic
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acids to dye molecules, the amount of fluorescent dye based
on the concentration of the nucleic acid molecules.

4. The process of claim 3, further comprising passivating
a surface of the reactor prior to disposing the nucleic acid
molecules and the fluorescent dye molecules in the reactor.

5. The process of claim 4, wherein the surface is passi-
vated with respect to adsorption of the fluorescent dye
molecules.

6. The process of claim 5, further comprising incubating
the nucleic acid molecules and the fluorescent dye molecules
in the reactor; and

reliably labeling the nucleic acid molecules with the

fluorescent dye molecules in proportion to their length.

7. The process of claim 6, wherein the fluorescent dye
molecules comprise a positive charge and the labeled
nucleic acid molecules comprise a net negative charge.

8. The process of claim 7, further comprising disposing
the labeled nucleic acid molecules on a substrate comprising
a charge selective surface, such that the disposing occurs
prior to irradiating the labeled nucleic acid molecules at the
first wavelength.

9. The process of claim 8, wherein the charge selective
surface comprises a surface density of positive charges.

10. The process of claim 9, further comprising selectively
attracting and binding the labeled nucleic acid molecules on
the substrate through the positive charges of the charge
selective surface of the substrate.

11. The process of claim 10, further comprising selec-
tively repelling free fluorescent dye molecules that are not
attached to nucleic acid molecules in the labeled nucleic acid
molecules,

wherein the free fluorescent dye molecules are not

absorbed to the substrate.

12. The process of claim 11, wherein the substrate com-
prises a cover glass.

13. The process of claim 12, further comprising orienting
and positioning an imaging surface of the substrate through
a depth of field of an imaging system in an absence of
perturbing the fluorescent dye molecules in the labeled
nucleic acid molecules.

14. The process of claim 13, further comprising disposing
onto the imaging substrate a plurality of fiducial markers, the
fiducial markers having a second wavelength and spectrum
for optical detection that is different than the first wave
length and first florescence spectrum.

15. The process of claim 14, further comprising:

adjusting a substrate holder to orient the imaging surface

with respect to a focal plane of an objective lens of an
imaging system; and

positioning the imaging surface through the focal plane of

the objective lens based on the second spectrum of the
fiducial markers as positioning feedback.

16. The process of claim 15, further comprising irradiat-
ing the substrate at the first wavelength, prior to disposing
the sample containing the labeled nucleic acid molecules,
and collecting a background spectrum corresponding to the
first fluorescence spectrum.
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17. The process of claim 16, further comprising simulta-
neously exciting a plurality of the fiducial markers over a
wide field with the second wavelength.

18. The process of claim 17, further comprising providing
the second wavelength from a light-emitting diode; and

providing the first wavelength from a light-emitting

diode.

19. The process of claim 18, wherein detecting the first
florescence spectrum is performed individually over a plu-
rality of wide-field viewing areas through imaging.

20. The process of claim 19, wherein the imaging sensor
is a complimentary metal-oxide-semiconductor (CMOS)
sensor.

21. The process of claim 20, further comprising moving
the imaging surface relative to the objective lens to detect
the first fluorescence spectrum from the plurality of wide-
field viewing areas.

22. The process of claim 21, further comprising:

correcting an image detected by the first fluorescence

spectrum after irradiation with the first wavelength,
wherein the image is corrected to account for:

the background spectrum detected by the first fluores-

cence spectrum after irradiation with the first wave-
length, wherein the labeled nucleic acid molecules
were not disposed on the imaging substrate,

a non-uniformity in an imaging sensor and a spatial

distribution of first wavelength;

measuring an intensity of the first fluorescence spectrum

detected from single labeled nucleic acid molecules in
the image;

producing a calibration between the intensity of the first

fluorescence spectrum and the size of a nucleic acid
molecule with a reference sample comprising single
sizes of reference nucleic acid molecules;

modeling, with a selected function in a model, a depen-

dence of a coefficient of variation of the intensity of the
first fluorescence spectrum detected on nucleic acid
molecule size;

including, as an input to the model, a measured size of the

labeled nucleic acid molecules; and

determining, from the model, an uncertainty of the size of

the single nucleic acid molecules of the labeled nucleic
acid molecules.

23. The process of claim 1, wherein the nucleic acid
molecules have an unknown concentration.

24. The process of claim 1, wherein imaging includes
additional spectra that are distinct from the first and second
spectra for measurement of additional properties.

25. The process of claim 24, wherein the additional
properties are indicated by an imaging target that comprises
a fluorescent molecule.

26. The process of claim 24, wherein the additional
properties are the association of particular binding proteins
or specific mutations with single labeled nucleic acid mol-
ecules.



