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METHOD AND SYSTEM FOR DETERMINING
COMPOUND CONCENTRATIONS IN A
MIXTURE USING REGRESSION OF NMR
INTENSITY PEAK VALUES

REFERENCE TO GOVERNMENT RIGHTS

This invention was made with United States government
support awarded by the following agencies: National Insti-
tutes of Health Award Nos. DK070297, RR002301,
GMO066323. The United States government has certain rights
in this invention.

FIELD

The field of the disclosure relates generally to nuclear
magnetic resonance spectroscopy. More specifically, the dis-
closure relates to a method and a system for determining
compound concentrations in a mixture using nuclear mag-
netic resonance spectroscopy.

BACKGROUND

Nuclear magnetic resonance (NMR) spectroscopy utilizes
the magnetic properties of nuclei to provide information on
the chemical characteristics of a molecule. When placed in a
magnetic field, NMR active nuclei absorb and emit energy at
a frequency characteristic of the isotope. Typically, a target is
placed in a strong magnetic field that causes the generally
disordered and randomly oriented nuclear spins of the atoms
to become aligned with the applied magnetic field. One or
more radio frequency (RF) pulses are transmitted into the
target, perturbing the nuclear spins. As the nuclear spins relax
to their aligned state, the nuclei emit RF energy that is
detected by receiving coils arranged about the target. The
energy absorption and the intensity of the resulting signal are
proportional to the strength of the magnetic field.

Depending on the local chemical environment, different
protons in a molecule resonate at slightly different frequen-
cies. Because the frequency is proportional to the strength of
the magnetic field, it can be converted into a field-indepen-
dent dimensionless value known as a chemical shift. The
chemical shift may be reported as a relative measure from a
reference resonance frequency. For example, the chemical
shift may be determined as a difference between the fre-
quency of the signal and the frequency of the reference
divided by the frequency of the reference signal. Commonly
measured reference nuclei are hydrogen-1 (*H) and carbon-
13 (*3C), though nuclei from isotopes of many other elements
can also be used as references. The frequency shifts generally
are extremely small (typically hundreds of Hertz) in compari-
son to the frequency of the reference signal (typically hun-
dreds of megahertz), and thus, are generally expressed as
parts per million (ppm).

Analysis of a one-dimensional (1D) NMR spectrum pro-
vides information related to the number and the type of
chemical entities in a molecule. For example, with reference
to FIG. 1, a 1D NMR spectrum is shown of an equimolar
mixture of twenty-six small molecule standards using a "H
reference nuclei. Multi-dimensional NMR involves a series
of 1D experiments. Each experiment consists of a sequence of
RF pulses with delay periods between each sequence. Theuse
of pulses of different shapes, frequencies, intensities, and
durations in specifically-designed patterns or pulse sequences
allows a determination of different types of information about
the molecule and distinguishes different multi-dimensional
NMR types. For example, there are multiple types of two-
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dimensional (2D) NMR spectroscopy including correlation
spectroscopy, J-spectroscopy, exchange spectroscopy,
nuclear Overhauser effect spectroscopy, total correlation
spectroscopy, heteronuclear correlation experiments, etc.
Heteronuclear correlation experiments may include hetero-
nuclear single quantum coherence (HSQC), heteronuclear
multiple quantum coherence (HMQC), heteronuclear mul-
tiple bond correlation (HMBC), etc. 2D NMR spectrum pro-
vide more information about a molecule than 1D NMR spec-
tra. For example, with reference to FIG. 2, 22D NMR spectra
is shown of the equimolar mixture of twenty-six small mol-
ecule standards shown in FIG. 1 overlaid onto a spectrum of
aqueous whole-plant extract from Arabidopsis thaliana.
Peaks from covalently bonded 1H-13C pairs are identified on
the basis of simultaneously satisfying positions on the x-axis
(frequency of the 'H nucleus) and y-axis (frequency of the
13C nucleus).

1D 'H NMR spectroscopy has been used as an analytical
tool for identifying small molecules and measuring their con-
centrations. Traditionally, quantitative analysis by NMR has
been restricted to relatively simple mixtures with minimal
peak overlap because overlapped peaks do not scale in a
discrete linear fashion that typifies well-isolated peaks.
Instead, overlapped peaks scale as the sum of the total over-
lapped resonance. As a result, multivariate and correlation
statistics are reporters of overlapped spectral density rather
than the concentrations of specific compounds. Thus,
although peak overlap does not interfere with the reproduc-
ibility of traditional analyses, it does prevent accurate quan-
tification.

Recently, interest has surged in using NMR for high-
throughput analysis of complex biological processes at the
metabolic level. These studies, defined as “metabolomics™ or
“metabonomics”, place an emphasis on biomarker discovery
or disease classification and are typically centered on unfrac-
tionated biological fluids and tissue extracts. 1D "H NMR
spectra of these types of samples typically contain hundreds
of overlapping resonances (see FIG. 1) that make traditional
NMR-based analytical practices, such as resonance assign-
ment and accurate peak integration, impossible or impracti-
cal.

Using 2D 'H-'>C NMR (see FIG. 2), peak overlap is
reduced. However, applications of multidimensional NMR in
the metabolomics literature have been largely restricted to
qualitative analyses generally for two reasons. The first rea-
son is that 2D 'H-'*C cross-peak intensities (or volumes) are
influenced by a greater number of variables (e.g. uneven
excitation, non-uniform relaxation, evolution times, mixing
times, etc.) than are 1D "H NMR peaks. The non-uniform
behavior makes it difficult to translate peak intensities into
metabolite concentrations. A second reason is that 2D 'H-'C
NMR spectra usually require more time to collect than 1D *H
spectra. Long acquisition times are impractical for metabo-
lomics studies that require the analysis of hundreds of
samples. Thus, a method and a system to support metabolo-
mics studies using NMR data is needed.

SUMMARY

In an exemplary embodiment, a method of determining a
concentration of a compound in a mixture is provided. A
plurality of compounds are identified in the mixture based on
intensity peaks identified from NMR data generated from the
mixture. The NMR data is two-dimensional heteronuclear
single quantum coherence NMR data. A compound is
selected from the identified plurality of compounds for a
concentration determination. A concentration equation asso-
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ciated with the selected compound is determined. A first peak
associated with the selected compound is selected from the
NMR data. The selected first peak does not overlap with a
peak associated with another compound of the identified plu-
rality of compounds. An intensity value associated with the
selected first peak is determined. A concentration of the
selected compound in the mixture is calculated using the
determined concentration equation and the determined inten-
sity value.

In another exemplary embodiment, a computer-readable
medium is provided comprising computer-readable instruc-
tions that, upon execution by a processor, cause the processor
to perform the operations of the method of determining a
concentration of a compound in a mixture.

In another exemplary embodiment, a device is provided.
The device includes, but is not limited to, a processor and the
computer-readable medium. The computer-readable medium
operably couples to the processor. The computer-readable
medium comprises instructions that, upon execution by the
processor, perform the operations of the method of determin-
ing a concentration of a compound in a mixture.

In another exemplary embodiment, a method of defining a
concentration equation for a compound is provided. First
NMR data of a first mixture of pure compounds selected from
aplurality of compounds is collected. A first concentration for
each of the pure compounds in the first mixture is known. For
each of the pure compounds, a first non-overlapping peak is
selected from the collected first NMR data. A first intensity
value associated with each selected first non-overlapping
peak is determined. Second NMR data for a second mixture
of the pure compounds is collected. A second concentration
for each of the pure compounds in the second mixture is
known. Additionally, the second concentration is different
from the first concentration. For each of the pure compounds,
a second non-overlapping peak from the collected second
NMR data is selected. A second intensity value associated
with each selected second non-overlapping peak is deter-
mined. A concentration equation for each compound of the
pure compounds is determined using the determined first
intensity value associated with each compound at the first
concentration and the determined second intensity value
associated with each compound at the second concentration.

In another exemplary embodiment, a computer-readable
medium is provided comprising computer-readable instruc-
tions that, upon execution by a processor, cause the processor
to perform the operations of the method of defining a concen-
tration equation for a compound.

In another exemplary embodiment, a device is provided.
The device includes, but is not limited to, a processor and the
computer-readable medium. The computer-readable medium
operably couples to the processor. The computer-readable
medium comprises instructions that, upon execution by the
processor, perform the operations of the method of defining a
concentration equation for a compound.

Other principal features and advantages of the invention
will become apparent to those skilled in the art upon review of
the following drawings, the detailed description, and the
appended claims.

BRIEF DESCRIPTION OF THE DRAWINGS

Exemplary embodiments of the invention will hereafter be
described with reference to the accompanying drawings,
wherein like numerals denote like elements.

FIG. 1 depicts an example 1D "H NMR spectrum of an
equimolar mixture of 26 small molecule standards.
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FIG. 2 depicts an example 2D 'H-'*C NMR spectrum of
the equimolar mixture shown in FIG. 1 overlaid onto a spec-
trum of aqueous whole-plant extract from Arabidopsis
thaliana.

FIG. 3 depicts a block diagram of an NMR data processing
system in accordance with an exemplary embodiment.

FIG. 4 is a flow diagram illustrating exemplary operations
performed by an NMR data processing application in deter-
mining a concentration level in accordance with an exem-
plary embodiment.

FIG. 5 is a graph of a plurality of concentration curves
defined in accordance with an exemplary embodiment.

FIG. 6 shows a comparison between an actual concentra-
tion of compounds in a mixture and an observed concentra-
tion in the mixture determined in accordance with a first
exemplary embodiment of the NMR data processing system.

FIG. 7 shows a comparison between an actual concentra-
tion of compounds in a mixture and an observed concentra-
tion in the mixture determined in accordance with a second
exemplary embodiment of the NMR data processing system.

FIG. 8 is a flow diagram illustrating exemplary operations
performed by an NMR data processing application in defin-
ing a concentration equation in accordance with an exemplary
embodiment.

DETAILED DESCRIPTION

With reference to FIG. 3, a block diagram of an NMR data
processing system 300 is shown in accordance with an exem-
plary embodiment. NMR data processing system 300 may
include a nuclear magnetic resonance (NMR) spectrometer
302, a computing device 304, and a database 306. In an
exemplary embodiment, NMR spectrometer 302 is a 600
megahertz (MHz) spectrometer with a triple-resonance (*H,
13C, N, 2H, lock) cryogenic probe and a sample changer that
processes a mixture 318. Exemplary spectrometer manufac-
turers include Varian, Bruker, Siemens, JEOL, Philips, etc.
NMR spectrometers of a different type, field strength, manu-
facture, and model may be used in alternative embodiments
without limitation. Mixture 318 may include a variety of
chemical compounds.

NMR spectrometer 302, computing device 304, and data-
base 306 may be integrated into a single device. Alternatively,
NMR spectrometer 302, computing device 304, and/or data-
base 306 may be implemented in a plurality of devices. For
example, computing device 304 and database 306 may be
implemented in a single device. NMR spectrometer 302,
computing device 304, and/or database 306 may be con-
nected directly. For example, NMR spectrometer 302 may
connect to computing device 304 using a cable for transmit-
ting information between NMR spectrometer 302 and com-
puting device 304. In another exemplary embodiment, NMR
spectrometer 302 may connect to computing device 304 using
a network that may be wired and/or wireless. In another
exemplary embodiment, NMR spectrometer 302 and com-
puting device 304 may not be connected. Instead, NMR data
acquired using NMR spectrometer 302 may be manually
provided to computing device 304. For example, the NMR
data may be stored on electronic media such as, but not
limited to, a compact disc (CD) or a digital video disc (DVD).
After receiving the NMR data, computing device 304 may
initiate processing of the NMR data based on a user input at
computing device 304 or automatically without user input.

Computing device 304 includes or can access database 306
either through a direct connection or through a network that is
wired and/or wireless. Database 306 may include a plurality
of databases that may be organized into multiple database
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tiers to improve data management and access. Database 306
is a data repository for NMR data processing system 300.
Database 306 may utilize one or more database technologies
as known to those skilled in the art including a file system, a
relational database, a system of tables, etc.

Computing device 304 may include a display 308, an input
interface 310, a computer-readable medium 312, a processor
314, and a data processing application 316. Computing
device 304 may be a computer of any form factor. Different
and additional components may be incorporated into comput-
ing device 304. Components of NMR data processing system
300 may be included in a single device or included in multiple
devices positioned in a single location, a single facility, and
thus, may be remote from one another. As a result, computing
device 304 may include a communication interface, which
provides an interface for receiving and transmitting data
between devices using various protocols, transmission tech-
nologies, and media as known to those skilled in the art. The
communication interface may support communication using
various transmission media that may be wired and/or wire-
less.

Display 308 presents information to a user of computing
device 304 as known to those skilled in the art. For example,
display 308 may be a thin film transistor display, a light
emitting diode display, a liquid crystal display, or any of a
variety of different displays known to those skilled in the art
now or in the future.

Input interface 310 provides an interface for receiving
information from the user for entry into computing device
304 as known to those skilled in the art. Input interface 310
may use various input technologies including, but not limited
1o, a keyboard, a pen and touch screen, a mouse, a track ball,
atouch screen, a keypad, one or more buttons, etc. to allow the
user to enter information into computing device 304 or to
make selections presented in a user interface displayed on
display 308. Input interface 310 may provide both an input
and an output interface. For example, a touch screen both
allows user input and presents output to the user.

Computer-readable medium 312 is an electronic holding
place or storage for information so that the information can be
accessed by processor 314 as known to those skilled in the art.
Computer-readable medium 312 can include, but is not lim-
ited to, any type of random access memory (RAM), any type
of read only memory (ROM), any type of flash memory, etc.
such as magnetic storage devices (e.g., hard disk, floppy disk,
magnetic strips, . . . ), optical disks (e.g., compact disk (CD),
digital versatile disk (DVD), . . . ), smart cards, flash memory
devices, etc. Computing device 304 may have one or more
computer-readable media that use the same or a different
memory media technology. Computing device 304 also may
have one or more drives that support the loading of a memory
media such as a CD or DVD.

Processor 314 executes instructions as known to those
skilled in the art. The instructions may be carried out by a
special purpose computer, logic circuits, or hardware circuits.
Thus, processor 314 may be implemented in hardware, firm-
ware, software, or any combination of these methods. The
term “execution” is the process of running an application or
the carrying out of the operation called for by an instruction.
The instructions may be written using one or more program-
ming language, scripting language, assembly language, etc.
Processor 314 executes an instruction, meaning that it per-
forms the operations called for by that instruction. Processor
314 operably couples with display 308, with input interface
310, with computer-readable medium 312, and with the com-
munication interface to receive, to send, and to process infor-
mation. Processor 314 may retrieve a set of instructions from
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a permanent memory device and copy the instructions in an
executable form to a temporary memory device that is gen-
erally some form of RAM. Computing device 304 may
include a plurality of processors that use the same or a differ-
ent processing technology.

Data processing application 316 performs operations asso-
ciated with processing NMR data to identify a concentration
equation of a compound and/or to identify chemical charac-
teristics of a mixture using a concentration equation. Some or
all of the operations subsequently described may be embod-
ied in data processing application 316. The operations may be
implemented using hardware, firmware, software, or any
combination of these methods. With reference to the exem-
plary embodiment of FIG. 3, data processing application 316
is implemented in software stored in computer-readable
medium 312 and accessible by processor 314 for execution of
the instructions that embody the operations of data processing
application 316. Data processing application 316 may be
written using one or more programming languages, assembly
languages, scripting languages, etc.

With reference to FIG. 4, exemplary operations associated
with data processing application 316 identitying chemical
characteristics of a mixture using a concentration equation
are described. Additional, fewer, or different operations may
be performed, depending on the embodiment. The order of
the operations is not intended to be limiting. In an operation
400, NMR data are received. For example, the NMR data may
be received from NMR spectrometer 302 or may be received
from computer-readable medium 312 storing the NMR data.
The NMR data also may be received from database 306. The
NMR data may include single or multidimensional data gen-
erated using NMR spectrometer 302 based on an analysis of
mixture 318. In an operation 402, intensity peaks are identi-
fied in the received NMR data. For example, the intensity
peaks may be identified using NMRPipe, a multidimensional
spectral processing system developed by Frank Delaglio et al.

In an operation 404, compounds included in mixture 318
are identified on the basis of observed intensity peaks. For
example, the compounds may be identified from information
stored in database 306 by cross-referencing the observed
'H-'3C (or other types) chemical shifts with shifts stored in
database 306. The database may be a publicly available one or
a proprietary one created by the user for compounds of inter-
est. Additional and/or different methods may be used to iden-
tify the compounds included in mixture 318 using the
received NMR data. Compound identification may be
checked visually by overlaying spectra of pure standards
from database 306 onto the NMR spectrum created of mix-
ture 318. In an exemplary embodiment, Sparky, a graphical
NMR assignment and integration program developed and
maintained at the University of California, San Francisco
may be used to prepare the overlaid spectra. In an operation
406, a compound is selected from the identified compounds.
For example, a list of compounds included in mixture 318
may be created and a compound selected from the list.

Inanoperation 408, a concentration equation is determined
for the selected compound. The parameters that define the
equation can be stored in database 306 and identified using an
identifier associated with the selected compound. In an exem-
plary embodiment, the parameters that define the equation
can be derived from spectral information of the selected com-
pound as described with reference to FIG. 8.

With reference to FIG. 5, a graph of a plurality of concen-
tration curves is shown in accordance with an exemplary
embodiment. A first plurality of data points 500 are used to
define a first curve 502 associated with the compound,
sucrose. In an exemplary embodiment, the first plurality of



US 7,847,547 B2

7

data points 500 are peak intensities determined by NMR
spectrometer 302 using concentration reference samples of
sucrose in mixture 318. For example, concentration reference
samples of 2 millimolar (mM), 5 mM, and 10 mM sucrose
were used to define the peak intensities of sucrose in mixture
318 though other concentration levels may be used as refer-
ence samples. In an exemplary embodiment, the peak inten-
sities of the reference samples may be determined using the
same NMR instrument settings for NMR spectrometer 302
used to generate the NMR data received in operation 400. In
an exemplary embodiment, the peak intensities of the refer-
ence samples may be determined as part of the same experi-
mental process used to generate the NMR data received in
operation 400.

A second plurality of data points 504 are used to define a
second curve 506 associated with glutamine. Concentration
reference samples of 2 mM, 5 mM, and 10 mM of glutamine
were used to define the peak intensities of glutamine in mix-
ture 318 though other concentration levels may be used as
reference samples. A third plurality of data points 508 are
used to define a third curve 510 associated with asparagine.
Concentration reference samples of 2 mM, S mM, and 10 mM
of asparagine were used to define the peak intensities of
asparagine in mixture 318 though other concentration levels
may be used as reference samples. The reference concentra-
tion levels for each compound may be the same or different.
Two or more reference concentration levels may be used.

In the exemplary embodiment of FIG. 5, curves 502, 506,
510 are regression lines. As aresult, curves 502,506, 510 may
be stored in database 306 using a slope value and an intercept
value. In an exemplary embodiment, the intercept value may
be assumed to be zero. Other regression curves may be used
in alternative embodiments. For example, a higher order
polynomial, a conic section, a trigonometric function, etc.
may be used to fit the plurality of data points. The concentra-
tion equations may be saved using the information associated
with the type of curve fit function.

In an exemplary embodiment, high resolution 2D *H-'*C
HSQC NMR data is collected using NMR spectrometer 302
to generate the plurality of data points 500, 504, 508. In
another exemplary embodiment, the data collection time may
be reduced substantially by allowing aliasing (folding) of the
NMR spectrum so long as it does not result in overlapping of
the data. NMR data of higher or lower dimensionality may be
used in alternative embodiments.

With continuing reference to FIG. 4, in an operation 410, a
peak associated with the selected compound is selected from
the received NMR data. For example, the received NMR data
may include a plurality of peaks associated with the selected
compound. In an exemplary embodiment, the selected peak
does not overlap with a peak associated either with the same
or another identified compound. In an operation 412, an
intensity value for the selected peak is determined by a stan-
dard method from the received NMR data. For example, the
NMR data is analyzed to determine an intensity value(s)
associated with or near the selected peak value to determine
the intensity value. In an exemplary embodiment, the inten-
sity values of one or more (preferably at least two) non-
overlapped peaks from a compound in the mixture may be
used to determine the concentration of that compound relative
to the intensities of all non-overlapped peaks from an internal
standard. For example, HEPES, an organic chemical buffer-
ing agent, or Sorbitol may be used as an internal standard. The
standard is chosen to be a compound with two or more peaks
that do not overlap with peaks of compounds to be quantified.
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The concentration equation also may have been normalized
on the basis of peak intensities of the internal standard if its
concentration is known.

In an operation 414, a concentration value of the selected
compound in mixture 318 is calculated using the identified
concentration equation and the identified intensity value. For
example, if a regression line is used to define the concentra-
tion equation, the concentration is calculated using x=-%/m
where x is the concentration value, y is the identified intensity
value, B is the intercept value of the concentration equation,
and m is the slope value of the concentration equation.

In an operation 416, a determination is made concerning
whether or not another peak is processed. For example, a user
may make a selection initially to define the number of peaks
processed. A simple counter or other methods known to those
skilled in the art may be used to determine if all of the peaks
have been processed. If another peak is to be processed,
processing continues at operation 410 to select another peak
and calculate another concentration value. If another peak is
not to be processed, processing continues at an operation 418.
In an exemplary embodiment, at least two well-dispersed
peaks belonging to the spin system of the selected compound
are selected for processing for each compound. For example,
the peaks may be selected based on their being at least three
peak widths distant from another peak of intensity greater
than 3% of the peak being considered.

In an operation 418, an average of the concentration values
calculated in operation 414 is calculated if multiple peaks
were processed. In an operation 420, a determination is made
concerning whether or not another compound identified in the
mixture is yet to be processed. For example, a user may make
a selection initially to define a list of compounds to be pro-
cessed. A simple counter or other methods known to those
skilled in the art may be used to determine if all of the
compounds selected for processing have been processed. If
another compound is to be processed, processing continues at
operation 406 where the next compound is chosen. If another
compound is not to be processed, processing is complete at an
operation 422.

With reference to FIG. 8, additional exemplary operations
associated with data processing application 316 of FIG. 3
identifying a concentration equation for a compound are
described. Additional, fewer, or different operations may be
performed, depending on the embodiment. The order of the
operations is not intended to be limiting. The functionality
provided by data processing application 316 may be imple-
mented in one or more modules that may be distributed across
a plurality of computing devices and that interact to provide
the described functionality as known to those skilled in the
art. The functionality provided by data processing application
316 may be implemented in one or more modules that may be
distributed across a plurality of computing devices and that
may execute independently. Thus, data processing applica-
tion 316 may be implemented as a first data processing appli-
cation and a second data processing application that execute
at the same or different times on the same or different devices
and that are integrated with each other or are independent of
each other.

In an operation 800, similar to operation 400, NMR data
are received. In an operation 802, similar to operation 402,
intensity peaks are identified in the received NMR data. In an
operation 804, similar to operation 404, compounds included
in mixture 318 are identified on the basis of observed intensity
peaks. In an operation 806, a first mixture is prepared includ-
ing pure compounds of the identified compounds at a first
concentration known for each compound. In an exemplary
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embodiment, an equimolar mixture of the pure compounds
may be prepared with a first number of moles.

In an operation 808, NMR data are collected for the first
mixture. In an operation 810, a peak associated with each of
the identified compounds included in the first mixture is
selected from the collected NMR data. To reduce the spec-
trum collection time, the spectrometer settings can be
adjusted to allow aliasing (folding) of peaks into the top of the
spectral window as long as at least one non-overlapping peak
exists for each compound of the identified compounds. The
degree of folding that can be tolerated without losing infor-
mation can be decided on the basis of the peak positions
determined for each compound included in the first mixture.
In an operation 812, similar to operation 412, an intensity
value for each of the selected peaks is determined by a stan-
dard method from the collected NMR data. For example, the
NMR data is analyzed to determine an intensity value asso-
ciated with or near the selected peak values to determine the
intensity value.

In an operation 814, similar to operation 806, a second
mixture is prepared including pure compounds of the identi-
fied compounds at a second concentration known for each
compound which is different than the first concentration for
each pure compound of the identified compounds. In an
exemplary embodiment, an equimolar mixture of the pure
compounds may be prepared with a second number of moles.
In an operation 816, similar to operation 808, NMR data are
collected for the second mixture. In an operation 818, similar
to operation 810, a peak associated with each of the identified
compounds included in the second mixture is selected from
the collected NMR data. In an operation 820, similar to opera-
tion 812, an intensity value for the selected peaks is deter-
mined by a standard method from the collected NMR data.

In operation 822, a determination is made concerning
whether or not to repeat the process of operation 8§14-820 for
another mixture. If another mixture is prepared, processing
continues in operation 814 with a next mixture prepared
including pure compounds of the identified compounds at a
next concentration known for each compound which is dif-
ferent than the previous concentrations for each pure com-
pound of the identified compounds. Any number of additional
mixtures may be prepared. If another mixture is not prepared,
processing continues in an operation 824. In operation 824,
concentration equations are defined for each compound of the
identified compounds using the intensity values associated
with each known concentration for that compound. As known
to those skilled in the art, an equation can be defined to fit a
plurality of data points. Regression analysis provides an
approximate fit to the plurality of data points by minimizing
a difference between the plurality of data points and the curve
defined by the equation. Thus, in an exemplary embodiment,
the concentration equations can be defined using the intensity
values determined for each compound at each concentration.

Parallel regressions of 2D 'H-'*C HSQC and 1D 'H NMR
measurements were obtained using NMR data processing
system 300 in accordance with an exemplary embodiment to
perform an error analysis comparing 1D "H NMR and 2D
'H-13C NMR as quantitative tools for metabolic profiling. A
subset of NMR-observable metabolites present in Arabidop-
sis, Saccharomyces and Medicago extracts was selected to
represent an average extract, and several synthetic mixtures
of pure compounds were prepared based on the observed
metabolites. A total of 30 synthetic mixtures were prepared
for the error analysis study. 24 of the samples were designated
as “test mixtures”, and six samples were designated as “con-
centration references.” Both the test mixtures and the concen-
tration references contained twenty-six small molecules.
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Twenty-five of these were metabolites selected from a larger
list of molecules identified in the three biological extracts.
HEPES was also included in the synthetic samples as an
internal concentration reference. The test mixtures contained
nineteen metabolites with invariant concentrations (all S mM)
and seven metabolites with variable concentrations ranging
from 5.5 to 29.1 mM. The six concentration reference
samples were prepared with equimolar mixtures of the
twenty-six small molecules. These samples contained each
metabolite at 2 mM, 5 mM, or 10 mM.

A separate set of biological concentration reference stan-
dards was prepared for estimating concentrations in the three
tissue extracts. Biological reference samples had a total of 52
metabolites split between three groups. The groups were
designed to minimize overlap between metabolites signals in
2D 'H-'*C NMR spectra. The samples contained 5 mM
HEPES as an internal standard. The observed intensities were
normalized to the average signal from two dispersed HEPES
peaks, and concentration curves were constructed with the
HEPES normalized intensities.

Spectra were collected using a Varian 600 MHz spectrom-
eter equipped with a triple-resonance (*H, °C, °N, *H, lock)
cryogenic probe and a sample changer. 1D "H and 2D *H-'*C
HSQC spectra of each sample were collected. The 1D 'H
spectra were collected using 90° pulses with four acquisi-
tions, four silent scans, an initial delay of 2 seconds (s) and an
acquisition time of 2 s. Sensitivity enhanced ‘H-*C HSQC
spectra were collected with four scans, 32 silent scans, an
initial delay of 1 s and an acquisition time of 0.3 s with
broadband decoupling. Quantitative *H-'>C HSQC spectra
were collected in 128 increments using a 70 ppm spectral
width in the indirect (**C) dimension. The carbon transmitter
offset frequency was tuned to allow all aliphatic resonances to
be contained within the spectrum. Aromatic resonances and
the anomeric resonances of sugars were allowed to wrap into
the top of the spectral window. Each quantitative "H-'>C
HSQC spectrum required twelve minutes to collect. With
these spectrometer settings, each molecule in the synthetic
mixtures yielded at least one non-overlapped cross peak as
did each of the identified metabolites in the biological extracts
with the exception of putrescine, lactate, and acetate. Thus, to
reduce the spectrum collection time, the spectrometer set-
tings can be adjusted to allow aliasing (folding) of peaks into
the top of the spectral window as long as at least one non-
overlapping peak exists for each compound of interest. The
degree of folding that can be tolerated without losing infor-
mation can be decided on the basis of the peak positions
determined for each biological extract.

One high-resolution 'H-*C HSQC spectrum was col-
lected for each biological extract. These spectra were
acquired with 512 increments, 16 scans, and a *>C spectral
width of 140 ppm. High-resolution spectra were used to iden-
tify metabolites. The larger spectral width helped avoid reso-
nance assignment errors resulting from spectral folding. The
spectra were chemical-shift referenced, phased, Fourier-
transformed with a shifted sine bell window function, zero-
filled, and peak-picked using automated NMRPipe process-
ing scripts. A list of possible metabolite matches was obtained
by cross-referencing observed 'H-">C chemical shifts (NMR
peak locations) with shifts in the Biological Magnetic Reso-
nance Data Bank (BMRB) and Madison Metabolomics Con-
sortium Database databases.

Thetest samples and concentration reference samples were
run as a block under identical acquisition parameters. The
sample block was run twice to produce two technical repli-
cates for each sample. To minimize experimental bias, a ran-
dom number generator was used to determine the sample
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order. 1D 'H and 2D 'H-'*C HSQC spectra were collected
sequentially on each sample. Two well-dispersed peaks in the
'H-13C HSQC spectra were selected for each of the seven
target metabolites. A concentration curve was constructed for
each metabolite by regressing absolute peak intensities from
the concentration reference samples with their known con-
centrations. The concentration curves were averaged across
the technical replicates, and the resulting regression coeffi-
cients were used to predict metabolite concentrations in the
test samples. Concentration estimates were also averaged
across technical replicates to produce a final predicted con-
centration for each metabolite. Identical procedures were
used to estimate concentrations from both 1D and 2D NMR
data. Proton chemical shifts used in the 1D ‘H analysis were
those identified from the positions of 2D 'H-*C HSQC cross
peaks.

With reference to FIG. 6, a comparison between an actual
concentration of compounds in the test samples and an
observed concentration in the test samples determined using
the 2D "H-"C HSQC NMR data is shown. A first regression
line 600 indicates an expected comparison line having a slope
value of one and an intercept value of zero. A plurality of data
points 602 defined using the 2D 'H-'*C HSQC NMR data
shows good correspondence with the first regression line 600.
A regression line fit to the plurality of data points 602 had a
slope value 0f 0.97 and an intercept value 0of 0.6 with a percent
error of 2.7%. A maximum error of 10.3% also was calcu-
lated. This error translated to an average (root mean square)
accuracy of 0.6 mM using the 2D ‘H-*C HSQC NMR data.
The error estimates were calculated from the divergence of
the observed concentration from the actual concentration.

With reference to FIG. 7, a comparison between an actual
concentration of compounds in the test samples and an
observed concentration in the test samples determined using
the 1D 'HNMR data is shown. A plurality of data points 700
defined using the 1D 'H NMR data were fit to a second
regression line 702 having a slope value 0of 0.71 and an inter-
cept value of 1.9 with a percent error of 16.2%. A maximum
error of 44.5% also was calculated. This error translated to an
average (root mean square) accuracy of 3.5 mM accuracy
using the 1D 'H NMR data. Based on a comparison between
the parallel regressions of the 2D 'H-'*C HSQC NMR mea-
surements and the 1D 'H NMR measurements, the 1D esti-
mates were considerably noisier than the 2D estimates.

The word “exemplary” is used herein to mean serving as an
example, instance, or illustration. Any aspect or design
described herein as “exemplary” is not necessarily to be con-
strued as preferred or advantageous over other aspects or
designs. Further, for the purposes of this disclosure and unless
otherwise specified, “a” or “an” means “one or more”.

The foregoing description of exemplary embodiments of
the invention have been presented for purposes of illustration
and of description. It is not intended to be exhaustive or to
limit the invention to the precise form disclosed, and modifi-
cations and variations are possible in light of the above teach-
ings or may be acquired from practice of the invention. Addi-
tionally, the functionality described may be implemented in a
single executable or application or may be distributed among
modules that differ in number and distribution of functional-
ity from those described herein without deviating from the
spirit of the invention. Additionally, the order of execution of
the functions may be changed without deviating from the
spirit of the invention. The embodiments were chosen and
described in order to explain the principles of the invention
and as practical applications of the invention to enable one
skilled in the art to utilize the invention in various embodi-
ments and with various modifications as suited to the particu-
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lar use contemplated. It is intended that the scope of the
invention be defined by the claims appended hereto and their
equivalents.

What is claimed is:

5 1. A concentration determining device comprising:

a processor; and

a non-transitory computer-readable medium operably
coupled to the processor, the computer-readable
medium comprising instructions that, when executed by

10 the processor, perform operations comprising

(a) identifying a plurality of compounds in a mixture
based on intensity peaks identified from nuclear mag-
netic resonance (NMR) data generated from the mix-
ture;

15 (b) selecting a compound from the identified plurality of
compounds for a concentration determination;

(c) determining a concentration equation associated
with the selected compound, wherein the concentra-
tion equation is defined based on a regression curve fit

20 to a plurality of data points, wherein the plurality of
data points are intensity peak values calculated using
second NMR data generated for a plurality of refer-
ence samples of known concentration levels of the
selected compound,

25 (d) selecting a first peak associated with the selected
compound from the NMR data generated from the
mixture, wherein the selected first peak does not over-
lap with a peak associated with another compound of
the identified plurality of compounds;

30 (e) determining an intensity value associated with the
selected first peak; and

(f) calculating a concentration value of the selected com-
pound in the mixture using the determined concentra-
tion equation and the determined intensity value.

35 2. The device of claim 1, further comprising a nuclear
magnetic resonance spectrometer configured to generate the
NMR data.

3. A non-transitory computer-readable medium compris-

ing computer-readable instructions therein that, when

40 executed by a processor, cause a computing device to:

(a) identify a plurality of compounds in a mixture based on
intensity peaks identified from nuclear magnetic reso-
nance (NMR) data generated from the mixture;

(b) select a compound from the identified plurality of com-

45 pounds for a concentration determination;

(c) determine a concentration equation associated with the
selected compound, wherein the concentration equation
is defined based on a regression curve fit to a plurality of
data points, wherein the plurality of data points are

50 intensity peak values calculated using second NMR data

generated for a plurality of reference samples of known

concentration levels of the selected compound,

(d) select a first peak associated with the selected com-
pound from the NMR data generated from the mixture,

55 wherein the selected first peak does not overlap with a

peak associated with another compound of the identified

plurality of compounds;

(e) determine an intensity value associated with the
selected first peak; and

60  (f) calculate a concentration value of the selected com-

pound in the mixture using the determined concentration

equation and the determined intensity value.

4. A method of determining a concentration value of a

compound in a mixture, the method comprising:

65 (a)identifying a plurality of compounds in a mixture based

on intensity peaks identified from nuclear magnetic

resonance (NMR) data generated from the mixture;
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(b) selecting a compound from the identified plurality of
compounds for a concentration determination;

(c) determining a concentration equation associated with
the selected compound, wherein the concentration equa-
tion is defined based on a regression curve fit to a plu-
rality of data points, wherein the plurality of data points
are intensity peak values calculated using second NMR
data generated for a plurality of reference samples of
known concentration levels of the selected compound,

(d) selecting a first peak associated with the selected com-
pound from the NMR data generated from the mixture,
wherein the selected first peak does not overlap with a
peak associated with another compound of the identified
plurality of compounds;

(e) determining an intensity value associated with the
selected first peak; and

(f) calculating a concentration value of the selected com-
pound in the mixture using the determined concentration
equation and the determined intensity value.

5. The method of claim 4, further comprising:

selecting a second peak associated with the selected com-
pound from the NMR data generated from the mixture;
and

repeating (e) and (f) with the selected second peak as the
selected first peak.

6. The method of claim 5, further comprising calculating an
average of the calculated concentration values as the calcu-
lated concentration value.

7. The method of claim 4, further comprising selecting a
second compound from the identified plurality of compounds
and repeating (c)-(f) with the selected second compound as
the selected compound.

8. The method of claim 4, further comprising identifying a
plurality of intensity peaks associated with the selected com-
pound from the NMR data generated from the mixture,
wherein the first peak is selected from the identified plurality
of intensity peaks.

9. The method of claim 4, wherein calculating the concen-
tration value comprises solving the concentration equation
for the concentration value using the determined intensity
value.

10. The method of claim 4, further comprising, before (a),
collecting the NMR data using an NMR spectrometer.

11. The method of claim 4, wherein the plurality of com-
pounds are metabolites.

12. The method of claim 4, wherein the NMR data gener-
ated from the mixture is two-dimensional heteronuclear
single quantum coherence NMR data.

13. The method of claim 4, wherein the second NMR data
is generated in order to allow aliasing as long as an intensity
peak of each of the identified compounds does not overlap
with the intensity peak associated with another compound of
the identified plurality of compounds.

14. The method of claim 4, wherein the concentration
equation is normalized based on peak intensities of a standard
compound included in the mixture at a known concentration
level.

15. The method of claim 4, further comprising normalizing
the determined intensity value using a standard intensity peak
value associated with a standard compound included in the
mixture at a known concentration level.

16. A concentration determining device comprising:

a processor; and

a non-transitory computer-readable medium operably
coupled to the processor, the computer-readable
medium comprising instructions that, when executed by
the processor, perform operations comprising
(a) collecting first NMR data of a first mixture of pure

compounds selected from a plurality of compounds,
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wherein a first concentration of each of the pure com-
pounds in the first mixture is known;

(b) for each of the pure compounds, selecting a first
non-overlapping peak from the collected first NMR
data;

(c) determining a first intensity value associated with
each selected first non-overlapping peak of each of the
pure compounds;

(d) collecting second NMR data for a second mixture of
the pure compounds, wherein a second concentration
of each of the pure compounds in the second mixture
is known, and further wherein the second concentra-
tion is different from the first concentration;

(e) for each of the pure compounds of the second mix-
ture, selecting a second non-overlapping peak from
the collected second NMR data;

(f) determining a second intensity value associated with
each selected second non-overlapping peak of each of
the pure compounds of the second mixture; and

(g) defining a concentration equation for each com-
pound of the pure compounds based on a regression
curve fit to the determined first intensity value asso-
ciated with each pure compound of the first mixture at
the first concentration and the determined second
intensity value associated with each pure compound
of the second mixture at the second concentration,
wherein the defined concentration equation is used to
determine a concentration of a compound of the pure
compounds in a third mixture.

17. The device of claim 16, further comprising a nuclear
magnetic resonance spectrometer configured to generate the
NMR data generated from the mixture.

18. A non-transitory computer-readable medium compris-
ing computer-readable instructions therein that, when
executed by a processor, cause a computing device to:

(a) collect first NMR data of a first mixture of pure com-

pounds selected from a plurality of compounds, wherein

a first concentration of each of the pure compounds in

the first mixture is known;

(b) for each of the pure compounds, select a first non-
overlapping peak from the collected first NMR data;
(c) determine a first intensity value associated with each
selected first non-overlapping peak of each of the pure

compounds;

(d) collect second NMR data for a second mixture of the
pure compounds, wherein a second concentration of
each of the pure compounds in the second mixture is
known, and further wherein the second concentration is
different from the first concentration;

(e) for each of the pure compounds of the second mixture,
select a second non-overlapping peak from the collected
second NMR data;

(f) determine a second intensity value associated with each
selected second non-overlapping peak of each of the
pure compounds of the second mixture; and

(g) define a concentration equation for each compound of
the pure compounds based on a regression curve fit to the
determined first intensity value associated with each
pure compound of the first mixture at the first concen-
tration and the determined second intensity value asso-
ciated with each pure compound of the second mixture
at the second concentration, wherein the defined con-
centration equation is used to determine a concentration
of acompound of the pure compounds in a third mixture.
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19. A method of defining a concentration equation for a
compound, the method comprising:

(a) collecting first NMR data of a first mixture of pure
compounds selected from a plurality of compounds,
wherein a first concentration of each of the pure com-
pounds in the first mixture is known;

(b) for each of the pure compounds, selecting a first non-
overlapping peak from the collected first NMR data;

(c) determining a first intensity value associated with each
selected first non-overlapping peak of each of the pure
compounds;

(d) collecting second NMR data for a second mixture of the
pure compounds, wherein a second concentration of
each of the pure compounds in the second mixture is
known, and further wherein the second concentration is
different from the first concentration;

(e) for each of the pure compounds of the second mixture,
selecting a second non-overlapping peak from the col-
lected second NMR data;

(f) determining a second intensity value associated with
each selected second non-overlapping peak of each of
the pure compounds of the second mixture; and

(g) defining a concentration equation for each compound
of'the pure compounds based on a regression curve fit to
the determined first intensity value associated with each
pure compound of the first mixture at the first concen-
tration and the determined second intensity value asso-
ciated with each pure compound of the second mixture
at the second concentration, wherein the defined con-
centration equation is used to determine a concentration
of'a compound of the pure compounds in a third mixture.
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20. The method of claim 19, further comprising:

repeating (d)-(f) with a fourth mixture of the pure com-

pounds as the second mixture,

wherein a third concentration for each of the pure com-

pounds in the fourth mixture is known, and

further wherein the third concentration is different from the

first concentration and from the second concentration;
wherein the concentration equation is defined using the

additional determined second intensity value associated

with each pure compound at the third concentration.

21. The method of claim 19, wherein the concentration
equation is normalized based on peak intensities of a standard
compound included in the first mixture at a known first con-
centration level and in the second mixture at a known second
concentration level.

22. The method of claim 21, wherein the known first con-
centration level and the known second concentration level are
approximately equal.

23. The method of claim 19, wherein the collected first
NMR data is generated to allow aliasing as long as an inten-
sity peak of each of the pure compounds does not overlap with
the intensity peak associated with another compound of the
pure compounds.

24. The method of claim 19, further comprising normaliz-
ing the determined first intensity value using a standard inten-
sity peak value associated with a standard compound
included in the first mixture at a known concentration level.

25. The method of claim 19, wherein the plurality of com-
pounds are metabolites.

26. The method of claim 19, wherein the collected first
NMR data is two-dimensional heteronuclear single quantum
coherence NMR data.

#* #* #* #* #*
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