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DETECTION AND TREATMENT OF OF
EARLY-STAGE OVARIAN CANCER

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application is a U.S. National Stage of International
Patent Application No. PCT/US2016/050160, filed Sep. 2,
2016, which claims the benefit of U.S. Provisional Patent
Application Ser. No. 62/213,317, filed Sep. 2, 2015, entitled
“METABOLOMIC DETECTION OF EARLY-STAGE
OVARIAN CANCER,” the entire contents and substance of
which are hereby incorporated by reference as if fully set
forth below.

TECHNICAL FIELD

The various embodiments of the disclosure relate gener-
ally to methods of detecting and treating ovarian cancers,
particularly serous ovarian cancer, and more particularly
early-stage serous ovarian cancer.

BACKGROUND

Ovarian cancer (OC) is the most lethal of all gynecologi-
cal malignancies and the fifth leading cause of death among
women living in the United States®. The disease is essen-
tially asymptomatic until late stages when the 5-year relative
survival rate is <44%?>. If detected and treated early in its
progression, the S-year survival rate is ~90%. For this
reason, considerable effort has been focused on the devel-
opment of a screening test to diagnose OC early in its
progression®. This challenge is confounded by the fact that
because the disease is in low prevalence in the general
population (~0.1% in USA), a screening test must attain a
positive predictive value (PPV) of >10%, with a specificity
299.6% and a sensitivity 275% to be of clinical relevance in
the general population®.

The current standard screening method for OC involves
trans-vaginal ultrasound and measurement of serum CA-125
levels®. Combined, these tests result in a positive predictive
value of only 24%°. A recent study reports that monitoring
changes in serum levels of CA-125 over time rather than
reliance on a single predefined threshold level of signifi-
cance can increase accuracy of detection up to 86%°. In
addition, a variety of proteomic’ and microarray® based tests
are currently under development but, thus far, no assay has
attained the stringent level of accuracy required to be of
clinical relevance in the general population.

BRIEF SUMMARY

The various embodiments of the disclosure relate gener-
ally to processes, methods, and systems for screening blood
serum as a highly discriminate, non-invasive tool for detec-
tion of ovarian cancer.

An embodiment of the disclosure can be a process for
detecting serous ovarian cancer, including the steps of
obtaining a patient’s serum sample, measuring the concen-
tration of each of ten or more OC metabolites in the serum
sample as compared to the concentration of the same
metabolites in a control serum sample, and evaluating the
change in concentrations for the serous OC metabolites
versus the control sample. The OC metabolites can be
selected from Table 1 which provides 16 different OC
metabolites. An increase in the concentration of metabolites
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2

1 through 8 and/or a decrease for metabolites 9 through 16
can indicate a positive result for ovarian cancer.

Another embodiment of the disclosure can include the
steps of calibrating the method prior to a measurement of a
serum sample or multiple serum samples. The calibration
can be conducted by testing a device with a calibration
sample. The calibration step can include a calibration sample
with at least three compounds selected from the following:
cortisone, lysophatidylinositol (18:1), aspartyl-glutamic
acid, 16-(6-butoxy-3-hydroxy-4,5-dimethylcyclohex-1-en-
1-y1)-6,10-dihydroxy-2,6,10,14-tetramethyl hexade-
canoicacid, ceramide, lysophosphatidylethanolamine (22:6),
2-hydroxyl nonanoic acid, iso-1,2-octadecanediol, 3-hy-
droxyl dodecanedioic acid, phosphatidylinositol (20:4/18:
1), and 7,9,13-trihydroxyoctacosa-16,22-dienoic acid. In
another embodiment of the disclosure, the calibration step
can include a calibration sample with at least 5 compounds
selected from the following: cortisone, lysophatidylinositol
(18:1), aspartyl-glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-
dimethyl cyclohex-1-en-1-yl1)-6,10-dihydroxy-2,6,10,14-te-
tramethyl hexadecanoicacid, ceramide, lysophosphatidyle-
thanolamine (22:6), 2-hydroxyl nonanoic acid, iso-1,2-
octadecanediol, 3-hydroxyl dodecanedioic acid,
phosphatidylinositol (20:4/18:1), and 7,9,13-trihydroxyoc-
tacosa-16,22-dienoic acid.

In an embodiment of the disclosure, the metabolite con-
centration can be measured by ultra-performance liquid
chromatography with a mass spectrometer as the detector.
The chromatographic separation of the metabolites can be
conducted on a reverse phase column for 15 to 40 minutes.
Additionally the chromatographic separation can be con-
ducted using a water:alcohol gradient elution. In an embodi-
ment of the disclosure the 16 OC metabolites can be
separated using a C18 UPLC column with a methanol:water
gradient elution, and the metabolite concentrations mea-
sured by mass spectrometry.

In another embodiment of the disclosure, the concentra-
tion of metabolites 1 through 8 can increase by a log base 2
value of at least 0.2 over the control sample. In another
embodiment of the disclosure, the concentration of metabo-
lites 10 through 16 decrease by a log base 2 value of at least
0.15 over the control sample. In an embodiment of the
disclosure, the concentration change in metabolites of the
serum sample versus the control sample can include a log
base 2 increase of about 0.84 for metabolite 1, about 0.70 for
metabolite 2, about 0.55 for metabolite 3, about 0.49 for
metabolite 4, about 0.34 for metabolite 5, about 0.32 for
metabolite 6, about 0.31 for metabolite 7, and about 0.20 for
metabolite 8. In an embodiment of the disclosure, the
concentration change in metabolites of the serum sample
versus the control sample can include a log base 2 decrease
of about 0.15 for metabolite 10, about 0.25 for metabolite
11, about 0.27 for metabolite 12, about 0.30 for metabolite
13, about 0.31 for metabolite 14, about 0.78 for metabolite
15, and about 1.43 for metabolite 16.

In another embodiment of the disclosure, the presence or
absence of serous ovarian cancer can be detected with
greater than 90% accuracy. Preferably the presence or
absence of serous ovariance cancer is detected with greater
than 90% accuracy, greater than 90% sensitivity, and greater
than 90% specificity.

In another embodiment of the disclosure, the OC metabo-
lites can include cortisone, lysophatidylinositol (18:1),
aspartyl-glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-dim-
ethylcyclohex-1-en-1-y1)-6,10-dihydroxy-2,6,10,14-tetram-
ethyl hexadecanoicacid, ceramide, lysophosphatidyletha-
nolamine (22:6), 2-hydroxyl nonanoic acid, iso-1,2-
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octadecanediol, 3-hydroxyl dodecanedioic acid,
phosphatidylinositol (20:4/18:1), and 7,9,13-trihydroxyoc-
tacosa-16,22-dienoic acid.

In further another embodiment of the disclosure, metabo-
lite 1 has an average m/z of about 552.2 and an average
retention time of about 0.7 minutes on a 2.1 mm by 50 mm
C-18 column with 1.7 m particle size when eluted on a
gradient with a water:methanol solution of 80% to 10% from
0-15 minutes and 15-23 minutes at 10%. At the same
conditions, metabolite 6 has an average m/z of about 365.3
and an average retention time of about 17 minutes. At the
same conditions, metabolite 9 has an average m/z of about
429.3 and an average retention time of about 11.5 minutes.
At the same conditions, metabolite 13 has an average m/z of
about 451.2 and an average retention time of about 1.6
minutes. At the same conditions, metabolite 15 has an
average m/z of about 129.1 and an average retention time of
about 1.1 minutes.

In another embodiment of the disclosure, the serum
sample can be prepared by a series of steps including:
precipitating protein from a blood sample with methanol to
make a supernatant and precipitate, separating the protein
from supernatant by centrifugation, mixing the supernatant
with water and freezing drying the sample, and reconstitut-
ing with mobile phase solution at the time of analysis.

In another embodiment of the disclosure, the control can
include a serum sample from a group of patients that do not
have ovarian cancer.

An embodiment of the disclosure can include a method
for eliminating a patient’s risk of late-stage serous ovarian
cancer which includes the steps of: collecting a serum
sample during a patient’s health examination, measuring in
the serum sample the concentration of each of ten or more
of serous OC metabolites 1 through 16, comparing the
concentration of the serous OC metabolites 1 through 16 to
the concentration of the same metabolites in an unaffected
control sample to determine the presence or absence of
serous ovarian cancer, and prescribing a treatment regime
for the patient.

Another embodiment of the disclosure can include deter-
mining a patient’s presence or absence of serous ovarian
cancer with greater than 90% accuracy. Preferably deter-
mining a patient’s presence or absence of serous ovarian
cancer with greater than 90% accuracy, greater than 90%
sensitivity, and greater than 90% specificity.

Another embodiment of the disclosure can include a
non-invasive method for treating serous ovarian cancer
including the steps of: identifying the presence of serous
ovarian cancer in a patient and treating the patient with a
cancer chemotherapy and/or radiation without resorting to
invasive surgical exploration. The steps of identifying the
presence of serous ovarian cancer including: obtaining a
serum sample from the patient, measuring the concentration
of serous OC metabolites 1 through 16 in the patient’s serum
sample, and evaluating the change in concentrations for the
serous OC metabolites 1 through 16 for the patient’s sample
versus a control sample.

In an embodiment of the disclosure, the evaluation step
can identify the presence or absence of serous ovarian
cancer with greater than 90% accuracy. Preferably the
evaluation step can identify the presence or absence of
serous ovarian cancer with greater than 90% accuracy,
greater than 90% sensitivity, and greater than 90% specific-
ity.

In an embodiment of the disclosure, the measurement step
can additionally include calibrating the device prior to a
measurement of a serum sample or multiple serum samples
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by testing the device on a calibration sample. In an embodi-
ment of treating serous ovarian cancer, the measurement
calibration sample can include at least 3 compounds selected
from the group consisting of cortisone, lysophatidylinositol
(18:1), aspartyl-glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-
dimethylcyclohex-1-en-1-yl)-6,10-dihydroxy-2,6,10,14-te-
tramethyl hexadecanoicacid, ceramide, lysophosphatidyl
ethanolamine (22:6), 2-hydroxyl nonanoic acid, iso-1,2-
octadecanediol, 3-hydroxyl dodecanedioic acid, phosphati-
dylinositol (20:4/18:1), and 7,9,13-trihydroxyoctacosa-16,
22-dienoic acid. In an embodiment of treating serous
ovarian cancer, the measurement calibration sample can
include at least 5 compounds selected from the group
consisting of cortisone, lysophatidylinositol (18:1), aspartyl-
glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-dimethylcyclo-
hex-1-en-1-y1)-6,10-dihydroxy-2,6,10,14-tetramethyl hexa-
decanoicacid, ceramide, lysophosphatidylethanolamine (22:
6), 2-hydroxyl nonanoic acid, iso-1,2-octadecanediol,
3-hydroxyl dodecanedioic acid, phosphatidylinositol (20:4/
18:1), and 7,9,13-trihydroxyoctacosa-16,22-dienoic acid.

Another embodiment of the disclosure can include, a
method of identifying candidates for chemotherapy and/or
surgery to eliminate cancerous ovarian tissue including the
steps of: collecting a serum sample during a patient’s annual
health examination, measuring in the serum sample the
concentration of each of ten or more of serous OC metabo-
lites 1 through 16, comparing the concentration of the serous
OC metabolites 1 through 16 to the concentration of the
same metabolites in an unaffected control sample to deter-
mine the presence or absence of serous ovarian cancer, and
recommending the candidate for chemotherapy and/or sur-
gery to eliminate the cancerous tissue.

An embodiment of the disclosure can include identifying
candidates for chemotherapy and/or surgery to eliminate
cancerous ovarian tissue where the presence or absence of
serous ovarian cancer can be identified with greater than
90% accuracy. Preferably, the presence or absence of serous
ovarian cancer can be identified with greater than 90%
accuracy, greater than 90% sensitivity, and greater than 90%
specificity.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1 illustrates the log base two ratio of peak areas for
EOC versus control, in accordance with an exemplary
embodiment of the disclosure.

FIG. 2 illustrates the SVM metabolic score of patients
from a variety of backgrounds, in accordance with an
exemplary embodiment of the disclosure.

FIG. 3A illustrates specificity, accuracy, and sensitivity
based on the size of the feature set, and FIG. 3B illustrates
the SVM metabolic score for EOC patients and control
patients plotted by patient age in accordance with an exem-
plary embodiment of the disclosure.

FIG. 4 illustrates a plot of sensitivity versus specificity, in
accordance with an exemplary embodiment of the disclo-
sure.

FIG. 5A illustrates a comparison of latent variable scores
for EOC versus control patients, and FIG. 5B illustrates the
EOC class predicted probability of samples from EOC and
control patients, in accordance with an exemplary embodi-
ment of the disclosure.

FIG. 6 illustrates a plot of standardized SSQ versus
correlation permuted Y to original Y, in accordance with an
exemplary embodiment of the disclosure.
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FIG. 7 illustrates retention time chromatographs, mass
spectra, and MS/MS spectra of a metabolite, in accordance
with an exemplary embodiment of the disclosure.

DETAILED DESCRIPTION

Although preferred embodiments of the disclosure are
explained in detail, it is to be understood that other embodi-
ments are contemplated. Accordingly, it is not intended that
the disclosure is limited in its scope to the details of
construction and arrangement of components set forth in the
following description or illustrated in the drawings. The
disclosure is capable of other embodiments and of being
practiced or carried out in various ways. Also, in describing
the preferred embodiments, specific terminology will be
resorted to for the sake of clarity.

It must also be noted that, as used in the specification and
the appended claims, the singular forms “a,” “an” and “the”
include plural referents unless the context clearly dictates
otherwise.

Also, in describing the preferred embodiments, terminol-
ogy will be resorted to for the sake of clarity. It is intended
that each term contemplates its broadest meaning as under-
stood by those skilled in the art and includes all technical
equivalents which operate in a similar manner to accomplish
a similar purpose.

Ranges can be expressed herein as from “about” or
“approximately” one particular value and/or to “about” or
“approximately” another particular value. When such a
range is expressed, another embodiment includes from the
one particular value and/or to the other particular value.

By “comprising” or “comprising” or “including” is meant
that at least the named compound, element, particle, or
method step is present in the composition or article or
method, but does not exclude the presence of other com-
pounds, materials, particles, method steps, even if the other
such compounds, material, particles, method steps have the
same function as what is named.

It is also to be understood that the mention of one or more
method steps does not preclude the presence of additional
method steps or intervening method steps between those
steps expressly identified. Similarly, it is also to be under-
stood that the mention of one or more components in a
device or system does not preclude the presence of addi-
tional components or intervening components between those
components expressly identified.

Disclosed herein are the combined use of high- and
ultra-performance liquid chromatography, high-resolution
mass spectrometry (UPLC-MS) and tandem MS (MS/MS),
combined with a customized support vector machine
(SVM)-based learning algorithm for identification of 16
diagnostic metabolites that collectively are able to distin-
guish early-stage OC with 100% accuracy in our cohort. The
results provide the foundation for clinically-significant diag-
nostic tests and evidence for the importance of alterations in
lipid and fatty acid metabolism in the onset and progression
of the disease.

As demonstrated by the presented work, SVM machine
learning is a powerful computational tool for the identifica-
tion of correlated patterns in large datasets. We have previ-
ously shown that combining this computational approach
with high-resolution mass spectrometry of patient sera is a
minimally invasive and highly accurate method for the
detection of prostate’® and late-stage ovarian cancers®'.

Because of the extensive genetic diversity known to exist
among individual patient tumors of even the same type of
OC??, it is not surprising that it has proven extremely
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difficult to identify a single set of biomarkers capable of
diagnosing the disease with high accuracy?*. Although there
may be multiple genetic lesions and alternative molecular
pathways leading to the development of even the same type
of OC, all of these mutations and pathways converge on a
similar cancer phenotype. Thus, molecular features closely
associated with the cancer phenotype, like metabolites, may
be expected to be less variable across patients than the
broader spectrum of individual mutations and disrupted
pathways underlying the disease™.

The predictive accuracy of SVM-derived biomarkers is
heavily dependent upon the representative nature of the
biological samples used in building the model. For this
reason, the method disclosed herein included samples col-
lected from a broad spectrum of geographic locations in the
United States and Canada. The results demonstrate that this
evidence-based approach to metabolic biomarker discovery
is conceptually unbiased for the establishment of highly
accurate biomarker panels of early-staged OC across a broad
geographic area. When combined with experimental chemi-
cal identification of these diagnostic features, this approach
provides valuable insight into the metabolic alterations
accompanying the disease and serves as the foundation for
clinically significant diagnostic tests.

One aspect of the disclosure is a method for detecting
serous ovarian cancer from the blood sample of patient. The
method can include the steps of obtaining the serum sample,
measuring the concentration of each of ten or more of serous
ovarian cancer metabolites 1 through 16, and evaluating the
amount of change in the concentration for each of the serous
ovarian cancer metabolites 1 through 16 versus a control
sample.

The method is not merely based on the determination of
if these 16 components are present. These components are
present in the blood of any person, and are only a handful of
hundreds of features that appear in a measurement of blood
serum. As such, the term serous ovarian cancer metabolites
might be misleading, because these components are not
metabolites of serous ovarian cancer, but are in fact common
compounds in the blood. Thus, the metabolites might also be
referred to as markers, features, components or compounds.
However, the disclosure does show that the change in the
concentration of these 16 components in the blood serum,
out of hundreds of other components, can identify the
presence of serous ovarian cancer with greater than 90%
accuracy, greater than 90% sensitivity, and/or greater than
90% specificity; preferably greater than 90% accuracy,
greater than 90% sensitivity, and greater than 90% specific-
ity; more preferably greater than 95% accuracy, greater than
95% sensitivity, and/or greater than 95% specificity.

The method can include the step of measuring the
metabolites in the serum sample using an ultra-performance
liquid chromatography with a mass spectrometer as a detec-
tor. Chromatographic separation occurs on the UPLC col-
umn, where the myriad of blood serum components can be
separated and measure. The chromatographic separation of
a serum sample can be conducted for 10 minutes up to 60
minutes, for 15 minutes up to 50 minutes, for 15 minutes up
to 40 minutes, for 20 minutes up to 40 minutes, or for 20
minutes up to 30 minutes.

The metabolites of the serum sample can be chromato-
graphically separated on a reverse phase column. The
reverse phase column can be a C-8, C-18, or C-30 column.
The reverse phase column is preferably a C-18 column. The
chromatographic separation can be conducted using a
mobile phase of water and alcohol, preferably water and
methanol. The separation can be conducted using a gradient
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elution. In an embodiment, the chromatographic separation
of the 16 metabolites conducted using a C18 UPLC column
with a methanol:water gradient elution, and the metabolites
measured by a MS detector.

The method for detecting serous ovarian cancer can
include a change in the concentration of serous ovarian
cancer metabolites 1 through 16 versus a control sample. A
positive result for serous ovarian cancer can include an
increase in the concentration of metabolites 1 through 8. A

8

In some embodiments, a positive result can be obtained
when the concentration change of the metabolites versus the
control sample comprises a log base 2 increase of about 0.84
for metabolite 1, about 0.70 for metabolite 2, about 0.55 for
metabolite 3, about 0.49 for metabolite 4, about 0.34 for
metabolite 5, about 0.32 for metabolite 6, about 0.31 for
metabolite 7, and about 0.20 for metabolite 8, and a log base
2 decrease of about 0.15 for metabolite 10, about 0.25 for
metabolite 11, about 0.27 for metabolite 12, about 0.30 for

positive result for serous ovarian cancer can include a 19 metabolite 13, about 0.31 for metabolite 14, about 0.78 for
decrease in the concentration of metabolites 9 through 16. metabolite 15, and about 1.43 for metabolite 16.
Preferably a positive result can include sample an increase
in the concentration of metabolites 1 through 8 and a TABLE 1
decrease in the concentration of metabolites 9 through 16. .
The increase in concentration of metabolites 1 through 8 can Ser‘;‘S oc Fe;;ure , ret:ntlon FCON FCNC log2(ON)
0. m/z 1me 0,
be by a log base 2 value of at least about 0.2 over the control g
sample. The decrease in the concentration of metabolites 10 1 279 552233 0701 1402 0.713 0.845
through 16 can be by a log base 2 value of at least about 0.15 2 286 597.303 10.885  1.270  0.787 0.708
versus the control sample. FIG. 1 displays the fold-change of 20 3 105 195102 1014 1460  0.685  0.546
average peak areas of each discriminant feature. Positive : ‘212 2;61;2; B'ggj 1'2‘3‘2 8'2?; g'ﬁi
values indicate hlghelj levels of metabolite observe.d on p 64 365341 16974 1797 0557 0321
average for EOC patients compared to control patients, 7 683 261.073 1016 1241  0.806 0.312
while negative values indicate inverse relationship 8 571 329.173 4810  1.150  0.870 0.201
(*p<0.05; **p<0.10, Mann Whitney U test). Table 1 presents 25 9 231 429300 11486 0991 1009  -0.014
the graphical data in tabular form, including the serous 10 226 539430 14861 0901 1110 -0.150
ovarian cancer metabolite number, its corresponding feature g 1;3 gg;'gz igég 8?; 133421 "2;2 3
ID No. from the UPLC-MS .apph.catlon discussed in the 13 261 451297 1576 0841 1190  —0303
Examples, the m/Z. and retention time for that UPLC-MS o 14 14 307263 14795 0831 1203  —0307
data, the concentration of cancer/normal for each feature, the 15 620 129.091 1138 0.808 1237 -0.784
concentration of normal/cancer for each feature, and the log 16 79 245138 0991 0371 2698  -1432
base 2 value for concentration of cancer/normal.
In some embodiments, a positive result can be obtained . . .
when the concentration change of the metabolites versus the 35 A.S pa.n of.the eﬁ“ort in developing the Ipethods disclosed
control sample comprises a log base 2 increase of about 0.84 her, ein, identification a?‘d/or characterization Of the serous
for metabolite 1, about 0.70 for metabolite 2, about 0.55 for ovarian cancer metabolites 1 through 16 was achieved. Table
metabolite 3, about 0.49 for metabolite 4, about 0.34 for 2 ShOWS. th? fea:[ure P“mbers retent.lon tlm?’ average m/z,
metabolite 5. about 0.32 for metabolite 6. about 0.31 for metabolite identification and other information for each of
metabolite 7. and about 0.20 for metabolite 8 2 the 16 serous ovarian cancer metabolites. (m/z=mass-to-
In some embodiments, a positive result can be obtained ~ charge ratio, min—minutes, ppm=part per million,
when the concentration change of the metabolites versus the CAS=chemical abstract service, USPTO=United States Pat-
control sample comprises a log base 2 decrease of about 0.15 ent and Trademark Office, HMDB=the .human metabolon}e
for metabolite 10, about 0.25 for metabolite 11, about 0.27 database, SVM=support vector machine, NA=not avail-
for metabolite 12, about 0.30 for metabolite 13, about 0.31 45 able). MS/MS fragmentation patterns of the 16 serous ovar-
for metabolite 14, about 0.78 for metabolite 15, and about ian cancer metabolites is also provided in the Examples at
1.43 for metabolite 16. Table 6.
TABLE 2
ITon Mass Neutral
Serum OC  Feature Avg Ry Theoretical ~ Error  Elemental Metabolite Identification
Metabolite # D Avg. m/z  (min) Ton Type m/z (ppm)  Formula [Database: #]
1 279 5522327 07 M - HP*" 552.2335  -1.4 CyHgoN3Os0 [NA]
5522342 -2.7 C,3H;¢N,Os
552.2398  -12.9 C;5H7gNgOos
8 571 329.1733 481 [M-CHO-H]" 329.1753 =61 CyHyOs cortisone [CAS: 53-06-5]
2 286 5973029  10.89 M - H] 507.304  -1.8 C,,H;,0,,P lysophatidylinositol(18:1) [CAS:
1246298-13-4]
7 683 2610727 101 M - H] 261.0723 1.5 CoH{3N,0,  aspartyl-glutamic acid [CAS:
6157-06-8]
10 226 5394301  14.86 M - H] 539.4312  -2.0 CsyHgOg  16-(6-butoxy-3-hydroxy-4,5-
dimethylcyclohex-1-en-1-yl)-
6,10-dihydroxy-2,6,10,14-
tetramethyl hexadecanoic acid
[USPTO: document
#20100086960]"
4 45 5365042  18.36 M - H] 536.5043  -0.2 C3HgNO;  ceramide(d18:1/16:0) [CAS:

24696-26-2]
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TABLE 2-continued
Ton Mass Neutral
Serum OC  Feature Avg Ry Theoretical Error  Elemental Metabolite Identification
Metabolite # D Avg. m/z  (min) Ton Type m/z (ppm)  Formula [Database: #]
6 64 365.3413 1697 M - H]~ 365.3425 1.2 CyH,460, [NA]
5 28 5242778  12.79 M - H] 524.2777 0.2 Cy7H44NO-P lysophosphatidylethanolamine(22:
6) [PUBCHEM: 52925132]
3 105 195.1016 1.01  [M+Na-2H]" 195.0997 9.7  CgH,g0;  2-hydroxy nonanoic acid [CAS:
617-31-2]*
14 14 307.2633 148 [M +Na-2H]" 307.2613 6.5  CigH340, iso-1,2-octadecanediol
[PUCHEM: 42607317]*
16 79 245.1378 0.99 M - H] 2451389 -4.5  C;,H,,04 3-hydroxyl dodecanoic acid
[CAS: 34574-69-1]*
12 80 883.5358 154 M - H] 883.5337 2.4 C47Hg,O13P  phosphatidylinositol(20:4/18:1)
[HMDB: 09901]
11 123 4673727  14.61 M - H]~ 467.3737  -2.1  CygHs,05  7,9,13-trihydroxyoctacosa-16,22-
dienoic acid [USPTO: document
#20120136057]*
9 231 429.2997  11.49 M - H] 429.301 1.3 Cy7H0, [NA]
13 261 451.2275 1.58 M - HP*~ 451.2242 7.3 CuoHggNGO [NA]
451.2249 5.8 C4HgyN O3
451.2305 6.6 CyoHesN 50,5
15 620 129.0909 1.14 M - H] 129.0916  -2.1 C;H 4,0, [NA]

The serous ovarian cancer metabolites can include corti-
sone, lysophatidylinositol (18:1), aspartyl-glutamic acid,
16-(6-butoxy-3-hydroxy-4,5-dimethylcyclohex-1-en-1-yl)-
6,10-dihydroxy-2,6,10,14-tetramethyl ~ hexadecanoicacid,
ceramide, lysophosphatidylethanolamine (22:6), 2-hydroxyl
nonanoic acid, iso-1,2-octadecanediol, 3-hydroxyl dode-
canedioic acid, phosphatidylinositol (20:4/18:1), and 7,9,13-
trihydroxyoctacosa-16,22-dienoic acid.

The serous ovarian cancer metabolites can include the
metabolite 1, which has an average m/z of about 552.2 and
an average retention time of about 0.7 minutes on a 2.1 mm
by 50 mm C-18 column with 1.7 pm particle size when
eluted on a gradient with a water:methanol solution of 80%
to 10% from 0-15 minutes and 15-23 minutes at 10%.
Metabolite 1 can also be described based on the fragmen-
tation ion pattern shown in Table 6.

The serous ovarian cancer metabolites can include the
metabolite 6, which has an average m/z of about 365.3 and
an average retention time of about 17 minutes on a 2.1 mm
by 50 mm C-18 column with 1.7 pm particle size when
eluted on a gradient with a water:methanol solution of 80%
to 10% from 0-15 minutes and 15-23 minutes at 10%.
Metabolite 6 can also be described based on the fragmen-
tation ion pattern shown in Table 6

The serous ovarian cancer metabolites can include the
metabolite 9 which has an average m/z of about 429.3 and
an average retention time of about 11.5 minutes on a 2.1 mm
by 50 mm C-18 column with 1.7 pm particle size when
eluted on a gradient with a water:methanol solution of 80%
to 10% from 0-15 minutes and 15-23 minutes at 10%.
Metabolite 9 can also be described based on the fragmen-
tation ion pattern shown in Table 6

The serous ovarian cancer metabolites can include the
metabolite 13, which has an average m/z of about 451.2 and
an average retention time of about 1.6 minutes on a 2.1 mm
by 50 mm C-18 column with 1.7 pm particle size when
eluted on a gradient with a water:methanol solution of 80%
to 10% from 0-15 minutes and 15-23 minutes at 10%.
Metabolite 13 can also be described based on the fragmen-
tation ion pattern shown in Table 6.

The serous ovarian cancer metabolites can include the
metabolite 15, which has an average m/z of about 129.1 and
an average retention time of about 1.1 minutes on a 2.1 mm
by 50 mm C-18 column with 1.7 pm particle size when
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eluted on a gradient with a water:methanol solution of 80%
to 10% from 0-15 minutes and 15-23 minutes at 10%.
Metabolite 15 can also be described based on the fragmen-
tation ion pattern shown in Table 6.

With identification of the serous ovarian cancer metabo-
lites, another level of accuracy can be added to the claimed
method by providing a calibration sample. The method can
then further include the steps of calibrating the method to
align and correctly assign the retention times on a device that
the sample is being tested with. The calibration can occur
prior to the measurement of a serum sample, or prior to the
measurement of multiple serum samples. The calibration
can occur during the initial set up and testing of a device
upon which the serum samples will be tested. Specifically,
the method can include the steps of calibrating the method
prior to a measurement of a serum sample or multiple serum
samples, wherein the calibration is conducted by testing a
device with a calibration sample.

The calibration sample can include at least 3 compounds
selected from the group consisting of cortisone, lysophati-
dylinositol (18:1), aspartyl-glutamic acid, 16-(6-butoxy-3-
hydroxy-4,5-dimethylcyclohex-1-en-1-y1)-6,10-dihydroxy-
2,6,10,14-tetramethyl  hexadecanoic  acid, ceramide,
lysophosphatidyl ethanolamine (22:6), 2-hydroxyl nonanoic
acid, iso-1,2-octadecanediol, 3-hydroxyl dodecanedioic
acid, phosphatidylinositol (20:4/18:1), and 7,9,13-trihy-
droxyoctacosa-16,22-dienoic acid. The calibration sample
can include at least 4 compounds selected from the group
consisting of cortisone, lysophatidylinositol (18:1), aspartyl-
glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-dimethylcyclo-
hex-1-en-1-y1)-6,10-dihydroxy-2,6,10,14-tetramethyl hexa-
decanoicacid, ceramide, lysophosphatidyl ethanolamine
(22:6), 2-hydroxyl nonanoic acid, iso-1,2-octadecanediol,
3-hydroxyl dodecanedioic acid, phosphatidylinositol (20:4/
18:1), and 7,9,13-trihydroxyoctacosa-16,22-dienoic acid.
The calibration sample can include at least 5 compounds, or
at least 6 compounds, or at least 7 compounds selected from
the group consisting of cortisone, lysophatidylinositol (18:
1), aspartyl-glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-di-
methylcyclohex-1-en-1-yl1)-6,10-dihydroxy-2,6,10,14-te-
tramethyl hexadecanoic acid, ceramide, lysophosphatidyl
ethanolamine (22:6), 2-hydroxyl nonanoic acid, iso-1,2-
octadecanediol, 3-hydroxyl dodecanedioic acid, phosphati-
dylinositol (20:4/18:1), and 7,9,13-trihydroxyoctacosa-16,
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22-dienoic acid. In some embodiments, the sample can
include cortisone, ceramide, and aspartyl-glutamic acid. In
some embodiments, the sample can include cortisone, lyso-
phatidylinositol (18:1), ceramide, and aspartyl-glutamic
acid.

The method can also include preparing the serum sample
prior to testing, including the steps of precipitating protein
from a blood sample with methanol to make a supernatant
and precipitate, separating the protein from supernatant by
centrifugation, mixing the supernatant with water and freez-
ing drying the sample, and reconstituting with mobile phase
solution at the time of analysis.

The serous ovarian cancer metabolites are compared on a
concentration basis versus a control group. The control can
be a serum sample taken from a group of patents that do not
have ovarian cancer. The control can be collected and tested
in conjunction with the measurements of serous OC
samples. The control can be an external value to which the
serous OC samples are compared, in which each is con-
trolled for the concentration value.

Several key advantages and benefits are supplied to the
patient population and medical community with the appli-
cation of this method. As noted above, ovarian cancer is a
difficult disease to detect early, but mortality rates of late
stage ovarian cancer are not good. The method provides a
key tool in the fight against late stage ovarian cancer by
allowing for the detection of early stage cancer based simply
on a blood draw of a patient. Thus, another embodiment of
the disclosure is a method for eliminating a patient’s risk of
late stage serous ovarian cancer. The method for eliminating
a patient’s risk of late stage serous ovarian cancer includes
the steps of collecting a serum sample during a patient’s
health examination, measuring the serum sample for the
concentration of each of ten or more of serous OC metabo-
lites 1 through 16, and comparing the concentration of the
serous OC metabolites 1 through 16 to the concentration of
the same metabolites in an unaffected control sample to
determine the presence or absence of serous ovarian cancer.
If cancer is detected, then the patient can be prescribed a
treatment regime. By monitoring patients for ovarian cancer
on a regular basis, early stage ovarian cancers can be
detected with greater than 90% accuracy, or with greater
than 90% accuracy, greater than 90% sensitivity, and greater
than 90% specificity, and the risk of late stage ovarian cancer
can be eliminated.

Each of the embodiments listed above are then incorpo-
rated into the method for eliminating a patient’s risk of late
stage serous ovarian cancer.

Another advantage applied to the patient population and
medical community is the ability to avoid invasive surgery.
With detection via a blood sample, surgery to biopsy a tissue
or to explore if a growth is present can be avoided, which
can reduce costs and hospital stays, and avoid other risks
associated with a surgical procedure. An embodiment of the
disclosure can then include a non-invasive method for
treating serous ovarian cancer, including the steps of iden-
tifying the presence of serous ovarian cancer in a patient and
treating the patient with a cancer chemotherapy and/or
radiation without resorting to invasive surgical exploration.
The step of identifying the presence of serous ovarian cancer
can include the steps of obtaining a serum sample from the
patient, measuring in the serum sample the concentration of
serous OC metabolites 1 through 16, and evaluating the
change in the concentrations for the serous OC metabolites
1 through 16 versus a control sample. Each of the embodi-
ments listed above are then incorporated into the non-
invasive method for treating serous ovarian cancer.
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Another advantage applied to the patient population and
medical community is the ability to identify candidates or
chemotherapy and/or surgery that eliminates cancerous
ovarian tissue. This could include the ability to identify
candidates for a drug treatment trial, e.g. a Phase III clinical
trial, particularly for candidates that are only in an early
stage of serous ovarian cancer. The embodiment of the
disclosure can then be a method of identifying candidates for
chemotherapy and/or surgery to eliminate cancerous ovarian
tissue including the steps of collecting a serum sample
during a patient’s annual health examination, measuring in
the serum sample the concentration of each of ten or more
of serous OC metabolites 1 through 16, comparing the
concentration of the serous OC metabolites 1 through 16 to
the concentration of the same metabolites in an unaffected
control sample to determine the presence or absence of
serous ovarian cancer, and recommending the candidate for
chemotherapy and/or surgery to eliminate the cancerous
tissue. Each of the embodiments listed above are then
incorporated into the method of identifying candidates for
chemotherapy and/or surgery to eliminate cancerous ovarian
tissue.

EXAMPLES

Chemicals.

Ultrapure water with 18.2 M2 cm resistivity (Barnstead
Nanopure UV ultrapure water system, USA) was used to
prepare all mobile phase components. Chromasolv® (Fluka)
LC-MS grade methanol was purchased from Sigma-Aldrich
Corp. (St. Louis, Mo., USA). Lysophatidylinositol (18:1)
and ceramide (d18:1/16:0) were purchased from Avanti
Polar Lipids, Inc. (Alabaster, Ala., USA).

Sample Preparation.

All samples were collected after informed consent under
approved IRB protocols. Serum samples were thawed on
ice, and protein precipitation was performed by the addition
of methanol in a 3:1 volume ratio to 50 pL. of serum.
Aliquots of 10 ulL from each sample were combined to
create a pooled sample, which was split into 50 pL portions
before protein precipitation. Samples were vortex-mixed for
10 s and centrifuged at 13,000 g for 7 min. After centrifu-
gation, 150 ulL of supernatant was mixed with 400 pL of
ultrapure water prior to solvent removal using a VirTis
benchtop freeze dryer (Warminster, Pa.). Samples were
stored at —80° C. until analysis. Samples were separated into
8 batches with equal representation of epithelial ovarian
cancer (EOC) and control samples from each collection site
in each group. All samples were thawed, reconstituted with
80:20 (v:v) H,O:MeOH, and analyzed in duplicate. Samples
were run in alternating fashion so that duplicate runs for a
specific sample were not consecutive. Pooled quality control
serum samples were analyzed every eight sample runs. The
mass spectrometer was mass calibrated before analysis; and
solvent, sample preparation blanks, and pooled samples
were analyzed jointly with the EOC and control samples.

UPLC-MS. UPLC-MS was performed using a Waters
ACQUITY Ultra-Performance LC system (Waters Corpora-
tion, Manchester, UK), fitted with a Waters ACQUITY
UPLC BEH C18 column (2.1x50 mm, 1.7 pm particle size),
coupled to a high-resolution accurate mass Synapt G2
high-definition mass spectrometry system (Waters Corpora-
tion, Manchester, UK). The Synapt G2 HDMS is a hybrid
quadrupole-ion mobility-orthogonal acceleration time-of-
flight instrument with a typical resolving power of 20,000
FWHM and mass accuracy of 9 ppm at m/z 544.2615. The
instrument was operated in negative ion mode with a probe
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capillary of 2.0 kV and a sampling cone voltage of 35 V. The TABLE 3A-continued
source and desolvation temperatures were 150 and 500° C.,
respectively, and the nitrogen desolvation flow rate was FIGO
Patient Stage/  Age at Blood

1000 L h™*. The mass spectrometer was calibrated across the

K R 1D Ovarian Histopathology grade Draw Source

range of m/z 50-1200 using a 0.5 mM sodium formate 3

solution prepared in 90:10 (v/v) 2-propanol:water. Data 118020  Papillary serous carcinoma  2A/3 51 FC
were mass corrected during acquisition using a leucine Egégi gap}ﬁa“/ serous carcinoma fgﬁ 2 Eg

. . apillary serous carcinoma

en.kcillnhahn reference spray (LockSpray) infused at 3 pl 120136 Papillary serous carcinoma 1A/l P Fo
min~ . Data were acquired in the 50-1200 m/z range, and the 1o 122955 Papillary serous carcinoma  2C/3 45 FC
scan time was set to 1 s. Data acquisition and processing 123534 Papillary serous carcinoma 2C/3 66 FC
were carried out using MassLynx V4.1 and MZmine V2.0, 124093 Papillary serous carcinoma  2B/3 63 FC

. . 125989 Papillary serous carcinoma 1C/3 49 FC
respectively. The chromatographic method for sample . .

L. R . . 126530 Papillary serous carcinoma 2B/3 70 FC
analysis involved e]utlon.vvlth ultrapure water (mobile phgse 127366 Papillary serous carcinoma  2C/3 70 FC
A) and methanol (mobile phase B) using the following |5 127305 Papillary serous carcinoma 2B/3 71 FC
gradient program: 0-15 min 80-10% A; 15-23 min 10% A. 131043  Papillary serous carcinoma 1A/3 76 FC
The flow rate was constant at 0.40 mL min~" for 23 min. The 128426 Papillary serous carcinoma  2Bfunk 36 FC
gradient was returned to its initial conditions with a solvent gif;z iap%ﬁa“/ Serous carcuoma ;g; gﬂk 22 ig
blank run of 11 min. The column temperature was set to 60° ap: A1y SErous caremoma
C., the autosampler tray was set to 5° C., and the injection 131389 Papillary serous carcinoma.  2C/3 a8 re

¥ P Y 2 Yy 20 133011 Papillary serous carcinoma 2C/3 63 FC

volume was 8 pl.. UPLC-MS/MS experiments were per- 135520

Papillary serous carcinoma 2C/3 73 FC
formed by acquiring mass spectra with applied voltages
between 5 and 50 V in the trap cell, using ultra high purity
grade argon (>=99.999%) as the collision gas.
Samples were collected from 46 early stage (I/II) serous . TABLE 3B
epithelial ovarian cancer (EOC) patients and 49 age- Ace at
matched normal healthy controls. Table 3A shows the his- Patient B%O od

topathologies of the patients. The FIGO stage and grade D Draw Source

(when available) are list for the cancer patients (normal

samples also listed), as is the location. NS=Northside Hos- }828 4518 Eg
pital Atlanta, Ga., USA; C=Alberta Health Services, Alberta, 1064 63 NS
Canada; FC=Fox Chase Cancer Center Biosample Reposi- 1051 45 NS
tory Facility, Philadelphia, Pa., USA. The average age of 917 49 NS
EOC patients at blood draw was 59.7 years old (median=60 59;3? E EZ
years) and the average age of control patients was 56.9 years 35 783 52 NS
old (median=55). The difference in average ages was not 757 84 NS
significant by T test, as shown in FIG. 2. Table 3B shows the ;g Zg Eg
ages and locations of a control group. o1 20 NS
682 53 NS

TABLE 3A 40 677 68 NS

665 84 NS

FIGO 645 61 NS

Patient Stage/  Age at Blood 636 7 NS
D Ovarian Histopathology grade Draw Source 627 59 NS
615 42 NS

1117 Papillary serous carcinoma 2B/3 68 NS 593 58 NS
1105 Papillary serous carcinoma 1C/1 67 NS 45 592 48 NS
989 Papillary serous carcinoma 1B/3 51 NS 557 61 NS
876 Papillary serous carcinoma 2A/1 63 NS 544 49 NS
550 Papillary serous carcinoma 2A/2 49 NS 540 59 NS
517 Papillary serous carcinoma 1A/3 59 NS 534 72 NS
491 Papillary serous carcinoma 1/unk 74 NS 504 48 NS
336 Papillary serous carcinoma 1C/3 63 NS 50 494 51 NS
317 Papillary serous carcinoma 1C/3 59 NS 481 63 NS
170 Papillary serous carcinoma 2A/2 57 NS 479 55 NS
2 Papillary serous carcinoma 2B/3 61 NS 4438 63 NS
RT42 Papillary serous carcinoma 1C/unk 69 C 440 50 NS
F5223  Papillary serous carcinoma 2C/3 52 C 1043 52 NS
RT68 Papillary serous carcinoma 2C/3 46 C 55 1046 49 NS
RT332 Papillary serous carcinoma 1A/l 49 C 1022 58 NS
NEO1  Papillary serous carcinoma 1C/unk 71 C 960 43 NS
RT514  Papillary serous carcinoma 1C/3 57 C 899 45 NS
RT965 Papillary serous carcinoma 2A/unk 60 C 891 52 NS
RT523  Papillary serous carcinoma 1C/3 77 C 873 62 NS
RT261 Papillary serous carcinoma 2A/3 72 C 60 870 40 NS
RT36 Papillary serous carcinoma 1B/3 69 C 849 64 NS
RTO1 Papillary serous carcinoma 2C/3 60 C 842 70 NS
106220 Papillary serous carcinoma 1C/3 58 FC 838 79 NS
108403  Papillary serous carcinoma 2C/unk 76 FC 482 44 NS
111079  Papillary serous carcinoma 1A/1 47 FC 719 55 NS
113885  Papillary serous carcinoma 2C/2 53 FC 648 50 NS
115403  Papillary serous carcinoma 2C/3 55 FC 65 572 40 NS

116804 Papillary serous carcinoma 1C/2 68 FC 524 45 NS
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TABLE 3B-continued
Age at
Patient Blood
ID Draw Source
522 61 NS
505 42 NS

Negative ion mode UPLC-MS interrogation of the serum
metabolome resulted in the detection of >4000 spectral
features (R,, m/z pairs). After filtering and curation to
remove inconsistent and/or ambiguous features, a remaining
pool of 255 was used to build a discriminant linear support
vector machine (SVM) model that was evaluated by leave-
one-out cross-validation (LOOCV)®. Binary classifications
(cancer/normal) were established through a previously
described “metabolic score” decision function that numeri-
cally separates the predicted cancer (positive score) from
control (negative score) samples'® Table 4 lists the 255
metabolic features (R,, m/z pairs) used to build a discrimi-
nant linear support vector machine (SVM) model to distin-
guish sera from epithelial ovarian cancer patients vs. normal
controls.

TABLE 4
Feature m/z, R,
342 125.0960, 1.81
284 125.0963, 1.15
620 129.0909, 1.14
579 157.1222, 2.29
140 171.1380, 3.49
280 177.1267, 1.96
12 187.0068, 0.69
74 187.0962, 0.72
378 187.0965, 0.99
438 191.0685, 1.78
105 195.1016, 1.01
186 203.0821, 0.60
490 209.0799, 1.69
170 221.1265, 2.24
403 223.1329, 1.23
539 224.0589, 1.03
41 224.0591, 0.84
379 225.0630, 0.86
43 225.1844, 11.68
1229 226.1802, 6.92
615 227.1161, 2.69
631 229.1243, 1.62
633 231.1115, 2.20
39 238.0751, 0.93
125 239.0879, 0.99
271 241.0859, 1.59
79 245.1378, 0.99
243 251.2001, 12.66
257 253.1349, 3.44
6 253.2165, 13.35
260 254.6201, 2.56
174 254.6201, 2.55
92 255.6277, 3.60
410 259.1540, 1.30
683 261.0727, 1.02
873 265.1466, 8.17
88 265.1469, 7.79
406 267.1231, 1.23
129 271.2271, 12.06
50 273.1678, 1.78
229 275.2002, 12.52
419 279.6111, 2.65
274 280.6188, 3.48
25 281.3435, 14.51
673 282.1439, 1.34
641 283.1511, 1.48
230 285.1231, 3.44

604 287.1854, 2.49
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TABLE 4-continued
Feature mz, R,
130 289.1625, 1.14
238 291.122, 343
264 291.1229, 1.62
987 294.6169, 6.45
1016 295.2259, 10.96
1648 297.1513, 8.52
319 301.2005, 3.53
84 301.2164, 13.13
639 302.1125, 1.62
285 302.1126, 3.46
8 303.2324, 13.76
35 305.2476, 14.28
14 307.2633, 14.80
16 309.2789, 15.31
1238 310.1561, 3.82
58 311.1392, 1.65
277 311.6628, 2.78
223 311.6629, 2.76
269 313.1038, 3.45
156 313.1181, 5.29
630 313.1184, 4.94
13 327.232, 13.71
581 328.1576, 7.52
571 329.1733, 4.81
15 329.2477, 14.13
107 331.1898, 4.89
10 339.2303, 13.54
83 353.1615, 2.12
64 365.3413, 16.97
55 367.1573, 2.95
546 369.1727, 3.31
70 369.1731, 3.98
547 369.1732, 4.57
429 383.1525, 1.84
611 385.1671, 1.32
418 388.2509, 10.70
121 397.2038, 4.10
608 399.2179, 6.36
132 407.2192, 12.29
149 409.2347, 13.18
114 409.2348, 12.96
952 411.4854, 0.65
564 413.1989, 3.23
71 415.3568, 16.88
231 429.2997, 11.49
27 429.373, 17.38
131 433.2348, 12.56
100 433.2349, 12.75
202 435.2508, 13.52
1086 445.3309, 14.72
96 445.3313, 14.75
599 447.1329, 6.11
159 447.3469, 14.92
127 448.3058, 8.04
181 449.3618, 15.14
261 451.2275, 1.58
541 452.2772, 11.89
19 452.2776, 13.23
478 465.3544, 13.11
123 467.3727, 14.61
241 473.3621, 15.10
124 476.2769, 12.71
24 476.2777, 12.81
180 478.2931, 12.29
31 478.2934, 13.50
161 480.3084, 13.18
138 480.3086, 13.05
32 480.3088, 14.23
128 487.2037, 0.69
401 498.2884, 7.37
535 498.9287, 7.46
569 498.9291, 6.99
29 500.2776, 12.81
62 501.3056, 10.35
295 501.3935, 15.57
351 503.4092, 15.94
204 504.3075, 12.64
148 504.308, 12.75
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TABLE 4-continued TABLE 4-continued
Feature m/z, R, Feature mz, R,
434 506.3255, 13.50 304 731.312, 0.69
146 508.4724, 17.21 5 583 736.5267, 21.06
380 508.7409, 0.92 344 736.5268, 20.86
356 515.321, 10.84 232 736.5269, 20.94
340 522.4885, 17.88 388 738.507, 18.37

28 524.2778, 12.79 81 738.5073, 19.05
110 526.2931, 13.16 786 740.5231, 19.53

66 529.3378, 11.18 10 72 740.5232, 19.38
196 529.4221, 13.37 312 742.5382, 21.16
310 531.1789, 13.00 E) 742.5386, 21.24
144 534.4874, 17.52 779 742.5397, 21.59

45 536.5042, 18.56 185 744.562, 17.85
473 537.2473, 3.45 135 746.5117, 19.07
957 537.414, 14.59 15 776 746.5122, 19.57
102 537.4151, 14.63 21 746.5127, 19.54
113 539.43, 14.73 350 747.5636, 18.10
226 539.4301, 14.86 18 748.5287, 20.25
888 540.4332, 14.61 199 750.5408, 20.57
279 552.2327, 0.70 1138 750.5433, 21.99
282 555.4542, 16.20 46 750.5438, 22.41
155 557.4571, 17.34 20 291 757.4730, 12.99

56 557.4572, 16.79 492 760.5257, 20.46
875 558.4603, 16.80 709 760.5299, 20.40
360 561.487, 18.22 773 762.5069, 18.77
188 564.5352, 20.55 311 762.5071, 18.28
189 573.4520, 14.90 780 764.522, 19.37
207 575.4655, 16.44 25 307 764.5221, 19.83
198 575.4663, 15.99 39 764.5237, 19.28
201 577.4813, 16.47 20 766.5394, 21.07
108 581.4537, 13.82 339 768.5528, 22.29
137 582.5082, 18.53 69 772.5287, 20.02

76 585.4853, 14.50 785 772.5293, 20.07
337 588.4387, 16.84 30 415 772.5457, 13.17
309 591.3911, 14.54 858 774.5432, 20.88
171 591.4614, 14.89 73 774.5442, 22.12

48 593.4776, 15.28 192 774.5639, 13.45
154 595.2876, 10.10 796 788.5223, 19.12

34 595.4929, 15.49 783 790.5372, 21.11
256 595.7483, 0.71 15 57 790.5396, 20.88
286 597.3029, 10.89 470 804.5555, 18.66
267 599.3189, 11.64 54 833.5196, 15.26
531 601.7721, 0.74 67 835.5352, 15.56
329 605.4535, 13.78 47 857.5197, 15.25
175 614.4536, 17.10 122 859.5345, 15.41
206 616.4699, 18.09 193 860.6111, 17.58

33 617.732, 0.65 40 2009 861.5512, 15.71

82 619.2874, 10.13 211 863.5657, 16.15

) 620.5979, 18.20 80 883.5358, 15.40
668 627.3723, 7.62 77 887.5679, 15.96
157 634.6114, 21.26 182 909.5515, 15.67
364 642.4857, 18.36
1011 645.4488, 18.46 45
381 646.6128, 19.47 Data Processing/Analysis.

213 646.6128, 19.27 Metabolic features (retention time (R,), m/z pairs) were
160 657.4957, 17.10 . .

795 6714638, 19.04 extracted from chromatograms using MZmine V2.0 soft-
798 673.4798, 20.42 ware and Excel. A five point Savitzky Golay smoothing
195 673.4802, 20.36 50 function was applied to each scan of the raw data prior to
13%’ ggg'zgg‘;’ ‘1)'87; p peak detection. After chromatogram alignment, the subse-
450 688.4908, 18.53 quent peak list was conservatively filtered by elimination of
512 695.4644, 18.83 peaks that were not present in at least 40 of the 237 collected

37 696.7672, 0.67 runs prior to gap filling. The exported peak areas for each

73 698.5111, 19.98 55 sample were normalized by division of the total peak area
789 698.5113, 20.14 . . . .

63 698.5568, 17.85 sum for that sample in Excel. Potential features in which the
355 699.4957, 21.18 slope of the peak area of the pooled samples vs. time
461 700.5245, 21.60 changed more than one standard deviation away from zero

1270 7145073, 19.07 were removed from the peak list. The potential features list

78 716.522, 20.439 . .

1542 720.4897, 18.71 60 was further constrained by purging features that were not

2 722.5133, 19.74 present in 50% of sample groups (all samples, EOC samples,
251 723.4963, 20.93 or control samples) at ten times the baseline, defined as the
Zéz 353'2526’230412 maximum peak area observed in the sample blank and ten
338 726:538’9, 23 56 mobile phase runs (one from each day of analysis). The
655 726.5422, 22.65 65 duplicate sample peak areas were averaged to create a
413 729.4412, 12.38 matrix containing sample peak areas for each feature (aver-

age R,, average m/z).
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The data set was scrutinized for the presence of experi-
mental and instrument bias with principal component analy-
sis (PCA) using MATLAB R2012b (Version 8.0.0.783 The
MathWorks, Inc., Natick, Mass., USA) and the PLS Toolbox
(v.6.71, Eigenvector Research, Inc., Wenatchee, Wash.,
USA). Peak area data were labeled with the corresponding
collection day, analysis batch, or sample origin. Data were
preprocessed by autoscaling, and PCA run with leave-one-
out cross-validation. Sample clustering was assessed with
the plot of the first versus second principal component.

Linear support vector machine (SVM) analysis of the
feature matrix was performed with in-house-developed code
utilizing liblinearSVM?®. Recursive feature elimination
(RFE) was used to find the minimum set of discriminant
features that maximized accuracy in the classification’. For
a binary classification problem, linearly-separable samples
represented as a row vector X, had membership of two
classes g (=N or C), where N stands for normal or control
patient samples and C represents EOC disease patient
samples with class value ¢ (=-1 for class N, and +1 for class
C). The decision function that separated the two classes,
defined here as the “EOC metabolic score”, was as follows:

J [1]
EOC metabolic score = b + Z WX
=

where w and b are the weight and bias parameters that were
determined from the training set and J is the total number of
features. The sign of the EOC metabolic score determined
which class a sample was assigned to: class N if negative
and class C if positive. In this classification function, the two
classes were divided in the dataspace by a hyperplane'+=0
that maximized the margins between samples of different
classes. The margin between the two classes was defined
such that:

wx"+bz1, c=+1

[2]
wx'+h=-1, c=-1 [3]
The RFE method involved an “outer” matrix with 95
columns (equal to the number of serum samples) and 255
rows (equal to the number of features). Each row in the outer
matrix represents a subset of features to be tested for
discriminatory power. Each subsequent row examines a
feature subset that contains one less feature than the previ-
ous row. For each row, a set of 95 “inner” matrices is
constructed, each one containing a subset of samples to build
an SVM model and one sample left out for testing, following
standard LOOCYV practice. After model building, the SVM
feature weights were calculated for each inner matrix, and
these weights were summed across the inner matrix. The
average feature weight was then calculated across the outer
matrix row. The least important feature was then discarded.
This process was subsequently repeated for every outer
matrix row. A panel of optimal features was determined by
examining which feature set had maximized accuracy, sen-
sitivity, and specificity. Data were preprocessed by autoscal-
ing the features across the samples prior to SVM-RFE.
Orthogonal partial least squares discriminant analysis
(oPLS-DA®) was performed to inspect data after discrimi-
nant feature selection via SVM-RFE. oPLS-DA models
were internally cross validated using leave-one-out, venetian
blinds (10 data splits and 10 samples per blind), contiguous
block (10 splits), or random subsets (10 data splits and 10
iterations) approaches. Permutation testing was performed
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by randomizing the class labels for all samples. Data were
preprocessed by autoscaling the features’ peak areas across
the samples.

Using all 255 metabolic features, a first SVM model was
generated displaying moderate predictive accuracy (accu-
racy 62%; specificity 57%; sensitivity 67%). Since SVM
models built upon large datasets typically contain uninfor-
mative features, a number of feature selection methods have
been developed to identify subsets with optimal predictive
accuracy’'. A previously described recursive feature elimi-
nation (RFE) method® was employed to select features that
distinguished the early-staged EOC samples from controls
with optimal accuracy. FIG. 3A demonstrates the recursive
feature elimination (RFE) for selecting 16 metabolic fea-
tures that distinguish early stage serous epithelial ovarian
cancer (EOC) serum samples with high accuracy. As shown
in the FIG. 3A, 100% accuracy (100% sensitivity, and 100%
specificity) was obtained with a minimum of 16 features.
FIG. 3B demonstrates optimal separation between EOC and
control samples achieved by the method. The X-axis is the
optimal weight vector of the SVM model; the Y-axis is the
age of donors (EOC patients or normal control women at the
time of sample collection). The vertical line is the projection
of the separating hyperplane generated by the SVM model.
The discriminant linear SVM model was evaluated by
leave-one-out cross-validation (LOOCV). FIGS. 2 and 4
also support the effectiveness of this method. FIG. 2 displays
SVM scores plotted as a function of patient age for each of
three patient collection sites, and shows there is no cluster-
ing of patients based on collection site. FIG. 4 shows a
permutation test (n=10) for SVM model built to incorporate
the 16 selected features. The class labels were randomized
prior to building the SVM models. Plot of sensitivity versus
specificity illustrates the class label dependence. The sig-
nificant separation between the original and permutated data
points indicates that the original model was not overfit.

The high predictive accuracy of these 16 metabolites was
independently validated by orthogonal partial least squares-
discriminant analysis (0PLS-DA) using a variety of cross-
validation approaches. oPLS-DA models built with the
SVM-RFE selected 16 features incorporating different cross
validation (CV) techniques. However, due to limited sample
size, data over-fitting is a valid concern. The multivariate
SVM-RFA model was thus validated by comparing with
oPLS-DA using several cross-validation (CV) approaches,
as detailed in the Table 5. Some CV approaches are more
stringent than others, but all show consistently high accu-
racy (>90%). As a negative control, we used a permutation
approach showing that when the labels for the samples are
scrambled, there is NO classification (i.e. the accuracy drops
to 50-60%, which is close to a random object draw). Overall,
our results demonstrate that regardless of CV strategy
employed we did not find any evidence of over-fitting of the
selected metabolite abundances. Techniques include: leave-
one-out, venetian blinds (10 data splits and 10 samples per
blind), contiguous block (10 splits), and random subsets (10
data splits and 10 iterations). The root mean square error
(RMSE) is a measure of performance of how close the data
are to the model prediction. RMSE scale is 0 to oo, with 0
being the best correlation. Similarity of RMSE for the
calibration and CV suggests the model is not overfitting the
data. For comparison, scores from the permutated set (class
labels scrambled) are also included below to demonstrate the
oPLS-DA model’s dependence on the class labels.
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TABLE 5

Accu-  Sensi- RMSE RMSE

racy tivity  Specificity EOC  Control
oPLS-DA calibration 1.000 1.000 1.000 0.557 0584
Leave-one-out CV 0.968  0.957 0.980 0.599  0.628
Venetian blinds CV 0915  0.891 0.939 0.622  0.627
Contiguous block CV 0915 0.891 0.939 0.599  0.625
Random subsets CV/ 0.947  0.933 0.961 0.603  0.629
oPLS-DA calibration 0.658  0.816 0.500 0.696  0.673
with label permutation
Leave-one-out CV 0.521 0.694 0.348 0.781 0.751

with label permutation

FIG. 5A and FIG. 5B similarly show the oPLS-DA model
built using the selected 16 features identified from SVM-
RFE. FIG. 5A shows the score plot of first and second latent
variables from the oPLS-DA model built with LOOCV
illustrating sample separation into EOC (triangles) and con-
trol (square) classes. FIG. 5B shows the predicted probabil-
ity of EOC class membership, where 1 is most probable and
0 is least likely.

Similarly, FIG. 6 shows Y-block permutation results for
200 iterations for both self-predicted (calibration, C) and
cross-validated (CV) values. Standardized sum squared Y
(SSQY) was plotted versus correlation of permutated results
to un-permutated results. The original un-permutated results
are shown on the right side of the figure. The significant
separation between permutated (left side) and un-permu-
tated (right side) results along with higher y values for the
permutated versus the un-permutated results support that the
original model is more likely significant, and not overfit.

Metabolite Identification.

Compound identification was carried out for the 16 dis-
criminant features obtained after the feature selection pro-
cesses. Elemental formulas were generated based on the
mass accuracy of the peak of interest and isotopic patterns
with a mass error of 10 mDa using MassLynx 4.1. The
chemical formulas were searched against the following
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publically-available databases: Metlin, the human metabo-
lome database (HMDB), Metabolomics Workshop, LIPID
Metabolites and Pathways Strategy (LIPID MAPS), and
MassBank to determine possible endogenous metabolite
candidates. Entries in the MS/MS Metlin database, Mass-
Bank, and Lipid Maps, together with literature searches
subsequently confirmed the identity of putative candidates.
When available, metabolite standards were analyzed to
support identification. Identification of metabolites was pur-
sued according to established criteria®.

The high resolution MS technology employed allowed
generation of accurate masses and isotopic patterns for each
discriminant feature and therefore establishment of candi-
date elemental formulas. These proposed metabolite identi-
ties were confirmed by UPLC-MS/MS, and the resultant
tandem MS spectra were compared to those in databases or
literature, resulting in chemical identification of 11 of the 16
discriminating features. Table 2 shown above demonstrated
the chemical identification of 16 features that distinguish
early staged ovarian cancer seara from the sera of normal
healthy controls with high accuracy. Table 6 demonstrates
the detailed tandem MS characteristics of the panel for 16
metabolites that distinguish cancer and control samples with
optimal accuracy. The fragment ions and the corresponding
collision energy (CE) are listed in the table. The selected
precursor ions are underlined. Asterisks indicate doubly
charged species. The fragments were matched to standards,
literature spectra, or were consistent with potential molecu-
lar structure. The ions in bold are those matched to standard
spectra or literature spectra. Each metabolite was identified
according to the following four ID levels: 1) elemental
formula, retention time, and MS/MS spectrum of standard
matched to feature; 2) MS/MS spectrum consistent with
literature spectra and fragmentation ions observed consistent
with proposed structure; 3) putative compound class based
on chromatographic elution window; and 4) unknown com-
pounds.

TABLE 6
SerumOC  Feature CE vz of Fragment Ions Observed in MS/MS 1D
Metabolite # D (eV) Experiments Level
1 279 20 827.3548, 809.3323, 747.3443, 552.2395%, 4
543.2249%, 534.2239%, 413.1849*, 273.0027,
259.0977, 241.0892, 184.0645, 167.0386,
127.0412, 113.0359
8 571 20 329.1796, 311.1724, 301.1815, 176.9747, 1
149.0667, 137.0574, 122.0354, 109.0600
2 286 30 597.3027, 417.2384, 315.0561, 281.2487, 1
241.0145, 152.9943, 78.9543
7 683 20 261.0698, 217.0877, 182.0152, 173.9687, 1
162.0230, 145.0616, 122.0789
10 226 30 539.4307, 521.4172, 503.3958, 495.4426, 2
477.4211, 315.2501, 313.2350, 297.2489,
279.2286, 259.1963, 223.1738
4 45 30 536.5101, 506.5003, 504.4754, 488.4896, 1
308.3023, 296.2623, 280.2670, 263.2381,
254.2506, 237.2218
6 64 40 365.3416, 311.1647, 283.2539, 253.0947, 4
239.0772, 225.0588, 211.0508, 183.0102,
96.9600
5 28 30 524.2764, 327.2311, 283.2466, 249.1870, 2
229.1901, 214.0530, 196.0394, 177.1667,
140.0111, 78.9582
3 105 20 195.1039, 151.1074, 135.0837, 123.0761 2
14 14 30 307.2668, 289.2530, 255.2345, 183.0102 2
16 79 20 245.1385, 187.0961, 169.0847, 125.0972, 2
123.0809, 97.0633
12 80 40 883.5355, 601.2842, 599.3239, 581.3085, 2

439.2220, 419.2592, 303.2337, 283.2613,
241.0078, 223.0040, 152.9943, 78.9582
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TABLE 6-continued

24

SerumOC
Metabolite #

Feature
D

CE

(eV) Experiments

nvz of Fragment Ions Observed in MS/MS

D
Level

11 123 30  467.3770, 449.3589, 423.3873, 405.3660,
297.2414, 279.2286, 263.2381, 251.19%4,
223.1607, 215.1610, 187.1320, 169.1188,
141.1308
429.3003, 411.2852, 305.2087, 277.2086,
123.0809

729.3936, 685.3970, 590.2924, 572.2783,

40

13 261 20

554.2859, 512.2432, 451.2338%*, 430.2339%,

400.8628, 374.8882, 330.1878, 312.1372%,

286.1901, 276.6193%*, 255.6189*, 173.0992,

131.0891

620 20 129.0945, 115.9221, 100.9348, 99.9227

As an exemplary identification, FIG. 7 demonstrated the
identification of metabolite #286 as lysophosposphati-
dylinositol (18:1). (a) Shows the extracted ion chromato-
gram of m/z 597.3029 from a pooled serum sample (inset
spectrum is total ion chromatogram from a pooled serum
sample); (b) extracted ion chromatogram of m/z 597.3029
from a standard; (c) experimental isotopic pattern that agrees
with theoretical isotopic pattern for C27H51012P (see inset
spectrum, calculated using MassLynx V4.1); d) MS/MS
spectrum from a pooled serum sample collected using a
collision energy (CE) of 30 eV; and e) MS/MS spectrum (CE
30 eV) of direct injection of standard.

Many of the identified features were lipids or fatty acids.
An emerging body of evidence has implicated changes in
lipid and fatty acid metabolism with the onset and progres-
sion of ovarian'? and other types of cancer*®. In many cases,
these changes have been linked to the aberrant expression of
genes involved in lipid/fatty acid synthesis. For example, the
well-known tumor suppressor gene p53 is mutated in >95%
of high-grade serous ovarian cancers'®. It has recently been
reported that the protein encoded by p53 (TP53) interacts
with sterol regulatory element-binding proteins (SREBPs)
and guanidinoacetate N-methyltransferase (GAMT) result-
ing in the elevated expression of enzymes involved in fatty
acid and cholesterol biosynthesis and the inhibition of fatty
acid oxidation leading to lipid anabolism and accelerated
tumor growth and progression'®.

Two of the identified metabolites are lysophospholipids
(LPLs) [lysophosphatidylethanolamine (LPE) and lysophos-
phatidylinositol (LPI)]. Serum levels of LPLs have been
previously reported to be elevated in OC patients and in
matched sets of samples isolated from preoperative vs.
postoperative patients'®. LPIs are also known to bind and
activate the orphan G-protein coupled receptor GPRS5S,
which triggers proliferation and anchorage-independent
growth of OC cells, as well as activation of Akt and ERK1/2
kinase'”.

Phosphatidylinositol is one of several inositol membrane
phospholipids known to be responsible for recruitment of
the serine/threonine kinase Akt to the plasma membrane and
its subsequent phosphorylation and activation'®. Phospho-
rylation of the inositol ring 3'-OH group in inositol phos-
pholipids is carried out by the enzyme phosphatidylinositol
3-kinase (PI3K). A broad range of functions related to cancer
onset and progression have been associated with PI3K
activity, including proliferation, cell adhesion, apoptosis,
and transformation'®. Our identification of the sphingolipid
ceramide as a differentiating metabolite is consistent with its
previously proposed roles in ovarian and other cancers.
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EMBODIMENTS

Additionally or alternately, the disclosure can include one
or more of the following embodiments.

Embodiment 1

A method for detecting serous ovarian cancer, comprising
obtaining a serum sample, measuring in the serum sample
the concentration of each of ten or more of serous OC
metabolites 1 through 16, and evaluating the amount of
change in the concentrations for the serous OC metabolites
1 through 16 versus a control sample, wherein an increase
for metabolites 1 through 8 and a decrease for metabolites 9
through 16 indicates a positive result for serous ovarian
cancer.

Embodiment 2

A method for eliminating a patient’s risk of late-stage
serous ovarian cancer, comprising collecting a serum sample
during the patient’s health examination, measuring in the
serum sample the concentration of each of ten or more of
serous OC metabolites 1 through 16, comparing the con-
centration of the serous OC metabolites 1 through 16 to the
concentration of the same metabolites in an unaffected
control sample to determine the presence or absence of
serous ovarian cancer, and prescribing a treatment regime
for the patient.

Embodiment 3

A non-invasive method for treating serous ovarian cancer,
comprising identifying the presence of serous ovarian cancer
in a patient, and treating the patient with a cancer chemo-
therapy and/or radiation without resorting to invasive sur-
gical exploration, wherein identifying the presence of serous
ovarian cancer comprising the steps of, obtaining a serum
sample from the patient measuring in the serum sample the
concentration of serous OC metabolites 1 through 16, and
evaluating the change in the concentrations for the serous
OC metabolites 1 through 16 versus a control sample.

Embodiment 4

A method of identifying candidates for chemotherapy
and/or surgery to eliminate cancerous ovarian tissue com-
prising collecting a serum sample during a patient’s annual
health examination, measuring in the serum sample the
concentration of each of ten or more of serous OC metabo-
lites 1 through 16, comparing the concentration of the serous
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OC metabolites 1 through 16 to the concentration of the
same metabolites in an unaffected control sample to deter-
mine the presence or absence of serous ovarian cancer, and
recommending the candidate for chemotherapy and/or sur-
gery to eliminate the cancerous tissue.

Embodiment 5

The methods of one the previous embodiments, wherein
the presence or absence of serous ovarian cancer is with
greater than 90% accuracy, or greater than 95% accuracy.

Embodiment 6

The methods of one the previous embodiments, wherein
the presence or absence of serous ovarian cancer is with
greater than 90% accuracy, greater than 90% sensitivity, and
greater than 90% specificity, or greater than 95% accuracy,
greater than 95% sensitivity, and greater than 95% specific-

ity
Embodiment 7

The methods of one the previous embodiments, where in
the concentration of metabolites 1 through 8 increase by a
log base 2 value of at least about 0.2 over the control sample,
and/or the concentration of metabolites 10 through 16
decrease by a log base 2 value of at least about 0.15 versus
the control sample.

Embodiment 8

The methods of one the previous embodiments, wherein
the concentration change of the metabolites versus the
control sample comprises a log base 2 increase of, about
0.84 for metabolite 1, about 0.70 for metabolite 2, about 0.55
for metabolite 3, about 0.49 for metabolite 4, about 0.34 for
metabolite 5, about 0.32 for metabolite 6, about 0.31 for
metabolite 7, and about 0.20 for metabolite 8.

Embodiment 9

The methods of one the previous embodiments, wherein
the concentration change of the metabolites versus the
control sample comprises a log base 2 decrease of about 0.15
for metabolite 10, about 0.25 for metabolite 11, about 0.27
for metabolite 12, about 0.30 for metabolite 13, about 0.31
for metabolite 14, about 0.78 for metabolite 15, and about
1.43 for metabolite 16.

Embodiment 10

The methods of one of the previous embodiments,
wherein it further includes the steps of calibrating the
method prior to a measurement of a serum sample or
multiple serum samples, wherein the calibration is con-
ducted by testing a device with a calibration sample. The
calibration sample includes at least 3, at least 4, at least 5,
or at least 6 compounds selected from the group consisting
of cortisone, lysophatidylinositol (18:1), aspartyl-glutamic
acid, 16-(6-butoxy-3-hydroxy-4,5-dimethylcyclohex-1-en-
1-y1)-6,10-dihydroxy-2,6,10,14-tetramethyl hexade-
canoicacid, ceramide, lysophosphatidyl ethanolamine (22:
6), 2-hydroxyl nonanoic acid, iso-1,2-octadecanediol,
3-hydroxyl dodecanedioic acid, phosphatidylinositol (20:4/
18:1), and 7,9,13-trihydroxyoctacosa-16,22-dienoic acid.
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Embodiment 11

The methods of one the previous embodiments, wherein
the metabolites 1 through 16 comprise cortisone, lysopha-
tidylinositol (18:1), aspartyl-glutamic acid, 16-(6-butoxy-3-
hydroxy-4,5-dimethylcyclohex-1-en-1-y1)-6,10-dihydroxy-
2,6,10,14-tetramethyl hexadecanoicacid, ceramide,
lysophosphatidylethanolamine (22:6), 2-hydroxyl nonanoic
acid, iso-1,2-octadecanediol, 3-hydroxyl dodecanedioic
acid, phosphatidylinositol (20:4/18:1), and 7,9,13-trihy-
droxyoctacosa-16,22-dienoic acid.

Embodiment 12

The methods of one the previous embodiments, wherein
the metabolite 1 has an average m/z of about 552.2 and an
average retention time of about 0.7 minutes on a 2.1 mm by
50 mm C-18 column with 1.7 pm particle size when eluted
on a gradient with a water:methanol solution of 80% to 10%
from 0-15 minutes and 15-23 minutes at 10%; wherein the
metabolite 6 has an average m/z of about 365.3 and an
average retention time of about 17 minutes on a 2.1 mm by
50 mm C-18 column with 1.7 pm particle size when eluted
on a gradient with a water:methanol solution of 80% to 10%
from 0-15 minutes and 15-23 minutes at 10%; wherein the
metabolite 9 has an average m/z of about 429.3 and an
average retention time of about 11.5 minutes on a 2.1 mm by
50 mm C-18 column with 1.7 pm particle size when eluted
on a gradient with a water:methanol solution of 80% to 10%
from 0-15 minutes and 15-23 minutes at 10%; wherein the
metabolite 13 has an average m/z of about 451.2 and an
average retention time of about 1.6 minutes on a 2.1 mm by
50 mm C-18 column with 1.7 pm particle size when eluted
on a gradient with a water:methanol solution of 80% to 10%
from 0-15 minutes and 15-23 minutes at 10%; and/or
wherein the metabolite 15 has an average m/z of about 129.1
and an average retention time of about 1.1 minutes on a 2.1
mm by 50 mm C-18 column with 1.7 um particle size when
eluted on a gradient with a water:methanol solution of 80%
to 10% from 0-15 minutes and 15-23 minutes at 10%;

Embodiment 4

The methods of one the previous embodiments, where in
the metabolite is measured by ultra-performance liquid
chromatography with a mass spectrometer as a detector. The
chromatographic separation of the metabolites can be con-
ducted for 15 to 40 minutes.

Embodiment 13

The methods of one the previous embodiments, wherein
chromatographic separation of the metabolites is conducted
on a reverse phase column, including a C8, C18 or C30
column. The chromatographic separation of the metabolites
can be conducted using a water:alcohol gradient elution, or
a water:methanol gradient elution. The metabolites are sepa-
rated using a C18 UPLC column with a methanol:water
gradient elution, and the metabolites measured by a MS
detector.

Embodiment 14

The methods of one the previous embodiments, wherein
the serum sample is prepared by the steps of precipitating
protein from a blood sample with methanol to make a
supernatant and precipitate, separating the protein from
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supernatant by centrifugation, mixing the supernatant with
water and freezing drying the sample, and reconstituting
with mobile phase solution at the time of analysis.

Embodiment 15

The methods of one the previous embodiments, wherein
the control is a serum sample from a group of patients that
do not have ovarian cancer.

It is to be understood that the embodiments and claims
disclosed herein are not limited in their application to the
details of construction and arrangement of the components
set forth in the description and illustrated in the drawings.
Rather, the description and the drawings provide examples
of the embodiments envisioned. The embodiments and
claims disclosed herein are further capable of other embodi-
ments and of being practiced and carried out in various
ways. Also, it is to be understood that the phraseology and
terminology employed herein are for the purposes of
description and should not be regarded as limiting the
claims.

Accordingly, those skilled in the art will appreciate that
the conception upon which the application and claims are
based can be readily utilized as a basis for the design of other
structures, methods, and systems for carrying out the several
purposes of the embodiments and claims presented in this
application. It is important, therefore, that the claims be
regarded as including such equivalent constructions.

We claim:
1. A method for detecting serous ovarian cancer compris-
ing:
measuring in a serum sample the concentration of each of
ten or more of serous OC metabolites 1 through 16
having neutral elemental formula(s) and identification
as associated in Table 1; and

TABLE 1
Serum OC Neutral
Metabolite Elemental
No. Formula Metabolite Identification
1 C4oHgoN3030,
Cy3H76N7056,
CaoH76NoOss
2 C,,H5,0,,P Lysophatidylinositol (18:1)
3 CoH,503 2-hydroxyl nonanoic acid
4 C3,Hg/NO; Ceramide (d18:1/16:0)
5 C,H yNO,P Lysophosphatidylethanolamine (22:6)
6 Co4Hu60,
7 CoH;3N,0, aspartyl-glutamic acid
8 C, Hy50s5 cortisone
9 Cy7H4504
10 C3,HgoOs 16-(6-butoxy-3-hydroxy-4,5-
dimethyleyclohex-1-en-1-yl)-6,10-
dihydroxy-2,6,10,14-tetramethyl
hexadecanoic acid
11 C,5H5,05 7,9,13-trihydroxyoctacosa-16,22-
dienoic acid
12 C47Hg,O3P Phosphatidylinositol (20:4/18:1)
13 Ci0HesNgO 17,
Ca1HeaN10O3,
CaoHeaN15015
14 CgH360, iso-1,2-octadecanediol
15 CH,,0,
16 C,H,»,0s5 3-hydroxyl dodecanedioic acid

evaluating the amount of change in the concentrations for
at least one of the serous OC metabolites 1 through 16
versus control sample concentrations for the same at
least one of the serous OC metabolites 1 through 16 in
a control serum sample;
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wherein an increase for metabolites 1 through 8 and a
decrease for metabolites 9 through 16 indicates a
positive result for serous ovarian cancer.

2. The method of claim 1 further comprising obtaining the
serum sample;

wherein evaluating the amount of change in the concen-

trations comprises evaluating the amount of change in
the concentrations for all of the serous OC metabolites
1 through 16 versus the control serum sample.

3. The method of claim 2 further comprising calibrating
the method prior to a measurement of a serum sample or
multiple serum samples;

wherein the calibration is conducted by testing a device

with a calibration sample.

4. The method of claim 2 further comprising measuring
the metabolite by ultra-performance liquid chromatography
with a mass spectrometer as a detector.

5. The method of claim 4, wherein measuring is con-
ducted for 15 to 40 minutes.

6. The method of claim 4, wherein measuring is con-
ducted on a reverse phase column.

7. The method of claim 4, wherein measuring is con-
ducted using a water:alcohol gradient elution.

8. The method of claim 2, wherein the 16 metabolites are
separated using a C18 UPLC column with a methanol:water
gradient elution; and

wherein the metabolites are measured by a MS detector.

9. The method of claim 2, wherein the concentration of
metabolites 1 through 8 increase by a log base 2 value of at
least about 0.2 over the control serum sample.

10. The method of claim 2, wherein the concentration of
metabolites 10 through 16 decrease by a log base 2 value of
at least about 0.15 versus the control serum sample.

11. The method of claim 2, wherein each of the metabo-
lites 1 through 16 are selected from the group consisting of
cortisone, lysophatidylinositol (18:1), aspartyl-glutamic
acid, 16-(6-butoxy-3-hydroxy-4,5-dimethylcyclohex-1-en-
1-y1)-6,10-dihydroxy-2,6,10,14-tetramethyl hexade-
canoicacid, ceramide, lysophosphatidylethanolamine (22:6),
2-hydroxyl nonanoic acid, iso-1,2-octadecanediol, 3-hy-
droxyl dodecanedioic acid, phosphatidylinositol (20:4/18:
1), and 7,9,13-trihydroxyoctacosa-16,22-dienoic acid.

12. The method of claim 2, wherein the serum sample is
prepared by:

precipitating protein from a blood sample with methanol

to make a supernatant and precipitate;

separating the protein from the supernatant by centrifu-

gation;

mixing the supernatant with water and freeze drying the

sample; and

reconstituting with a mobile phase solution at the time of

analysis.

13. The method of claim 2, wherein the control serum
sample is a serum sample from a group of patients that do
not have ovarian cancer.

14. A method for eliminating a patient’s risk of late-stage
serous ovarian cancer comprising:

collecting a serum sample during the patient’s health

examination;

measuring in the serum sample the concentration of each

of ten or more of serous OC metabolites 1 through 16
having neutral elemental formula(s) and identification
as associated in Table 1;
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TABLE 1
Serum OC
Metabolite
No. Neutral Elemental Formula Metabolite Identification
1 CyHgoN3050, Cy3H76N7056,
CaoH76NoOss
2 Cy7Hs,0,5P Lysophatidylinositol (18:1)
3 CoH, 505 2-hydroxyl nonanoic acid
4 C34Hg/NO; Ceramide (d18:1/16:0)
5 C,;H yNO,P Lysophosphatidy!-
ethanolamine (22:6)
6 CouHus0,
7 CoH | 3N,0, aspartyl-glutamic acid
8 C,Hy505 cortisone
9 Cy7H4204
10 C3,HgoOg 16-(6-butoxy-3-hydroxy-4,5-
dimethylcyclohex-1-en-1-
y1)-6,10-dihydroxy-
2,6,10,14-tetramethyl
hexadecanoic acid
11 CygH5,05 7,9,13-trihydroxyoctacosa-
16,22-dienoic acid
12 Cy7Hg, O 3P Phosphatidylinositol (20:4/18:1)
13 CaoHegNeO1 7,
C41HeaN10O13,
CaoHeuN 15015
14 CgH360, iso-1,2-octadecanediol
15 CH,,0,
16 C,H5,0s5 3-hydroxyl dodecanedioic acid

comparing the concentration of the serous OC metabolites
1 through 16 to the concentration of the same metabo-
lites in an unaffected control serum sample to deter-
mine the presence or absence of serous ovarian cancer;
and

prescribing a treatment regime for the patient.

15. The method of claim 14 further comprising calibrating
the device prior to a measurement of a serum sample or
multiple serum samples;

wherein the calibration is conducted by testing the device

on a calibration sample.

16. The method of claim 14, wherein the concentration of
metabolites 1 through 8 increase by a log base 2 value of at
least about 0.2 over the control serum sample.

17. The method of claim 14, wherein the concentration of
metabolites 10 through 16 decrease by a log base 2 value of
at least about 0.15 versus the control serum sample.

18. A non-invasive method for treating serous ovarian
cancer comprising identifying the presence of serous ovarian
cancer in a patient; and

treating the patient with a cancer chemotherapy and/or

radiation without resorting to invasive surgical explo-
ration;

wherein identifying the presence of serous ovarian cancer

comprises:

obtaining a serum sample from the patient;

measuring in the serum sample the concentration of
serous OC metabolites 1 through 16 having neutral
elemental formula(s) and identification as associated
in Table 1; and
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evaluating the change in the concentrations for the
serous OC metabolites 1 through 16 versus a control
serum sample;

TABLE 1
Serum OC
Metabolite
No.  Neutral Elemental Formula Metabolite Identification
1 CoHgoN3030, Ca3H76N7O56,
CoH76NgOo5
2 C,,Hs, Lysophatidylinositol (18:1)
3 CoH,5053 2-hydroxyl nonanoic acid
4 C3,HgNO3 Ceramide (d18:1/16:0)
5 C,7HyNO,P Lysophosphatidyl-
ethanolamine (22:6)
6 C24Ha605
7 CoH,3N,0- aspartyl-glutamic acid
8 C5 Hyg05 cortisone
9 Co7H404
10 C3,HgoO6 16-(6-butoxy-3-hydroxy-4,5-
dimethylcyclohex-1-en-1-
y1)-6,10-dihydroxy-
2,6,10,14-tetramethy!
hexadecanoic acid
11 CysHs,05 7,9,13-trihydroxyoctacosa-
16,22-dienoic acid
12 C,47Hg0,5P Phosphatidylinositol (20:4/18:1)
13 CyoHegNeOy 7,
C41HeaN O3,
CaoHeaN >
14 CgH360- iso-1,2-octadecanediol
15 C,H,,0,
16 C,H,,054 3-hydroxyl dodecanedioic acid.

19. The method of claim 18 further comprising calibrating
the device prior to a measurement of a serum sample or
multiple serum samples;

wherein the calibration is conducted by testing the device
on a calibration sample.

20. The method of claim 19, wherein the calibration
sample includes at least three compounds selected from the
group consisting of cortisone, lysophatidylinositol (18:1),
aspartyl-glutamic acid, 16-(6-butoxy-3-hydroxy-4,5-dim-
ethylcyclohex-1-en-1-y1)-6,10-dihydroxy-2,6,10,14-tetram-
ethyl hexadecanoicacid, ceramide, lysophosphatidyletha-
nolamine (22:6), 2-hydroxyl nonanoic acid, iso-1,2-
octadecanediol, 3-hydroxyl dodecanedioic acid,
phosphatidylinositol (20:4/18:1), and 7,9,13-trihydroxyoc-
tacosa-16,22-dienoic acid.

21. The method of claim 18, wherein the concentration of
metabolites 1 through 8 increase by a log base 2 value of at
least about 0.2 over the control serum sample; and

wherein the concentration of metabolites 10 through 16
decrease by a log base 2 value of at least about 0.15
versus the control serum sample.
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