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Abstract: The association between lipid metabolism and long-term outcomes is relevant for tumor di-
agnosis and therapy. Archival material such as formalin-fixed and paraffin embedded (FFPE) tissues
is a highly valuable resource for this aim as it is linked to long-term clinical follow-up. Therefore,
there is a need to develop robust methodologies able to detect lipids in FFPE material and correlate
them with clinical outcomes. In this work, lipidic alterations were investigated in patient-derived
xenograft of breast cancer by using a matrix-assisted laser desorption ionization mass spectrometry
(MALDI MSI) based workflow that included antigen retrieval as a sample preparation step. We
evaluated technical reproducibility, spatial metabolic differentiation within tissue compartments,
and treatment response induced by a glutaminase inhibitor (CB-839). This protocol shows a good
inter-day robustness (CV = 26 £ 12%). Several lipids could reliably distinguish necrotic and tumor
regions across the technical replicates. Moreover, this protocol identified distinct alterations in the
tissue lipidome of xenograft treated with glutaminase inhibitors. In conclusion, lipidic alterations
in FFPE tissue of breast cancer xenograft observed in this study are a step-forward to a robust and
reproducible MALDI-MSI based workflow for pre-clinical and clinical applications.

Keywords: MALDI MSTI; lipidomics; breast cancer; FFPE tissue; diagnosis

1. Introduction

Metabolic reprogramming is a hallmark of cancer, and can be exploited for both diag-
nostic and therapeutic purposes [1]. Lipid metabolism is particularly found to be altered
in many cancer types including breast cancer [2]. The elevated levels of phospholipids
and their metabolic building blocks are believed to support the continuous membrane
synthesis during cancer cell growth [3]. Using various analytical techniques, rigorous
studies of metabolic networks in cancer have improved our understanding of the disease
and helped identify prognostic and predictive biomarkers [4]. It is now widely recognized
that metabolism plays an integrated role in cancer cell signaling, and that it represents an
important interface between cancer cells and the physical and biological microenvironment
of tumors [5].

Understanding the metabolic abnormalities in tumors and the metabolic dependencies
between cancer cells and other compartments of a tumor requires analytical tools that
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are not only sensitive, precise, and accurate, but also allow for the assessment of the
metabolic heterogeneity of tumor tissue. Current analytical techniques such as liquid and
gas chromatography mass spectrometry (LC-MS and GC-MS) are highly sensitive, but
depend on homogenization and extraction of tissue and are therefore unable to provide
spatially resolved metabolic information [6,7].

Mass spectrometry imaging (MSI) represents a paradigm shift in cancer metabolomics
as it allows for the determination of a multitude of chemical species with high spatial
resolution, accompanied by histopathological analysis of the specimen for co-registration
of metabolic and biological characteristics [8]. However, while most MSI modalities are
suited for the analysis of fresh frozen tissue specimens, most clinical biopsies are stored for
years as formalin-fixed paraffin-embedded (FFPE) tissue. The long-term storage makes
the FFPE tissues valuable archival material for investigating associations between clinical
history and disease. The study of FFPE cohorts permits correlation between biological
characteristics and patient survival rate, contributing to the understanding of cancer
heterogeneity [9]. For translational research aiming to understand the association between
the metabolic state of tumors and the long-term outcome of human disease, there is a need
to develop MSI protocols that can determine the levels of low-mass metabolites, lipids, and
proteins in a robust and reliable manner.

Matrix-assisted laser desorption and ionization (MALDI) MSI can be used to determine
both low-mass molecules and proteins in FFPE tissue [10,11]. However, analysis of lipids
has proven difficult in this type of tissue due to their depletion during initial processing with
organic solvents, which is further compounded by the remaining lipids being implicated
in cross-binding with other structures in the tissue [12-14]. For this reason, protocols that
are able to remove, or reverse, the cross-links and liberate these trapped biomolecules are
currently being developed [15]. Among these, it was recently shown that the inclusion of an
antigen retrieval step in the MALDI-MSI sample preparation protocol increased the number
of certain solvent-resistant lipids, particularly phosphatidylcholine (PC), sphingomyelin
(SM), and phosphatidylserine (PS) species, that can be detected [16]. Moreover, these
remaining lipids also maintain some of the biological information present within the
different histopathological features of the tissue, being able to distinguish among normal,
tumor, and necrotic regions in a small cohort of renal cancer tissue. Thus, mapping the
tissue lipidome in FFPE specimens may still provide relevant molecular information that
can be exploited when studying the metabolic heterogeneity of tumors. In this work, we
have evaluated the robustness of the antigen retrieval MALDI-MSI approach for analysis
of lipids in FFPE xenograft breast tumor tissue. Furthermore, we also aimed to determine
whether it was possible to identify metabolic responses to the glutaminase inhibition based
on alterations in lipid content.

2. Results
2.1. Evaluation of Technical Reproducibility in Patient Derived Breast Cancer Xenograft

A master peak list was created and contained 26 m/z values that were identified as
reproducible. This peak list contained masses that were reproducibly detected in tumor or
necrosis (CV of peak intensity < 45% across technical replicate), and/or had a reproducibly
intensity ratio between the necrotic and tumor region (CV of log,FC < 60%). Table 1
presents the m/z values, the coefficient of variation (n = 3 measured at different days)
based on the mean ionic intensity of the whole dataset (treated n = 4 and control n = 4),
the accurate m/z value, and the putative chemical identification (ID). Most ions had a
coefficient of variation (CV) under 35% and the average CV for the whole dataset (WdCVayg
4 SD) was 26 + 12%. Of the 26 masses, 14 were also detected with MALDI-FT-ICR and
11 were putatively identified, of which seven species were identified as lipids (error <
1 ppm) (Table S1).
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Table 1. Master peak list with m/z values, corresponding coefficients of variation (CV), accurate m/z
values and chemical identification (ID). CV was calculated for the three technical replicates of the
whole dataset (treated 1 = 4 and control n = 4).

mlz CV (%) Accurate m/z ID [Adduct]*
534.6 41 ni @

548.6 50 ni @

562.6 45 ni @

576.7 9 ni @

604.7 50 ni @

609.4 14 609.340 PI20:1 [M +H — H,0]* @4
639.5 32 639.408 PA 32:5[M + H]* G4
683.5 22 683.434 PG 31:4 [M + H — H,O]* @4
707.6 23 ni @

722.5 21 ni ®

727.6 16 727.460 PG 33:5 [M + H]* G4
740.6 31 740.520 PE 34:1 [M + Na]* @
758.6 23 ni @

766.6 29 766.536 PE 36:2 [M + Na]* @
768.6 33 768.554 PE 38:4 [M + H]* @
771.6 8 771.486 PA 40:6 [M + Na]* ¢4
779.3 18 779.254 ni.

784.6 23 ni @

786.6 23 ni @

788.6 28 788.5201 PE 38:5 [M+Na]* @
790.6 32 790.536 PE 38:4 [M+Na]* @
801.2 16 801.193 ni.

812.6 32 812.541 PS (36:1) [M+Na]+ @
815.6 14 ni @

826.6 8 ni @

867.2 30 867.088 ni.

n.i. not identified; @ not detected in MALDI FI-ICR; @ Identified with an error < 1 ppmy; ©) Identified with an
error between 8 and 10 ppm; ¥ not observed experimentally.

In order to evaluate the technical robustness of the method, the CVavg + SD was
calculated for both intra- and inter-day measurements using multiple replicates for one of
the biological xenograft models. There was more technical variation between measurements
performed on different days (interday CVayg = 33 & 14%) compared to measurements from
the same day (intraday CVayg = 15 £ 9%).

2.2. Lipidomic Differences between Tumor and Necrotic Areas of Xenograft Tumors

In order to evaluate the spatial resolving ability of the method, the discriminating
potential of the 26 ions was investigated comparing viable tumor and necrosis (obtained
by histopathological annotations, Figure S1). This investigation was performed with
univariate linear mixed model (LMM) testing and log, fold change calculation (log,FC)
using an adaption that accounts for the spatial autocorrection commonly observed in MSI
data [17]. Of the 26 features tested, eight were significantly different (abs(log,FC) > 0.5,
p < 0.05) between tumor and necrotic tissue in at least two technical replicates and are
presented in Table 2. The full log, FC and LMM results for all 26 m/z values and for all three
technical replicates are presented in Table S2.



Metabolites 2021, 11, 577

40f 15

Table 2. Fold change and univariate linear mixed models testing comparing tumor and necrosis.
Log, fold change (Log,FC) and p-values are the mean values across all three technical replicates.
Masses that were significant (abs(log,FC) > 0.5, p < 0.05) in at least two replicates are presented.
Positive log, FC indicates increase in tumor compared to necrosis.

Tumor vs. Necrosis

mlz Log,FC (Range) fl-{‘a,rallguee)

639.5 (_o.g,O f(1).38) (o.ogi(,)%fom)
683.5 (—0.6_7(,){20.59) (00223&05)
740.6 (0. § %?84) (0.082%.1028)
766.6 (0.8%,819.02) (0.00(;;0(}.026)
768.6 (0'%',807_ 9) (0.00(4)1',0(?.044)
788.6 (0.6;),.81.07) (0.082%?037)
790.6 (0.8;,011 17) (0%9(1);3)

812.6 (0_7;,013, 39) (o.oc())i%?ozzx)

Of these eight m/z values, six had significantly higher intensities in tumor, while two
were higher in the necrotic regions (m/z 639.5 and 683.5). The six masses (1m/z 740.6, 766.6,
768.6,788.6, 790.6, and 812.6) that were significantly higher in tumor, were reproducibly
elevated in all three replicates and were identified as lipidic species (Table 1 and Table S2).
Figure 1 shows the spatial distribution of two m/z values (m/z 639.5 and 790.6) that had
high tumor-necrotic differentiation. It is worth noting that the same tissue used for MALDI
MSI was HES stained afterward. Even after the MALDI process, it was still possible to
identify tumor and necrotic areas from pre-processed sections compared with untouched
sections, though morphology was somewhat compromised (Figure 52). This allowed for
accurate co-registration with ionic images.

o000 EE— 100 um
6952mv2 10100 IEEEEEGE_—_—_——— 150% I l

S

Figure 1. Example of MALDI-MSI ion maps compared with HES staining of the same tissue after
MALDI MSI measurement. The distribution of the ions at 11/z 790.6 (green) and 639.5 (red) distinguish
tumor and necrotic regions, respectively. Necrotic areas are marked with black.



Metabolites 2021, 11, 577

50f15

2.3. Differences Observed in the Tumor Lipidomes of Treated and Control Xenograft

In order to investigate the lipidomic alterations of the treated mice, principal com-
ponent analysis (PCA) of the tumor regions (control and treated) was performed. As
illustrated in the PCA score plot (Figure 2), the tumor regions of the treated mice showed
separation from those of the control mice along the first and second components, which
explained 43.4 and 34.3% of the variability within the dataset, respectively. The loading
scores of those m/z features that had the greatest impact on this separation are presented
as a loading plot in Figure S3. Interestingly, the tumors from the control samples also dis-
played a greater degree of variability among the different biological replicates, as indicated
by the larger 95% confidence interval.

Scores Plot

2 A Treated Tumor
O  Control Tumor
wn o
o ©
o
< o ® &
i o
3 o o @ o
« o o
g ©o
n
1
o
2 4
! T T T T T
-10 -5 0 5 10
PC1(43.4 %)

Figure 2. Principal component analysis score plot of the tumor regions from treated (green) and
control (red) samples. Each spot represents an individual tissue section including all samples and
their technical replicates (at least two for each sample). Colored circles represent 95% confidence
intervals. Corresponding loading plot can be found in Figure S3.

To then investigate those individual m/z features that had a significantly altered
intensity among the treated and control tumors, and to support the findings of the PCA,
pairwise comparisons were performed using the Wilcoxon Rank Sum Test, calculating
log,FC, and the discriminatory power was assessed with receiver operative characteristic
(ROC) analysis (Table 3).

Table 3 highlights 6 m/z features that were statistically up- or down-represented be-
tween the treated and control tumors. Among them, m/z 768.6, 790.6, and 812.6 displayed
significantly increased levels in the tumors of treated xenografts, and showed discrimina-
tory power indicated by high AUC values. Conversely, m/z 604.7 was shown to have the
greatest discriminatory power and displayed increased intensity in the tumors of control
mice. Whilst a borderline significance was obtained for this feature (p = 0.06), it was,
however, associated with the largest fold change of those reported. When comparing
the distribution of these m/z features in the treated and control tissue, their differential
intensity was observed in their respective tumor regions and is supportive of the aforemen-
tioned data. This is exemplified in the MALDI-MS single-ion images presented in Figure 3,
showing the tissue localization of m/z 604.7, 790.6, and 812.6.
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Table 3. Summary of the fold change (log,FC), p-value determined by the Wilcoxon Rank Sum Test,
the principal component (PC) loading scores, and AUC values when comparing tumors of the treated
and control xenografts.

Control Tumor vs. Treated Tumor

mlz log, FC p-Value AUC Group
768.6 —0.34 0.01 0.71 T Treated Tumor
784.6 —0.23 0.08 0.70 T Treated Tumor
786.6 —-0.19 0.08 0.75 T Treated Tumor
790.6 —0.30 0.03 0.70 T Treated Tumor
812.6 —0.42 0.03 0.70 T Treated Tumor
604.7 1.11 0.06 0.87 T Control Tumor
779.3 0.53 0.01 0.65 T Control Tumor
801.2 0.50 0.01 0.64 T Control Tumor
867.2 0.58 0.02 0.63 T Control Tumor
A m/z790.6 B m/z812.6 c m/z604.7

B12602m220.1 00 M D 256% S04662mz£0100 M D (9%
A A
0% 100% o‘y, |£g

Treated

m.wwuo.mF -Am“ 812642m/2£0.1 o [ _— 256%
A A
0% 100% 0% 100%

Figure 3. MALDI-MS images highlighting the tissue distribution of (A), m/z 790.6, (B) m/z 812.6, and
(C) m/z 604.7 in (top) the treated and (bottom) control xenografts. HES stained images of each tissue
section is provided below with the pathologist’s annotation of the tumor regions (green = treated
tumor and red = control tumor). Necrotic regions are marked in black.

3. Discussion

Clinical and pre-clinical molecular analysis of cancer tissue is an important means
of gaining both insights into tumor biology and identifying new potential biomarkers.
However, the reliability of the results depends on precise, accurate, and reproducible
quantitative analytical methods. This is particularly important when analyzing FFPE tissue
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with MALDI MSI. This method allows for metabolic analysis of biobanked tumor specimens
with high translational value but requires multiple sample preparation steps and is prone
to variation [18]. In this study, using a recently developed sample preparation protocol to
analyze lipids from FFPE tissue [16], we not only demonstrate the robustness of the method,
but also identify several lipid species that potentially hold value as cancer biomarkers.

A particular strength of our study is the validation of the robustness of the method
using three technical replicates. Unfortunately, due to the high hands-on time typically
required in MALDI MSI experiments, several technical replicates are rarely included to
validate the results. Furthermore, sparsity of the clinical material may also hinder collecting
several sections for technical validation. Still, validating results using technical replicates
measured on different days is highly encouraged in mass spectrometry experiments [19].
It is perhaps extra important when working with MALDI MSI of FFPE tissue, which is
particularly sensitive to day-to-day variations, due both to the necessary deparaffiniza-
tion and antigen retrieval treatments, and to variation in matrix recrystallization during
matrix application.

In our study, the technical reproducibility of the applied MALDI-MSI workflow was
evaluated by the CV of the peak intensities and showed a wdCV,yg of 26 4= 11%. This is
slightly above the recommended CV threshold of 20% stated by The European Medicine
Agency (EMA) for analytical techniques used to determine the concentration of a given
analyte in a biological matrix [20]. However, the method used in this study notably differs
from the EMA requirements by its ability to determine a large number of compounds
simultaneously, allowing profiling of the metabolic state rather than specific determination
of a single compound. Furthermore, as MSI techniques, and MALDI in particular, tend to
be more prone to variation, a wdCV,yg of 26 & 11% shows that this method has a good
technical reproducibility. Compared with previous reports, our protocol displays a high
degree of robustness, as 26 ion species could be detected on different days. A previously
reported lipidomic MALDI-MSI study of fresh-frozen bovine ovary tissue showed a CV
<30% based also on three technical replicates, indicating that our protocol allows for the
analysis of FFPE tissue with a similar performance to the less complex analysis of fresh-
frozen tissue [21]. In addition, the intraday CVayg (=15 & 9%) of this study is comparable
to intra-section variance CVayg (=16 + 7%) of 62 lipids obtained by the DESI-MSI of fresh-
frozen esophageal adenocarcinoma biopsies [22]. The sample preparation for DESI-MSI
does not require any matrix for the desorption and ionization of the analytes. Therefore,
the intraday variation is not due to matrix application and is comparable to matrix-free
based MSI technologies. On the other hand, the coefficient of variation increased when the
subsequent sections were measured on different days ((interday CVayg = 33 £ 14%). This
may be explained by day-to-day technical variations due to differences in the performance
of the mass spectrometer and sample preparation devices as well as changes in laboratory
environmental conditions (e.g., temperature and humidity) [23]. Recently, batch effects,
potential systematic sources of technical variation, were identified in MSI analysis of a large
sample size by multivariate analysis of pixel-to-pixel, section-to-section, and slide-to-slide
variations, suggesting existing approaches to mitigate the batch effects such as improved
study design, quality controls, new normalization methods, and robust experimental work-
flows [24]. The importance of technical replicates in order to obtain a quantifiable variance
and reproducibility should be a must for the development of any analytical method [25].
The fact that we could detect reproducible differences in analyte levels between tumor and
necrotic tissue across all three replicates for six lipids (Table 2) highlights the robustness of
both the sample preparation method and the metabolic findings of this study.

This study also shows a relative inter-instrumental robustness as most of the m/z
values (14 of 26, Table 1) could be detected by high resolution mass spectrometry (FI-ICR)
and seven ions were putatively identified with an error < 1 ppm (Table S2). Additionally,
four m/z values could be identified with an increased error tolerance (<10 ppm). A less
strict error tolerance of 10 ppm is not usually employed considering the outstanding mass
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resolving power of the FT-ICR mass spectrometer, but were applied in another study to
identify peptides and glycans directly on tissue [26].

Not all m/z values detected with the MALDI-TOF MSI (rapifleX) could be found in
the MALDI-FT-ICR MS (Solarix) measurements. The different detection ability between
the MALDI-TOF and MALDI-FT-ICR MS may be due to differences in the MALDI source.
The modulation of the laser beam profile and its spatial structure are critical factors for
the performance of the MALDI process and therefore for the ionic intensity [27]. For
example, the Solarix utilizes a structured Nd:YAG laser beam with a repetition rate of
2 kHz, whereas the rapifleX utilizes a smartbeam 3D laser with a repetition rate of 10 kHz.
This has been suggested previously in the literature given that the comparison of peptide
mass fingerprints for the same tryptic digested sample using MALDI-TOF and MALDI-FT-
ICR showed differences in the total number of m/z signals detected, affecting the protein
identification accuracy [28].

As presented in Table 1, five ions were identified as phosphatidylethanolamines (PE)
and one ion as phosphatidylserine (PS). Both have a primary amino head group that is
highly reactive with the formalin and, therefore, are the main lipid species incorporated into
the cross-linking network during formalin fixation [29]. This chemical reaction extensively
reduces the detection of PEs and PSs during the mass spectrometric analysis (LC-MS/MS
and MSI) of formalin-fixed tissue [30,31]. Our results demonstrate that optimizing the
sample preparation protocol with an antigen retrieval step can aid in the recovery of cross-
linked lipids [16,31]. Moreover, despite PEs species being more easily detectable in negative
mode [32], in this study, PEs were detected in positive mode as the [M + Na]* adduct as
previously observed by MALDI-MS [33]. The high sodium content of the buffered formalin
solution used for tissue fixation potentially favor the detection of sodium adducts [34].
Finally, m/z 812.6 has previously been detected and identified as PS 36:1 [M + Na]* by
MALDI-MSI and LC-MS/MS in human renal cancer tissue [16], further confirming the
findings of this study and the possible relevance of this lipid in the context of cancer biology.
Our results successfully demonstrate reliably that including antigen retrieval is beneficial
for recovering the PEs and PSs species from the cross-linked environments, extending the
lipidomic analysis on FFPE tissues.

The method’s ability to discriminate between distinct biological compartments was
demonstrated by comparing the lipid profiles of viable and necrotic tumor tissue (Table 2
and Figure 1). Necrotic foci appear when nutrient and oxygen deprivation causing cell
death occurs and is often the result of a deteriorating microenvironment in rapidly growing
tumors [35]. It has previously been shown that DESI-MSI can identify necrosis in fresh
frozen tumor specimens [36] based on the presence of lipid species specific to viable and
necrotic tissue, respectively. While fresh frozen tissue is a suitable material in the intra-
operative setting, analysis of biobanked FFPE material requires methods optimized for
the analysis of FFPE tissue. The necrosis-specific lipid profile identified in this study
could potentially be used to determine the fraction of necrosis in heterogenous tumors
in an automated manner, which could be of great value in translational cancer research.
Biological interpretation of lipid chemistry in necrosis is challenging due to the combined
effect of biologically regulated metabolism and the chemical degradation of lipid species in
necrotic foci [37].

This study provides evidence of alterations in lipid metabolism in xenograft tumors
following treatment with the glutaminase inhibitor CB-839. The m/z 812.6 (PS 36:1) and
790.6 (PE 38:4) are particularly interesting as these lipids had significantly higher levels
in the treated tumors compared to the control tumors (Table 3 and Figure 3). The treated
xenografts were administered with the glutaminase inhibitor CB-839, which inhibits the
conversion of glutamine to glutamate. In previous studies, this drug has been shown to
reduce the availability of glutamate both in responding and non-responding tumors [38].
While response to treatment has been associated with metabolic adaption to hypoxia, a
global understanding of the biochemical consequences of glutaminase inhibition is still
lacking. Several studies have pointed to a clinically relevant interplay between glutamine



Metabolites 2021, 11, 577

9of 15

and lipid metabolism [39,40]. Notably, one of the lipids in our study with higher levels in
the treated mice is a PE (m/z 790.6, PE 38:4). Glutamine availability has previously been
shown to affect phospholipid synthesis, where glutamine starvation caused reduced levels
of PEs, and glutamine supplement resulted in increased PE synthesis [41]. This could
indicate that the glutaminase inhibitor causes elevated levels of glutamine (as it is no longer
converted to glutamate), which in turn activates more PEs synthesis. The exact mechanism
of how glutamine levels affect phospholipid synthesis is not entirely clear, and would
benefit from more functional research.

We further observed notably less variation in the treated tumors compared to the
controls (Figure 2). The glutaminase inhibitor could be killing specific cancer cell subgroups,
leaving the treated tumors with less variation and tumor heterogeneity. Alternatively, the
reduced growth rate of the treated tumors could similarly reduce the heterogeneity, which
has previously been shown to be significant in the MAS98.06 xenografts [42]. As the effect
of glutaminase inhibitors in clinical trials has been variable, methods for metabolic profiling
of tumor tissue from test subjects could help identify predictive biomarkers or other traits
that can contribute to discriminate between responding and non-responding patients.

To conclude, this study has demonstrated strong technical reproducibility of a newly
developed protocol for lipid detection in FFPE tumor tissue using MALDI MSI. With this ro-
bust method we identified, for the first time, interesting metabolic lipid alterations between
xenograft breast tumors treated with glutamine inhibitor compared to the control tumors in
FFPE specimens. This included changed levels of specific lipids and reduced heterogeneity
in the treated tumors. For future studies, it will be valuable to use this methodology to
investigate the lipid profile of clinical archived breast cancer FFPE tissue, and its potential
connection to treatment response, histopathological grade, and clinical outcome.

4. Materials and Methods
4.1. Chemicals

Unless indicated otherwise, all chemicals were purchased from Sigma-Aldrich (Oslo,
Norway) and all the solvents were HPLC grade.

4.2. Biological Materials

The MAS98.06 patient-derived breast cancer xenograft was established at the Institute
of Cancer Research, Oslo University Hospital, as previously described [43]. Tumor tissue
was orthotopically implanted into 6-week old female Hsd:Athymic Nude-Foxnlnu mice.
The animals were kept under pathogen-free conditions and received supplementary 17-(3-
estradiol (4 mg/mL) in the drinking water. When the tumors reached a size of 200-300 mm?,
the mice received CB-839 (200 mg/kg) or placebo two times daily for 28 days, before tumors
were harvested and snap-frozen in liquid nitrogen until further processing.

4.3. Sample Preparation and MALDI-MSI Analysis with Rapiflex

The sample preparation workflow for MALDI-MSI is depicted in Figure 4.

The xenograft biopsies (1 = 4 for treated and n = 4 for control) were, after being
snap-frozen, formalin-fixed for 48 h, dehydrated and paraffin embedded. Sections of
4 um thickness were mounted on ITO slides (MSI Diagnostics GmbH) in a random order
and stored in a desiccator until analysis. The ITO slides were previously coated with
poly-D-lysine. For each biological replicate, three sections were mounted as technical
replicates. Separate FFPE sections were cut, mounted on glass slides, and stained with
hematoxylin, erythrosine, and saffron (HES). The detailed staining protocol is described in
the Supplementary Materials.

The sections were deparaffinized in toluol three times for 5 min and subsequently
washed in isopropanol (5 min), EtOH 100% (5 min), EtOH 90% (5 min), and EtOH 70%
(5 min). The sections were dried under a fume hood for 10 min. Antigen-retrieval was
performed in a 10 mM citric acid solution (pH = 5.95) for 30 min at 120 °C using a pressure
cooker. The sections were dried and then washed with LC/MS grade water (Fisher
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Chemical™) prior to the matrix application for 2 min and scanned using a histology slide
scanner (PrimeHisto XE Histology Slide Scanner) with an image resolution of 5000 dpi.

MAS98.06

-

CB-839

(n=4)
.~ 1 2 3

Control . \'/ >

(n=4)

~————/

MALDI MSI

Figure 4. Sample preparation workflow for MALDI-MSI based lipidomics analysis on FFPE xenograft
tissue. (1) Resection of the tumor, (2) fixation in formalin and embedding in paraffin block, (3) section-
ing and mounting on conductive ITO slides, (4) solvent washing, (5) antigen retrieval, (6) hydration,
(7) optical picture scanning, (8) matrix application by automatic sprayer.

For the matrix solution, 100 mg of a-cyano-4-hydroxy-cinnamic acid (CHCA) was
dissolved in 6.959 mL MeOH, sonicated for 3 min until CHCA was dissolved. A total
of 48 microliters of aniline was added and then sonicated for 5 min in order to form the
ionic liquid [44]. Afterward, 2.983 mL of LC/MS grade water was added, and finally
10 microliters of trifluoroacetic acid (TFA).

Matrix was applied on the tissue sections using the automatic HTX M5 Sprayer™
(HTXImaging) with the following parameters: number passes 2, flow rate of 0.06 mL/min,
velocity of 1200 mm/min, spray pattern CrissCross, and pressure of 5 psi as published
previously [16]. The resulting matrix density was 1 x 103 mg/ mm?.

MALDI MSI measurements were performed using a rapifleX MALDI Tissuetyper™
mass spectrometer (Bruker Daltonics, Bremen, Germany) equipped with a Smartbeam
3D laser under “Single” and with a digitizer frequency of 1.25 GHz. The analyzer was
operated in positive reflector mode, and the laser was fired with a repetition rate of 10 kHz.
External calibration was performed using red phosphorous dispersed in acetone, spotted
beside the tissue section. The measurements were acquired in the m/z range 500-1300 using
a lateral resolution of 50 pm and 250 laser shots pr. pixel. Further instrumental details are
described in Table S3 of the Supplementary Materials.

4.4. Histopathological Assessment

All corresponding HES-stained sections were independently annotated by an expe-
rienced pathologist (A.M.B.) and areas of viable tumor, necrosis, and non-tumoral tissue
(loose connective tissue, adipose tissue, benign glandular tissue) were delineated manually
on the digital whole slide images (WSI). The spatial annotations were then transferred to
the sections that had undergone MALDI-MSI measurements using SCiLS. For the purpose
of robust statistical analysis, only the tissue areas that exclusively contained either tumor
or necrotic tissue were selected, while areas with mixed tissue types were excluded. The
tumor and necrotic specific areas used for the statistical analysis are depicted in Figure S4.

4.5. Data Analysis

The dataset was imported into SCILS lab software (Version 2021c Pro, GmbH, Bremen,
Germany) and normalized to the total ion count (TIC) of each individual spectrum. The
mean spectra of each ROI (necrosis and tumor for each section) were exported from SCiLS
and opened in the software mMass (Version 5.5.0) [45]. Here, the spectra were baseline
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corrected and peak picking were performed with S/N, absolute intensity, and relative
intensity thresholds of 10.0, 0.14, and 0, respectively. Additionally, picking height was set
to 100 and the “apply baseline’, “apply smoothing’, and ‘remove shoulder peaks’ choices
were selected.

One aim of this study was to identify masses (1m/z values) that are reproducible, both
across all three technical replicates and the biological replicates. The strategy to achieve this
is depicted in Figure S5. First, for each biological replicate, three lists of common masses
were identified: tumor masses, necrosis masses, and masses with a consistent log, fold
change (log,FC) between the tumor and necrosis (in the same section). In short, masses
detected in the mean tumor spectra across all three technical replicates were defined as
common. To adjust for mass-shifts, m/z-values within a 220 ppm range of each other were
defined as arising from the same mass. Furthermore, CV was calculated for each peak and
peaks with a CV < 45% were kept. The same procedure was performed for mean necrotic
spectra. For the log,FC peak list, masses that were detected in both tumor and necrotic
regions in all technical replicates and had log,FC (comparing tumor and necrosis each
section) with CV < 60% were kept. The three mass lists were then merged and duplicate
m/z-values were removed. Next, in SCILS, matrix peaks were identified and removed if
they had higher levels outside the tissue and above 0.9 area under the curve (AUC) value
when comparing on and off-tissue regions with receiver operating characteristic (ROC)
analysis. The remaining masses of the peak list were visually inspected in SCiLS for the
biological replicate sections, and masses that were off-tissue, isotopes, or had a low-quality
signal were removed. This was performed for each biological replicate, resulting in eight
different peak lists. Masses that were present in at least two biological replicates and that
had a mean intensity > 1 (TIC normalized) were selected for the master peak list. A last
quality check removed additional masses that were matrix-related and isotopes from the
master peak list.

To investigate differences between tumor and necrotic regions, univariate linear
mixed model (LMM) testing was performed for each technical replicate separately, using
biological replicate as the random effect. LMM was performed in R (version 4.0.3) using
the nlme (v3.1-152) package (Pinheiro J, Bates D, DebRoy S, Sarkar D, R Core Team (2021).
nlme: Linear and Nonlinear Mixed Effects Models. R package version 3.1-152, https:
//CRAN.R-project.org/package=nlme (accessed on 5 June 2021)). An iterative fraction-
based approach of LMM was used [46,47]. In short, LMM testing was applied using 1%
randomly selected single spectra and was repeated 100 times. This strategy aims to account
for the spatial autocorrection commonly observed in MSI data [17] and is described in more
detail by Andersen et al. [46]. The reported log, FC and Benjamini-Hochberg adjusted
p-values are the average values across all 100 iterations. Features with abs(log,FC) > 0.5
and p < 0.05 were considered significantly different. For technical replicate 2, three of the
sections were excluded from the LMM analysis due to paraffin contamination, of which one
was treated (CB2) and two were control (Ctr3 and Ctr5) samples. In addition to comparing
tumor to necrosis for all biological replicates, LMM was also used to investigate the tumor
compared to necrosis in the treated and control samples separately.

For the technical reproducibility evaluation, three types of CVs were calculated: one for
the whole dataset in addition to inter- and intraday measurements CVs. All CV calculations
were based on the mean ion intensities for the m/z-values of the master peak list. The whole
dataset CVs were calculated using the average mass spectra of all tissue sections (including
all technical replicates). Afterward, the average of the CV and standard deviation (SD)
per sample were calculated, resulting in the whole dataset average CV (WdCVayg). The
intraday and interday CVayg were calculated in the same manner, but were based on three
technical replicates measured on the same day and on different days, respectively.

To investigate the lipidomic alterations in the tumors of mice administered with the
glutaminase inhibitor CB-839, unsupervised principal component analysis (PCA) was
performed as well as pairwise comparisons using the Wilcoxon Rank Sum Test and receiver
operating characteristic (ROC) analysis. The Wilcoxon Rank Sum Test, fold change, and


https://CRAN.R-project.org/package=nlme
https://CRAN.R-project.org/package=nlme

Metabolites 2021, 11, 577

12 of 15

principal component analysis (PCA) was performed on the m/z intensities of the mean
spectra using MetaboAnalyst 5.0 [48]. An m/z feature was considered to be significant if a
p-value < 0.05 was obtained for at least two out of three technical replicates of a biological
replicate. Meanwhile, ROC analysis was performed in SCiLS Lab (Version 2021c Pro,
GmbH, Bremen, Germany) on equally sized subsets of treated and control tumor spectra
(n=15,000). An m/z feature was considered significant when an AUC value was >0.7 in at
least two out of three technical replicates of a biological replicate, and at least three out of
four biological replicates. The reported AUC value represents the mean value obtained
from each of the technical replicates that met the above criteria.

4.6. Lipids Identification by MALDI FT-ICR

Additional MALDI-MS and MALDI imaging experiments were performed in order to
aid in lipid identification using a 12T Bruker FTICR mass spectrometer (Bruker Daltonics,
Bremen, Germany) equipped with a dual MALDI/ESI ion source. All imaging experiments
were performed using a spatial resolution of 50 pm and the minimum laser spot size. A total
of 20 laser shots were used per pixel. Data were collected in positive ionization mode in the
mass range m/z 150-2000. External calibration was performed prior to analysis using the
electrospray ion source and NaTFA clusters. FlexImaging (Bruker Daltonics,) was used to
visualize the imaging data and DataAnalysis was used to visualize individual mass spectra.
Putative identification of the ions was performed by accurate mass determination and
database search in the human metabolome database (HMDB) [49] and LIPID MAPS with a
tolerance threshold <10 ppm. The chemical assignment was performed by prioritizing the
compounds observed experimentally than the ones theoretically computed.

Supplementary Materials: The following are available online at https:/ /www.mdpi.com/article/
10.3390/metabo11090577 /s1. HES-Staining protocol, Figure S1: Histopathological annotations of
patient derived breast cancer xenografts, Figure S2: HES-stained sections from patient-derivative
xenograft breast cancer tissue, Figure S3: Principal component analysis loading plot, Figure S4: Tissue
areas considered for statistical analysis of MSI experiments, Figure S5: Overview of peak selection
process, Table S1: Putative chemical identification by accurate mass determination performed by high
resolution mass spectrometry (MALDI-FT-ICR), Table S2: Fold change and univariate linear mixed
models testing comparing tumor and necrosis in technical replicate 1, 2 and 3, Table S3: Instrumental
parameters employed for MALDI-MSI (rapifleX).

Author Contributions: Conceptualization: EM., S.A.M. and M.G. Methodology: V.D., M.K.A., AS.,
AM.B., AN. and M.G. Data analysis: V.D., M.K.A., A.S.,, AM.B., AN,, S.AM. and M.G. Writing—
original draft preparation: M.K.A., V.D., A.S., AM.B., S.AM. and M.G. Writing—review and editing:
All authors. All authors have read and agreed to the published version of the manuscript.

Funding: The work was supported by the Norwegian Cancer Society (grant no. 198069) and received
funding from FAR 2017-2020, Fondazione Gigi & Pupa Ferrari Onlus, Regione Lombardia POR
FESR 2014-2020. Call HUB Ricerca ed Innovazione: ImmunHUB and from Regione Lombardia:
programma degli interventi per la ripresa economica: sviluppo di nuovi accordi di collaborazione
con le universita per la ricerca, I'innovazione e il trasferimento tecnologico.

Institutional Review Board Statement: All the procedures and experiments involving animals were
approved by the Norwegian Animal Research Authority (FOTS ID: 7713 and 9126) and carried out
according to the European Convention for the Protection of Vertebrates Used for Scientific Purpose
(directive 2010/63/EU).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data that support the findings of this study are available from the
corresponding author, M.G., upon reasonable request.

Acknowledgments: The authors thank the Cellular and Molecular Imaging Core Facility (CMIC) for
tissue sectioning and HES staining.

Conflicts of Interest: The authors declare no conflict of interest.


https://www.mdpi.com/article/10.3390/metabo11090577/s1
https://www.mdpi.com/article/10.3390/metabo11090577/s1

Metabolites 2021, 11, 577 13 of 15

References

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

Hanahan, D.; Weinberg, R. Hallmarks of Cancer: The Next Generation. Cell 2011, 144, 646-674. [CrossRef]

Fernandez, L.P.; Gémez de Cedrén, M.; Ramirez de Molina, A. Alterations of Lipid Metabolism in Cancer: Implications in
Prognosis and Treatment. Front. Oncol. 2020, 10. [CrossRef] [PubMed]

Glunde, K ; Jiang, L.; Moestue, S.A.; Gribbestad, 1.S. MRS and MRSI guidance in molecular medicine: Targeting and monitoring
of choline and glucose metabolism in cancer. NMR Biomed. 2011, 24, 673—-690. [CrossRef] [PubMed]

Graga, G.; Lau, C.-H.E; Gongalves, L.G. Exploring Cancer Metabolism: Applications of Metabolomics and Metabolic Phenotyping
in Cancer Research and Diagnostics. In Tumor Microenvironment: The Main Driver of Metabolic Adaptation; Serpa, J., Ed.; Springer
International Publishing: Cham, Switzerland, 2020; pp. 367-385.

Dey, P.; Kimmelman, A.C.; DePinho, R.A. Metabolic Codependencies in the Tumor Microenvironment. Cancer Discov. 2021, 11,
1067-1081. [CrossRef] [PubMed]

Buszewska-Forajta, M.; Patejko, M.; Macioszek, S.; Sigorski, D.; Iiycka-éwieszewska, E.; Markuszewski, M.]. Paraffin-Embedded
Tissue as a Novel Matrix in Metabolomics Study: Optimization of Metabolite Extraction Method. Chromatographia 2019, 82,
1501-1513. [CrossRef]

Yuan, M.; Breitkopf, S.B.; Yang, X.; Asara, ] M. A positive/negative ion-switching, targeted mass spectrometry—based
metabolomics platform for bodily fluids, cells, and fresh and fixed tissue. Nat. Protoc. 2012, 7, 872-881. [CrossRef]

Sun, C,; Li, T.; Song, X.; Huang, L.; Zang, Q.; Xu, J.; Bi, N.; Jiao, G.; Hao, Y.; Chen, Y.; et al. Spatially resolved metabolomics to
discover tumor-associated metabolic alterations. Proc. Natl. Acad. Sci. USA 2019, 116, 52-57. [CrossRef]

Engstrom, M.].; Opdahl, S.; Hagen, A.L; Romundstad, PR.; Akslen, L.A.; Haugen, O.A.; Vatten, L.J.; Bofin, A.M. Molecular
subtypes, histopathological grade and survival in a historic cohort of breast cancer patients. Breast Cancer Res. Treat. 2013, 140,
463-473. [CrossRef]

Buck, A; Ly, A; Balluff, B.; Sun, N.; Gorzolka, K.; Feuchtinger, A.; Janssen, K.-P.; Kuppen, PJ.; van de Velde, C.J.; Weirich, G.; et al.
High-resolution MALDI-FT-ICR MS imaging for the analysis of metabolites from formalin-fixed, paraffin-embedded clinical
tissue samples. J. Pathol. 2015, 237, 123-132. [CrossRef]

Berghmans, E.; Jacobs, J.; Deben, C.; Hermans, C.; Broeckx, G.; Smits, E.; Maes, E.; Raskin, J.; Pauwels, P.; Baggerman, G. Mass
Spectrometry Imaging Reveals Neutrophil Defensins as Additional Biomarkers for Anti-PD-(L)1 Immunotherapy Response in
NSCLC Patients. Cancers (Basel) 2020, 12, 863. [CrossRef]

Wigglesworth, V.B. Bound Lipid in the Tissues of Mammal and Insect: A New Histochemical Method. J. Cell Sci. 1971, 8, 709-725.
[CrossRef]

Berenbaum, M.C. The Histochemistry of Bound Lipids. J. Cell Sci. 1958, s3-99, 231-242. [CrossRef]

Hughes, C.; Gaunt, L.; Brown, M.; Clarke, N.W.; Gardner, P. Assessment of paraffin removal from prostate FFPE sections using
transmission mode FTIR-FPA imaging. Anal. Methods 2014, 6, 1028-1035. [CrossRef]

Lee, D.-K.; Rubakhin, S.S.; Kusmartseva, I.; Wasserfall, C.; Atkinson, M.A.; Sweedler, ].V. Removing Formaldehyde-Induced
Peptidyl Crosslinks Enables Mass Spectrometry Imaging of Peptide Hormone Distributions from Formalin-Fixed Paraffin-
Embedded Tissues. Angew. Chem. Int. Ed. 2020, 59, 22584-22590. [CrossRef]

Denti, V.; Piga, I.; Guarnerio, S.; Clerici, E; Ivanova, M.; Chinello, C.; Paglia, G.; Magni, F.; Smith, A. Antigen Retrieval and Its
Effect on the MALDI-MSI of Lipids in Formalin-Fixed Paraffin-Embedded Tissue. J. Am. Soc. Mass Spectrom. 2020, 31, 1619-1624.
[CrossRef] [PubMed]

Cassese, A.; Ellis, S.R.; Ogrinc Poto¢nik, N.; Burgermeister, E.; Ebert, M.; Walch, A.; van den Maagdenberg, A.M.J].M.; McDonnell,
L.A.; Heeren, RM.A_; Balluff, B. Spatial Autocorrelation in Mass Spectrometry Imaging. Anal. Chem. 2016, 88, 5871-5878.
[CrossRef] [PubMed]

Ly, A.; Longuespée, R.; Casadonte, R.; Wandernoth, P.; Schwamborn, K.; Bollwein, C.; Marsching, C.; Kriegsmann, K.; Hopf,
C.; Weichert, W.; et al. Site-to-Site Reproducibility and Spatial Resolution in MALDI-MSI of Peptides from Formalin-Fixed
Paraffin-Embedded Samples. Proteom. Clin. Appl. 2019, 13, 1800029. [CrossRef]

Oberg, A.L.; Vitek, O. Statistical Design of Quantitative Mass Spectrometry-Based Proteomic Experiments. J. Proteome Res. 2009, 8,
2144-2156. [CrossRef]

Agency, E.M. Guideline on bioanalytical method validation. Available online: https://www.ema.europa.eu/en/documents/
scientific-guideline/guideline-bioanalytical-method-validation_en.pdf (accessed on 6 June 2021).

Bertevello, P.S.; Teixeira-Gomes, A.-P.; Labas, V.; Cordeiro, L.; Blache, M.-C.; Papillier, P; Singina, G.; Uzbekov, R.; Maillard, V.;
Uzbekova, S. MALDI-TOF Mass Spectrometry Revealed Significant Lipid Variations in Follicular Fluid and Somatic Follicular
Cells but Not in Enclosed Oocytes between the Large Dominant and Small Subordinate Follicles in Bovine Ovary. Int. ]. Mol. Sci.
2020, 21, 6661. [CrossRef]

Abbassi-Ghadi, N.; Jones, E.A.; Veselkov, K.A.; Huang, J.; Kumar, S.; Strittmatter, N.; Golf, O.; Kudo, H.; Goldin, R.D.; Hanna,
G.B.; et al. Repeatability and reproducibility of desorption electrospray ionization-mass spectrometry (DESI-MS) for the imaging
analysis of human cancer tissue: A gateway for clinical applications. Anal. Methods 2015, 7, 71-80. [CrossRef]

Kuligowski, ].; Pérez-Guaita, D.; Lliso, L.; Escobar, J.; Leén, Z.; Gombau, L.; Solberg, R.; Saugstad, O.D.; Vento, M.; Quintas, G.
Detection of batch effects in liquid chromatography-mass spectrometry metabolomic data using guided principal component
analysis. Talanta 2014, 130, 442-448. [CrossRef]


http://doi.org/10.1016/j.cell.2011.02.013
http://doi.org/10.3389/fonc.2020.577420
http://www.ncbi.nlm.nih.gov/pubmed/33194695
http://doi.org/10.1002/nbm.1751
http://www.ncbi.nlm.nih.gov/pubmed/21793073
http://doi.org/10.1158/2159-8290.CD-20-1211
http://www.ncbi.nlm.nih.gov/pubmed/33504580
http://doi.org/10.1007/s10337-019-03769-y
http://doi.org/10.1038/nprot.2012.024
http://doi.org/10.1073/pnas.1808950116
http://doi.org/10.1007/s10549-013-2647-2
http://doi.org/10.1002/path.4560
http://doi.org/10.3390/cancers12040863
http://doi.org/10.1242/jcs.8.3.709
http://doi.org/10.1242/jcs.s3-99.46.231
http://doi.org/10.1039/C3AY41308J
http://doi.org/10.1002/anie.202008847
http://doi.org/10.1021/jasms.0c00208
http://www.ncbi.nlm.nih.gov/pubmed/32678590
http://doi.org/10.1021/acs.analchem.6b00672
http://www.ncbi.nlm.nih.gov/pubmed/27180608
http://doi.org/10.1002/prca.201800029
http://doi.org/10.1021/pr8010099
https://www.ema.europa.eu/en/documents/scientific-guideline/guideline-bioanalytical-method-validation_en.pdf
https://www.ema.europa.eu/en/documents/scientific-guideline/guideline-bioanalytical-method-validation_en.pdf
http://doi.org/10.3390/ijms21186661
http://doi.org/10.1039/C4AY01770F
http://doi.org/10.1016/j.talanta.2014.07.031

Metabolites 2021, 11, 577 14 of 15

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

Balluff, B.; Hopf, C.; Porta Siegel, T.; Grabsch, H.I.; Heeren, R.M.A. Batch Effects in MALDI Mass Spectrometry Imaging. J. Am.
Soc. Mass Spectrom. 2021, 32, 628-635. [CrossRef]

Erich, K.; Sammour, D.A.; Marx, A.; Hopf, C. Scores for standardization of on-tissue digestion of formalin-fixed paraffin-embedded
tissue in MALDI-MS imaging. Biochim. Biophys. Acta 2017, 1865, 907-915. [CrossRef]

Heijs, B.; Holst, S.; Briaire-de Bruijn, .LH.; van Pelt, G.W.; de Ru, A.H.; van Veelen, P.A.; Drake, RR.; Mehta, A.S.; Mesker, WE.;
Tollenaar, R.A.; et al. Multimodal Mass Spectrometry Imaging of N-Glycans and Proteins from the Same Tissue Section. Anal.
Chem. 2016, 88, 7745-7753. [CrossRef] [PubMed]

Holle, A.; Haase, A.; Kayser, M.; Hohndorf, ]. Optimizing UV laser focus profiles for improved MALDI performance. J. Mass
Spectrom. 2006, 41, 705-716. [CrossRef] [PubMed]

Horn, D.M,; Peters, E.C.; Klock, H.; Meyers, A.; Brock, A. Improved protein identification using automated high mass measure-
ment accuracy MALDI FT-ICR MS peptide mass fingerprinting. Int. ]. Mass spectrom. 2004, 238, 189-196. [CrossRef]
Roozemond, R.C. The effect of fixation with formaldehyde and glutaraldehyde on the composition of phospholipids extractable
from rat hypothalamus. J. Histochem. Cytochem. 1969, 17, 482-486. [CrossRef] [PubMed]

Gaudin, M.; Panchal, M.; Ayciriex, S.; Werner, E.; Brunelle, A.; Touboul, D.; Boursier-Neyret, C.; Auzeil, N.; Walther, B.;
Duyckaerts, C.; et al. Ultra performance liquid chromatography — mass spectrometry studies of formalin-induced alterations of
human brain lipidome. J. Mass Spectrom. 2014, 49, 1035-1042. [CrossRef]

Vos, D.R.N.; Bowman, A.P.; Heeren, RM.A_; Balluff, B.; Ellis, S.R. Class-specific depletion of lipid ion signals in tissues upon
formalin fixation. Int. ]. Mass Spectrom. 2019, 446, 116212. [CrossRef]

Cevc, G. Phospholipids Handbook. CRC Press: Boca Raton, FL, USA, 1993.

Fuchs, B.; Schober, C.; Richter, G.; Siif3, R.; Schiller, ]. MALDI-TOF MS of phosphatidylethanolamines: Different adducts cause
different post source decay (PSD) fragment ion spectra. J. Biochem. Biophys. Methods 2007, 70, 689-692. [CrossRef]

Carter, C.L.; Jones, ] W.; Farese, A.M.; MacVittie, T.].; Kane, M. A. Inflation-Fixation Method for Lipidomic Mapping of Lung
Biopsies by Matrix Assisted Laser Desorption/Ionization-Mass Spectrometry Imaging. Anal. Chem. 2016, 88, 4788-4794.
[CrossRef]

Karsch-Bluman, A.; Benny, O. Necrosis in the Tumor Microenvironment and Its Role in Cancer Recurrence. In Tumor Microenvi-
ronment: Recent Advances; Birbrair, A., Ed.; Springer International Publishing: Cham, Switzerland, 2020; pp. 89-98.

Tata, A.; Woolman, M.; Ventura, M.; Bernards, N.; Ganguly, M.; Gribble, A.; Shrestha, B.; Bluemke, E.; Ginsberg, H.J.; Vitkin, A.; et al.
Rapid Detection of Necrosis in Breast Cancer with Desorption Electrospray Ionization Mass Spectrometry. Sci. Rep. 2016, 6, 35374.
[CrossRef]

Karsch-Bluman, A.; Feiglin, A.; Arbib, E.; Stern, T.; Shoval, H.; Schwob, O.; Berger, M.; Benny, O. Tissue necrosis and its role in
cancer progression. Oncogene 2019, 38, 1920-1935. [CrossRef]

Grinde, M.T.; Hilmarsdottir, B.; Tunset, H.M.; Henriksen, L.M.; Kim, J.; Haugen, M.H.; Rye, M.B.; Melandsmo, G.M.; Moestue,
S.A. Glutamine to proline conversion is associated with response to glutaminase inhibition in breast cancer. Breast Cancer Res.
2019, 21, 61. [CrossRef]

Reis, L.M.d.; Adamoski, D.; Ornitz Oliveira Souza, R.; Rodrigues Ascencao, C.F,; Sousa de Oliveira, K.R.; Corréa-da-Silva, E.;
Malta de Sa Patroni, F.; Meira Dias, M.; Consonni, S.R.; Mendes de Moraes-Vieira, PM.; et al. Dual inhibition of glutaminase and
carnitine palmitoyltransferase decreases growth and migration of glutaminase inhibition-resistant triple-negative breast cancer
cells. J. Biol. Chem. 2019, 294, 9342-9357. [CrossRef] [PubMed]

Halama, A.; Kulinski, M.; Dib, S.S.; Zaghlool, S.B.; Siveen, K.S.; Iskandarani, A.; Zierer, ].; Prabhu, K.S.; Satheesh, N.J.; Bhagwat,
A.M.; et al. Accelerated lipid catabolism and autophagy are cancer survival mechanisms under inhibited glutaminolysis. Cancer
Lett. 2018, 430, 133-147. [CrossRef] [PubMed]

Osawa, T.; Shimamura, T.; Saito, K.; Hasegawa, Y.; Ishii, N.; Nishida, M.; Ando, R.; Kondo, A.; Anwar, M.; Tsuchida, R.; et al.
Phosphoethanolamine Accumulation Protects Cancer Cells under Glutamine Starvation through Downregulation of PCYT2. Cell
Rep. 2019, 29, 89-103.e7. [CrossRef]

Huuse, E.M.; Moestue, S.A.; Lindholm, E.M.; Bathen, T.F; Nalwoga, H.; Krtiger, K.; Bofin, A.; Meelandsmo, G.M.; Akslen, L.A;
Engebraaten, O.; et al. In vivo MRI and histopathological assessment of tumor microenvironment in luminal-like and basal-like
breast cancer xenografts. . Magn. Reson. Imaging 2012, 35, 1098-1107. [CrossRef]

Bergamaschi, A.; Hjortland, G.O.; Triulzi, T,; Serlie, T.; Johnsen, H.; Ree, A.H.; Russnes, H.G.; Tronnes, S.; Maelandsmo, G.M.;
Fodstad, O.; et al. Molecular profiling and characterization of luminal-like and basal-like in vivo breast cancer xenograft models.
Mol. Oncol. 2009, 3, 469-482. [CrossRef] [PubMed]

Calvano, C.D.; Carulli, S.; Palmisano, F. Aniline/«-cyano-4-hydroxycinnamic acid is a highly versatile ionic liquid for matrix-
assisted laser desorption/ionization mass spectrometry. Rapid Commun. Mass Spectrom. 2009, 23, 1659-1668. [CrossRef] [PubMed]
Strohalm, M.; Kavan, D.; Novdk, P; Volny, M.; Havli¢ek, V. mMass 3: A Cross-Platform Software Environment for Precise
Analysis of Mass Spectrometric Data. Anal. Chem. 2010, 82, 4648-4651. [CrossRef] [PubMed]

Andersen, M.K_; Krossa, S.; Haiem, T.S.; Buchholz, R.; Claes, B.S.R.; Balluff, B.; Ellis, S.R.; Richardsen, E.; Bertilsson, H.; Heeren,
R.M.A; et al. Simultaneous Detection of Zinc and Its Pathway Metabolites Using MALDI MS Imaging of Prostate Tissue. Anal.
Chem. 2020, 92, 3171-3179. [CrossRef]

Andersen, M.K.; Haiem, T.S.; Claes, B.S.R.; Balluff, B.; Martin-Lorenzo, M.; Richardsen, E.; Krossa, S.; Bertilsson, H.; Heeren, RM.A;
Rye, M.B.; et al. Spatial differentiation of metabolism in prostate cancer tissue by MALDI-TOF MSI. Cancer Metab. 2021, 9, 9.


http://doi.org/10.1021/jasms.0c00393
http://doi.org/10.1016/j.bbapap.2016.08.020
http://doi.org/10.1021/acs.analchem.6b01739
http://www.ncbi.nlm.nih.gov/pubmed/27373711
http://doi.org/10.1002/jms.1041
http://www.ncbi.nlm.nih.gov/pubmed/16718638
http://doi.org/10.1016/j.ijms.2004.03.016
http://doi.org/10.1177/17.7.482
http://www.ncbi.nlm.nih.gov/pubmed/4895117
http://doi.org/10.1002/jms.3424
http://doi.org/10.1016/j.ijms.2019.116212
http://doi.org/10.1016/j.jbbm.2007.03.001
http://doi.org/10.1021/acs.analchem.6b00165
http://doi.org/10.1038/srep35374
http://doi.org/10.1038/s41388-018-0555-y
http://doi.org/10.1186/s13058-019-1141-0
http://doi.org/10.1074/jbc.RA119.008180
http://www.ncbi.nlm.nih.gov/pubmed/31040181
http://doi.org/10.1016/j.canlet.2018.05.017
http://www.ncbi.nlm.nih.gov/pubmed/29777783
http://doi.org/10.1016/j.celrep.2019.08.087
http://doi.org/10.1002/jmri.23507
http://doi.org/10.1016/j.molonc.2009.07.003
http://www.ncbi.nlm.nih.gov/pubmed/19713161
http://doi.org/10.1002/rcm.4053
http://www.ncbi.nlm.nih.gov/pubmed/19412917
http://doi.org/10.1021/ac100818g
http://www.ncbi.nlm.nih.gov/pubmed/20465224
http://doi.org/10.1021/acs.analchem.9b04903

Metabolites 2021, 11, 577 15 of 15

48. Pang, Z.;Chong, J.; Zhou, G.; de Lima Morais, D.A.; Chang, L.; Barrette, M.; Gauthier, C.; Jacques, P-E.; Li,S.; Xia, J. MetaboAnalyst
5.0: Narrowing the gap between raw spectra and functional insights. Nucleic Acids Res. 2021, 49, W388-W396. [CrossRef]
[PubMed]

49. Wishart, D.S.; Feunang, Y.D.; Marcu, A.; Guo, A.C,; Liang, K.; Vazquez-Fresno, R.; Sajed, T.; Johnson, D.; Li, C.; Karu, N.; et al.
HMDB 4.0: The human metabolome database for 2018. Nucleic Acids Res. 2017, 46, D608-D617. [CrossRef] [PubMed]


http://doi.org/10.1093/nar/gkab382
http://www.ncbi.nlm.nih.gov/pubmed/34019663
http://doi.org/10.1093/nar/gkx1089
http://www.ncbi.nlm.nih.gov/pubmed/29140435

	Introduction 
	Results 
	Evaluation of Technical Reproducibility in Patient Derived Breast Cancer Xenograft 
	Lipidomic Differences between Tumor and Necrotic Areas of Xenograft Tumors 
	Differences Observed in the Tumor Lipidomes of Treated and Control Xenograft 

	Discussion 
	Materials and Methods 
	Chemicals 
	Biological Materials 
	Sample Preparation and MALDI-MSI Analysis with Rapiflex 
	Histopathological Assessment 
	Data Analysis 
	Lipids Identification by MALDI FT-ICR 

	References

