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To elucidate cancer pathogenesis and its mechanisms at the molecular level, the collecting
and characterization of large individual patient tissue cohorts are required. Since most
pathology institutes routinely preserve biopsy tissues by standardized methods of formalin
fixation and paraffin embedment, these archived FFPE tissues are important collections of
pathology material that include patient metadata, such as medical history and treatments.
FFPE blocks can be stored under ambient conditions for decades, while retaining cellular
morphology, due to modifications induced by formalin. However, the effect of long-term
storage, at resource-limited institutions in developing countries, on extractable protein
quantity/quality has not yet been investigated. In addition, the optimal sample preparation
techniques required for accurate and reproducible results from label-free LC-MS/MS
analysis across block ages remains unclear. This study investigated protein extraction
efficiency of 1, 5, and 10-year old human colorectal carcinoma resection tissue and
assessed three different gel-free protein purification methods for label-free LC-MS/MS
analysis. A sample size of n = 17 patients per experimental group (with experiment power =
0.7 and a = 0.05, resulting in 70% confidence level) was selected. Data were evaluated in
terms of protein concentration extracted, peptide/protein identifications, method
reproducibility and efficiency, sample proteome integrity (due to storage time), as well
as protein/peptide distribution according to biological processes, cellular components,
and physicochemical properties. Data are available via ProteomeXchange with identifier
PXD017198. The results indicate that the amount of protein extracted is significantly
dependent on block age (p < 0.0001), with older blocks yielding less protein than newer
blocks. Detergent removal plates were the most efficient and overall reproducible protein
purification method with regard to number of peptide and protein identifications, followed
by the I\/IagReSyn® SP3/HILIC method (with on-bead enzymatic digestion), and lastly the
acetone precipitation and formic acid resolubilization method. Overall, the results indicate
that long-term storage of FFPE tissues (as measured by methionine oxidation) does not
considerably interfere with retrospective proteomic analysis (p > 0.1). Block age mainly
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affects initial protein extraction yields and does not extensively impact on subsequent
label-free LC-MS/MS analysis results.

Keywords: formalin-fixed paraffin-embedded proteomics, acetone precipitation and formic acid resolubilization,
detergent removal plates, SP3/HILIC-on-bead-digestion, mass spectrometry, LC-MS/MS

INTRODUCTION

Tissues from biopsies, resections and/or surgery are routinely
taken from patients as a treatment option and/or to facilitate
more accurate diagnosis. The current universal tissue
preservation method of choice is formalin-fixation and
paraffin-embedment, to avoid tissue auto-proteolysis and
putrefaction, and to allow tissue specimens to be analyzed and
examined at a later stage [1-4]. Formalin-fixation is also
considered to be a superior preservative, since formaldehyde
quickly and easily penetrates and fixes tissues because of its
small molecular size, it causes minimal tissue shrinkage and
distortion, and produces exceptional staining results in
histopathology [4-6]. The formalin-fixed, paraffin-embedded
(FFPE) method of tissue preservation also allows for the
indefinite room temperature storage of FFPE blocks, thereby
removing much of the cost and difficulty associated with
fresh-cryopreserved tissue storage. The technique involves the
immersion and incubation of tissues in formaldehyde solution,
which is then replaced with alcohol (ethanol) in a dehydration
step. Dehydration of the sample is achieved by removing all the
water from the sample via ethanol incubation and subsequent
alcohol clearing with xylene incubation. The xylene is then
replaced by molten paraffin, which infiltrates the sample. The
final step involves paraffin-embedding and hardening of the
sample, which involves embedment of the specimen into
liquid embedding material such as wax. Samples are then
stored and archived for future use [1, 3, 4].

The protein profiling of FFPE tissues has immense potential
for biomarker discovery and validation. Tumor tissue represents
the ideal biological material for cancer proteomics studies and
biomarker discovery, since tumor-specific protein markers are
typically present at elevated concentrations in patient biopsy
tissue [4, 7]. Pathology institutes routinely process and store
patient biopsy and/or surgery tissue samples and therefore most
pathology archives consist of thousands of FFPE blocks, which
often comprise recent as well as decade-old blocks. These
repositories contain numerous varieties of patient tissue
specimens, including rare malignancies together with metadata
such as patient medical records, which contain information about
diagnosis, survival, and response to therapy. Due to this and the
fact that FFPE samples are easily stored and obtainable, many
recent proteomics, genomics and immunohistochemical studies
have focused on improving methods for analysis of FFPE tissue
[4, 8, 9]. However, the effect of long-term storage, at resource-
limited institutions in developing countries, on extractable
protein quantity/quality has not yet been investigated. In
addition, the optimal sample preparation techniques required
for accurate, reproducible results from label-free LC-MS/MS
analysis across block ages remains unclear.

[10] found no significant difference in protein identifications
from FFPE kidney tissue (normal and tumor) samples that were
stored up to 10 years. In addition, some top-down proteomic
studies have found no significant difference in protein yields
between younger and older FFPE blocks [11], whereas others
have found a significant decrease in protein yield as block age
increases [12, 13]. The main detrimental pre-analytical factor
appears to be tissue fixation time, with longer periods (>24 h)
leading to significant decreases in protein yield and number of
proteins identified wvia LC-MS/MS [13-15]. During the
completion of this study [16], published their work in which
they used tandem mass tag labeling and high pH fractionation to
evaluate the impact of storage time on FFPE ovarian
adenocarcinoma specimens (as old as 32 years) and found an
overall decline in identifiable peptides and phosphopeptides due
to the formalin fixation process but no further decline/
degradation due to storage duration. Even though the
aforementioned studies focused on storage duration/block age,
to our knowledge there is no evidence to demonstrate the
outcome of different protein purification techniques on older
samples. There remains a need to provide empirical evidence for
the impact of storage duration and conditions within the context
of a resource-limited environment, such as the Anatomical
Pathology department at Tygerberg Hospital (Western Cape,
South Africa).

Due to formalin-induced protein cross-linking, strong
detergents such as sodium dodecyl sulfate (SDS) are required
for total tissue solubilization and protein extraction from FFPE
tissues [17-19]. However, SDS binds to amino acids and thereby
changes the protein spatial conformational structure. This, in
turn, inhibits proteases, such as trypsin, from accessing protein
cleavage sites (which have become distorted through SDS
binding) and also inhibits protease activity by changing
enzyme conformational structure (through SDS binding). In
addition, SDS alters the chromatographic separation of peptides
and also interferes with electrospray ionization (ESI) mass
spectrometry by dominating mass spectra and significantly
suppressing analyte ion signals since it is readily ionizable
and present in greater abundances than individual peptide
ions. For these reasons, SDS must be completely depleted
from a sample before enzymatic digestion and LC-ESI MS/
MS analysis [17-20]. However, SDS removal with minimal
sample loss is a challenging task and several gel-free
approaches have been proposed over the years. These
approaches include incorporating the use of detergent
removal plates (DRP), protein precipitation with organic
solvents, such as the acetone precipitation and formic acid
resolubilization (APFAR) method [18, 20, 21], and/or
methods using hydrophilic interaction liquid chromatography
(HILIC) and magnetic resin (such as the Single-Pot Solid-
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TABLE 1 | Information of the FFPE specimens selected for analysis.

Patient number Block age (years) Patient age (years)
1 1 75
2 1 81
3 1 68
4 1 42
5 1 80
6 1 79
7 1 49
8 1 40
9 1 56
10 1 79
11 1 64
12 1 53
13 1 78
14 1 51
15 1 31
16 1 73
17 1 54
18 5 51
19 5 56
20 5 86
21 5 59
22 5 67
23 5 82
24 5 49
25 5 54
26 5 58
27 5 44
28 5 50
29 5 74
30 5 54
31 5 47
32 5 55
33 5 83
34 5 60
35 10 69
36 10 47
37 10 58
38 10 83
39 10 57
40 10 46
41 10 7
42 10 63
43 10 67
44 10 50
45 10 42
46 10 71
47 10 70
48 10 69
49 10 62
50 10 78
51 10 33

Phase-enhanced Sample Preparation (SP3) method) [22] in the
sample processing workflow prior to LC-MS/MS analysis.
One of the aims of this study was to methodically characterize the
effects of storage time (over 1, 5, and 10 years) on the quality of data
produced via label-free LC-MS/MS analysis of FFPE tissue blocks
from a resource-limited pathology archive, to dispel any notions that
these samples may be inferior for whatever reason so that they can be
utilized with confidence in any future studies. In addition, three
different gel-free protein purification methods (APFAR, DRP and

Gender

TSNl rnamaZlimZlaanamam Il

LC-MS/MS FFPE of CRC Tissues

Diagnosis Grade Stage Location
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade IVA Left colon
Adenocarcinoma Low-grade | Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade 1B Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade 1B Left colon
Adenocarcinoma Low-grade nc Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade (e} Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade (e} Left colon
Adenocarcinoma Low-grade | Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma High-grade A Right colon
Adenocarcinoma High-grade A Right colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade IIA Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Left colon
Adenocarcinoma Low-grade A Right colon
Adenocarcinoma Low-grade B Left colon
Adenocarcinoma Low-grade A Left colon

MagReSyn® SP3/HILIC) for label-free LC-MS/MS analysis were also
assessed across all block ages. These protein purification methods were
published within the last 5 years, and their comparative analysis have
not been carried out to our knowledge and this study provides
experimental data for this assessment together with statistical
support. Furthermore, the best suited method for analyzing
archived colorectal carcinoma (CRC) FFPE tissue was determined
with regards to peptide and protein identifications, reproducibility,
digestion efficiency, and any method-based protein selection bias.
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FIGURE 1 | Colonic adenocarcinoma resection tissue samples. Representative H&E stained sections of patient cases/block ages analyzed in this study. (A) 1-year-
old block. (B) 5-year-old block, and (C) 10-year-old block at x100 magnification.
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FIGURE 2 | Experimental design and workflow used to evaluate the
effects of block age and different sample processing methods. FFPE human
colorectal carcinoma resection tissues from 17 patients per block age (1, 5,
and 10-year old blocks) were cut and tumor areas were manually micro-
dissected for analysis. From each patient, tissue sections, which
corresponded to approximately 25 mm? tissue per patient/sample, were cut
per sample. Protein was extracted and quantified, after which each patient
sample was spilit in three, for subsequent sample processing by either the
APFAR, DRP, or SP3/HILIC methods. Resultant peptides were analyzed via
LC-MS/MS and data analysis was performed on all sample MS/MS spectra.

MATERIALS AND METHODS

FFPE Human Colorectal Carcinoma

Resection Samples

FFPE tissue blocks, which consist of human CRC resection
samples, were obtained from the Anatomical Pathology
department at Tygerberg Hospital (Western Cape, South
Africa) after obtaining ethics approval from the Biomedical
Science Research Ethics Committee (BMREC) of the

University of the Western Cape, as well as the Health
Research  Ethics Committee (HREC) of Stellenbosch
University. The FFPE blocks were anonymized prior to
processing. The 1-year-old blocks were archived since
approximately 2016 (when the tissue was resected), 5-year-old
blocks were archived since 2012, and 10-year-old blocks were
archived since 2007 (experiments/protein extractions were
performed in 2017/2018). Tissue processing and fixation
times/conditions and storage conditions are unknown, since
specimens were retrospectively collected. Seventeen patient
cases, per block age, were reviewed and selected (Table 1).
Using protein identification results from a pilot study
(unpublished results), an overall F-test for one-way ANOVA
determined that the sample size (n = 17) per group/block age
resulted in a calculated power of 0.7 (a = 0.05).

Patients diagnosed with colorectal adenocarcinoma, after
H&E staining, were reviewed by a pathologist to ensure tissue
quality and comparability (Figure 1). The selected slides had
carcinomas with more than 90% viable tumor nuclei.

Protein Extraction and Quantification

For each selected patient case (n = 17 per experimental
condition), a number of 25 pm sections, which were equivalent
to 25 mm” of manually micro-dissected FFPE tumor tissue per
sample, were cut and mounted onto generic glass microscopy
slides. Sections were air dried and processed for protein
extraction as is shown in Figure 2 (five batches of samples,
with randomized selection and inclusion of samples from each of
the different storage times, were processed for protein extraction.)
The method used for sample processing and protein extraction
was modified from the protocols used by [23, 24]. Briefly, tissue
sections (mounted on glass slides) were heated on a heating block
(65°C for 5min), to melt the paraffin wax, followed by tissue
deparaffinization consisting of two consecutive incubations in
xylene (Sigma-Aldrich, United States) for 2.5 min and 1.5 min
each respectively, at room temperature. Tissue sections were then
rehydrated by successive incubations in absolute ethanol (Merck,
Germany), 70% (v/v) ethanol, and twice with distilled water, for
1 min each at room temperature. The tissues were collected in
protein LoBind microcentrifuge tubes (Eppendorf, Germany) by
scraping the tissue off the glass slides using a clean sterile scalpel
blade. Protein extraction buffer (50 mm Ammonium bicarbonate
(AmBic) (pH 8.0) (Sigma-Aldrich, United States), 2% (w/v) SDS
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(Sigma-Aldrich, United States) was added to the samples at a
volume of approximately 20 ul protein extraction buffer per
mm® of tissue (approximately 25 mm’ tissue per sample).
Samples were mixed by vortexing and incubated at 99°C in a
heating block with agitation set at 600 RPM for 1 h, after which
the samples were cooled/placed on ice before centrifugation at
16,000 x g and 18°C for 20 min to pellet the cell debris. The
clarified lysates of each sample was transferred to new protein
LoBind microcentrifuge tubes and an aliquot taken for protein
yield determination. All samples were stored at —80°C until
further processing. For protein yield determination, the total
protein extracted from the FFPE tissues were quantified using
the Pierce™ BCA Protein Assay Kit (Pierce Biotechnology,
Thermo Fisher Scientific, United States) according to
manufacturer’s instructions. The samples were subsequently
processed ®by the DRP, APFAR [18, 20, 21] and/or
MagReSyn SP3/HILIC magnetic bead digestion method [25];
ReSyn Biosciences, South Africa), prior to LC-MS/MS analysis
(Figure 2).

Protein Purification Methods

Detergent Removal Plates Method

Detergent removal was carried out using detergent removal spin
plates (Pierce Biotechnology, Thermo Fisher Scientific,
United States) according to the manufacturer’s instructions.
Briefly, a detergent removal plate was placed on top of a wash
plate and the shipping solution spun out at 1,000 x g for 2 min.
The resin bed was equilibrated with 300l of 50 mm
Triethylammonium bicarbonate (TEAB) and spun through as
before, and this was repeated twice. Thereafter, 100 ug of protein
was loaded onto the columns and incubated at room temperature
for 2 min before spinning through at 1,000 x g for 2 min into the
sample collection plate. Samples were then transferred to protein
Lobind tubes and dried down by vacuum centrifugation. Once
dried, samples were resuspended in 30 ul of 50 mm TEAB.

Acetone Precipitation and Formic Acid
Resolubilization Method

A total of 100 pg protein was transferred to each protein Lobind
microcentrifuge tube and precipitated by addition of four
volumes of ice cold acetone (Sigma-Aldrich, United States)
followed by overnight incubation at —20°C. Samples were then
centrifuged at 21,000 x g for 15 min at 4°C. The supernatant was
discarded and the pellet washed with ice cold acetone. This
process was repeated for a total of three pelleting steps.
Thereafter, the pellets were air-dried and subsequently
solubilized by resuspension in 50 mm TEAB.

In-Solution Digestion

In-solution digestion was carried out on samples processed by the
APFAR and DRP methods. The protein was reduced by the
addition of 0.1 volumes of 100mm  tris(2-carboxyethyl)
phosphine (TCEP) (Sigma-Aldrich, United States) to each
sample followed by incubation at 60°C for 1h. Alkylation was
accomplished by addition of 0.1 volumes of 100 mm methyl
methanethiosulphonate (MMTYS) (Sigma-Aldrich,
United States), which was prepared in isopropanol (Sigma-

LC-MS/MS FFPE of CRC Tissues

Aldrich, United States), to each sample and subsequent
incubation at room temperature for 15 min. Protein digestion
was accomplished by addition of 1:50 (trypsin: final protein ratio)
trypsin (Promega, United States) in a solution with 50 mm TEAB,
and overnight incubation at 37°C. Samples were dried down and
resuspended in 0.1% trifluoroacetic acid (TFA) (Sigma-Aldrich,
United States) prior to clean-up via Zip-Tip (Sigma-Aldrich,
United States), after which the samples were again dried down
and resuspended in a final volume of 12 pul liquid chromatography
(LC) loading buffer (0.1% formic acid (FA) (Sigma-Aldrich,
United States), 2% Acetonitrile (ACN) (Burdick and Jackson,
United States).

MagReSyn® SP3/HILIC Method With On-Bead
Digestion

In prepara@tion for the SP3/HILIC magnetic bead workflow,
MagReSyn HILIC beads (ReSyn Biosciences, South Africa)
were aliquoted into a new tube and the shipping solution
removed. Beads were then washed with 250 pl wash buffer
(15% ACN, 100 mm Ammonium acetate (Sigma-Aldrich,
United States) pH 4.5) for 1 min then resuspended in loading
buffer (30% ACN, 200 mm Ammonium acetate, pH 4.5). The rest
of the process, described hereafter, was performed using a
Hamilton MassSTAR robotics liquid handler (Hamilton,
Switzerland). A total of 50 pg of protein from each sample was
transferred to a protein LoBind plate (Merck, Germany). Protein
was reduced with 10 mm TCEP (Sigma-Aldrich, United States)
and incubated at 60°C for 1h. Samples were cooled to room
temperature and alkylated with 10 mm MMTS (Sigma-Aldrich,
United States) at room temperature for 15 min. MagReSyn®
HILIC magnetic beads were added at an equal volume to that
of the sample and a ratio of 5:1 total protein. The plate was
incubated at room temperature on a shaker at 900 RPM for
30 min for binding of protein to beads. After binding, the
beads were washed four times with 500 pl of 95% ACN for
1 min each. For digestion, trypsin (Promega, United States)
made up in 50 mm TEAB was added at a ratio of 1:10 total
protein, and the plate was incubated at 37°C on the shaker for 4 h.
After digestion, the supernatant containing the peptides was
removed and dried down. The samples were then resuspended
in LC loading buffer [0.1% FA (Sigma-Aldrich, United States), 2%
ACN (Burdick & Jackson, United States)].

Label-Free LC-MS/MS Analysis

LC-MS/MS analysis was conducted with a Q-Exactive
quadrupole-Orbitrap mass spectrometer (Thermo Fisher
Scientific, United States) coupled with a Dionex Ultimate
3,000 nano-UPLC system. All samples run by LC-MS/MS
were in a randomized order. Peptides were dissolved in a
solution of 0.1% FA and 2% ACN and loaded on a CI18 trap
column (PepMap100, 300 um X 5 mm x 5um). Samples were
trapped onto the column and washed for 3 min before the valve
was switched and peptides eluted onto the analytical column as
described hereafter. A gradient of increasing organic proportion
was used for peptide separation - chromatographic separation
was performed with a Waters nanoease (Zenfit) M/Z Peptide
CSH C18 column (75um x 25 cm x 1.7 um) and the solvent
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system employed was solvent A [0.1% FA in LC water (Burdick
and Jackson, United States)] and solvent B (0.1% FA in ACN).
The multi-step gradient for peptide separation was generated at
300 nl/min as follows: time change 5 min, gradient change: 2-5%
solvent B, time change 40 min, gradient change 5-18% solvent B,
time change 10 min, gradient change 18-30% solvent B, time
change 2 min, gradient change 30-80% solvent B. The gradient
was then held at 80% solvent B for 10 min before returning it to
2% solvent B and conditioning the column for 15 min. All data
acquisition was obtained using Proxeon stainless steel emitters
(Thermo Fisher, United States). The mass spectrometer was
operated in positive ion mode with a capillary temperature of
320°C. The applied electrospray voltage was 1.95kV. The mass
spectra were acquired in a data-dependent manner using
Xcalibur™ software version 4.2 (Thermo Fisher, United States)
(Details of data acquisition parameters are shown in
Supplementary Table S1).

Peptide and Protein Identification

Raw data containing centroid MS/MS spectra were converted
into mgf (Matrix Science, United Kingdom) files using
msconvert from the Proteo-Wizard software suite [12]. Peak
lists obtained from MS/MS spectra were identified using X!
Tandem (version X!Tandem Vengeance 2015.12.15.2) [26], MS
Amanda (version 2.0.0.9706) [27] and MS-GF+ (version
2018.04.09) [28]. The search was conducted using SearchGUI
(version 3.3.3) [29]. Protein identification was conducted
against a concatenated target/decoy [30] version of the Homo
sapiens (20,341, >99.9%) [with Sus scrofa (1, <0.1%)]
complement of the UniProtKB [31] human reviewed Swiss-
Prot proteome (one trypsin Sus scrofa sequence was also
obtained from UniProtKB), downloaded on May 21, 2018
(Supplementary Data Sheet S1). The decoy sequences were
created by reversing the target sequences in SearchGUI. The
identification settings were as follows: Trypsin, Specific, with a
maximum of 2 missed cleavages; 10.0 ppm as MS1 and 0.02 Da
as MS2 tolerances; fixed modifications: Methylthio of C
(+45.987,721 Da), variable modifications: Oxidation of M
(+15.994,915 Da), Deamidation of N and Q (+0.984,016 Da);
fixed modifications during refinement procedure: Methylthio of
C (+45.987,721 Da), variable modifications during refinement
procedure: Acetylation of protein N-term (+42.010565 Da),
Pyrolidone from E (--18.010565Da), Pyrolidone from Q
(--17.026549 Da), Pyrolidone from carbamidomethylated C
(--17.026549 Da). All algorithms specific settings are listed in
the certificate of analysis available in Supplementary Data
Sheet S1. Peptides and proteins were inferred from the
spectrum identification results using PeptideShaker version
1.16.40 [32]. Peptide Spectrum Matches (PSMs), peptides and
proteins were validated at a 1% False Discovery Rate (FDR)
estimated using the decoy hit distribution (example of an
annotated MS/MS spectrum for a peptide is shown in
Supplementary Image S1). All validation thresholds are
listed in the certificate of analysis (Supplementary Data
Sheet S1). Post-translational modification localizations were
scored using the D-score [33] and the phosphoRS score [34]
with a threshold of 95.0 as implemented in the compomics-
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utilities package [35] (example of post-translational
modification localizations for a peptide is shown in
Supplementary Image S2).

Data and Statistical Analyses

Qualitative and quantitative data were exported from
PeptideShaker and parsed using in-house scripts and graphs
generated in Jupyter lab (using Pandas, NumPy, and
Matplotlib Python packages), as well as Microsoft Exceg.
Additional statistical analyses were performed using SAS
university edition and SAS” Studio version 3.8 (results of the
statistical tests that were performed are listed in Supplementary
Table S2). To determine if sample distributions were normal, a
Kolmogorov-Smirnov or Shapiro-Wilk test was performed, with
D denoting the test statistic for the Kolmogorov-Smirnov test
and W denoting the test statistic for the Shapiro-Wilk test. For
normal distributions, comparison of means across 3 (or more)
groups was performed using the parametric ANOVA procedure,
with F (F-ratio) denoting the test statistic. The Kruskal-Wallis
nonparametric test for medians was used when data were from a
non-normal distribution, and H denotes the test statistic. For all
statistical reporting, the test statistic value is given along with the
degrees of freedom (in brackets after the test statistic symbol) and
p-value. Post hoc statistical analyses were performed on
significant results using Bonferroni or Dunn’s test [36]; Elliott
and Hynan, 2011).

Spectrum counting abundance indexes were estimated using
the Normalized Spectrum Abundance Factor (NSAF) [37]
adapted for better handling of protein inference issues and
peptide detectability. The NSAF method followed here
involves counting the number of spectra attributed to each
protein in the result set, which is subsequently normalized to
a relative abundance [29, 37, 38]. In the PeptideShaker
implementation, this count is then normalized for the length
of the protein, the presence of shared peptides, as well as
redundant peptides [29, 38]. The spectrum counting indexes
were exported from PeptideShaker and parsed using in-house
scripts. The NSAF values were multiplied by the lowest factor
calculated for each pair of conditions compared, in order to deal
with integers and facilitate comparisons. These NSAF values were
then used to estimate the extent of differential protein abundance
by calculating the Pearson’s correlation coefficient (PCC), for
each pair of conditions compared, to assess the relationship/level
of correlation between samples. PCC graphs were generated in
Jupyter lab using Pandas, NumPy, and Matplotlib Python
packages. Principal component analysis (PCA) was performed
for each patient case/sample’s list of identified proteins and
corresponding NSAF values, with Jupyter lab, using Pandas,
NumPy, Scikit-learn, Seaborn and Matplotlib Python packages.

The physicochemical properties of the identified peptides,
including the hydropathicity (Kyte-Doolittle scale), molecular
weight, and isoelectric point were calculated for each sample
using the Protein property analysis software (ProPAS) version
1.1 [39].

Venny version 2.1.0 [40] was used to generate Venn diagrams
to visualize the consistency of peptide identifications between
samples.
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I 1-year-old FFPE blocks
I 5-year-old FFPE blocks
N 10-year-old FFPE blocks

Total protein yield (mg/ml)

obtained from the 10-year-old FFPE blocks, which is 1.65 mg/ml protein.

1234567 8 91011121314151617 181920 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 51

Patient number

FIGURE 3 | BCA total protein quantitation assay results for the different block ages. Protein was extracted from approximately 25 mm? patient tumor tissue using
500 pl protein extraction buffer per sample (n = 17 patients per group, p < 0.0001). The blue bars indicate protein yield from 1-year-old FFPE blocks, the red bars indicate
protein yield from 5-year-old FFPE blocks, and the green bars indicate protein yield from 10-year-old FFPE blocks. The red dotted line indicates the average protein yield

Protein annotations regarding subcellular localization were
retrieved from Ensembl' using GOSlim UniProtKB-GOA®> to
minimize the number of terms retrieved. Hypergeometric
testing was used to calculate the significance of gene
ontology terms.

Inkscape Version 0.92.4 (5da689¢313, 2019-01-14) (https://
www.inkscape.org) was used to combine multiple graphs into
single figures, add color and/or patterns and increase figure
resolution.

Data Sharing Information
The mass spectrometry proteomics data [41] have been deposited
to the ProteomeXchange Consortium [42] via the PRIDE [43]
partner repository with the dataset identifier PXD017198 and
DOI: 10.6019/PXD017198.

Default PeptideShaker protein reports for each sample and
quality controls are listed in Supplementary Tables S3-S5.

RESULTS AND DISCUSSION

The objectives of this study were to evaluate three different
sample processing methods (the APFAR or DRP methods
followed by in-solution digestion, or the SP3/HILIC method
with magnetic bead-based digestion) as well as the effect of
storage time (FFPE tissue block age) on protein extraction
efficiency and reproducibility. Subsequent proteomic analysis
by label-free LC-MS/MS evaluated the proteome coverage,

'www.ensembl.org
*www.ebiac.uk/GOA

proportion of missed cleavages, and enrichment/selection bias
based on sample processing method used.

Protein Extraction and Quantification

The BCA total protein quantitation assay results of all samples
(after protein was extracted from approximately 25 mm® patient
tumor tissue using 500 pl of protein extraction buffer per sample)
are shown in Figure 3.

A Kruskal-Wallis test was conducted to examine the
differences in  protein yield between block  ages
(Supplementary Table S2). Protein yield was significantly
affected by block age (H (2) = 23.92, p < 0.0001), as seen in
Figure 3. Based on Dunn’s post hoc testing results, there is
evidence that the distribution of protein yields are significantly
different for 1-year-old blocks vs 10-year-old blocks and for 1-
year-old blocks vs 5-year-old blocks, but not for 5-year-old blocks
vs 10-year-old blocks (results and conclusions are shown in
Supplementary Table S2).

The 10-year-old FFPE tissues generated overall lower protein
yields (an average of 1.65 + 0.04 mg/ml) compared to the 5-year-
old FFPE tissues, which generated an average of 2.46 + 0.03 mg/
ml protein, and the 1-year-old FFPE tissues, which generated an
average of 3.82 + 0.03 mg/ml protein. This corresponds to
approximately 825 pg, 1,230 ug, and 1910 pug protein extracted
from the 10, 5 and 1-year-old FFPE tissues, respectively, by using
approximately 25 mm? tissue per sample [14]. were able to extract
300-400 pg (0.14 mg/ml) protein from 1.18 mm’ FFPE colon
adenoma tissue (of 60 um thickness and 5 mm diameter), which
is approximately 4 times higher. However, they noted a
suppressive effect of formalin-fixation on protein yield
estimates, using the BCA assay. This effect occurs because the
amino acids that contribute to the reduction of copper are also

Pathology & Oncology Research

May 2021 | Volume 27 | Article 622855


https://www.inkscape.org
https://www.inkscape.org
http://www.ensembl.org
http://www.ebi.ac.uk/GOA

Rossouw et al.

LC-MS/MS FFPE of CRC Tissues

6000

5000

4000 —_

3000

2000 o

Number of peptides identified >

1000
o
2 & © 2 & © 2 © &
@ 0 X @ X X @ 0 X
& 5 S & & S & ) o
& < <~ & > < 9 ® d
& & & S & S Y & &
1600 ol T o
o | —
:E) T —‘7 T
& 1400
E T . =
w e o o
g o | %
- — o o
(%] o o o
€ 1000 1 o
(O]
5 = 1
O 800 - L i
Q.
G
O 600 —_— o
—
(]
-g 400 e
S
= 200
o
°
o
0
K & & & & & K & &
& o> & & o> R & & &
& O &y R &9 5 < N o
‘3«‘? ‘é{(v \?Q((v Q S & a4 N »

FIGURE 4 | Comparison of the number of peptides and proteins identified for the different protein purification methods for each block age. (A) Box and whiskers
plots of the number of peptides identified (for all 17 patient cases) per block age (o < 0.03 for 1 and 10-year-old blocks), and protein purification method (p = 0.0125 for
DRP). (B) Box and whiskers plots of the number of proteins identified (for all 17 patient cases) per block age (o = 0.0002 for 1-year-old blocks) and protein purification
method (p > 0.05 for all methods). Blue boxplots refer to APFAR samples; Red boxplots refer to DRP samples; Green boxplots refer to SP3/HILIC samples. For all
boxplots, 5-year-old samples are represented by dots; 10-year-old samples are represented by diagonal lines.

susceptible to reactions with formaldehyde. Therefore, they
empirically determined a correction factor for protein yield
estimates of FFPE tissues (using the BCA assay) by comparing
it to freshly frozen colon adenoma tissue replicates’ protein yields.
They then used this correction factor to measure the amount of
protein generated from their FFPE samples. Since we are not
comparing fresh tissues to FFPE tissues, we did not determine the
correction factor of our dataset and we report the protein yield
estimates only. In addition [44], also extracted higher protein
yields at 100 mg/ml protein from 0.1 mm® FFPE colonic adenoma
tissue and [13] extracted 2.76 mg/ml protein from approximately

1-year-old and 1.48 mg/ml protein from approximately 21-year-
old (1.5 mm?®) FFPE colon carcinoma tissue. On the other hand
[45], extracted less protein than reported here, with 250 ug
protein from approximately 18 mm®> FFPE colon carcinoma
tissues that were stored for less than 5 years. Therefore, the
amount of protein extracted here falls within the published
ranges for FFPE colon tissue.

Although approximately 25 mm?® of manually microdissected
tumor tissue per sample was used for protein extraction, and the
volume of protein extraction buffer kept constant at 500 pl per
sample, the total amount of extractable protein and protein yield
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TABLE 2 | Known proteins deregulated in colon cancer.

Main

accession

095994

Q13951

P08174

P10645
ABKT714

Q96KP4
P07148
QIYBR7
P56470
P09429

P01042
QOUHB6

P15941

Q02817

P06748

QBUX06
QY617

P53992

P36952

P10599

Gene
name

AGR2
CBFB
CD55;
DAF
CHGA
CLCA1
CNDP2
FABP1
FCGBP
LGALS4
HMGBH1

KNG
LIMA1

MUC-1

MUC-2

NPM1

OLFM4
PSAT1

Sec24C
SERPIN

B5
TXN

Protein
name

Anterior gradient protein 2
homologue

Core-binding factor subunit
beta

Complement decay-
accelerating factor
Chromogranin-A
Calcium-activated chloride
channel regulator 1
Cytosolic non-specific
dipeptidase

FABP1 protein
IgGFc-binding protein
Galectin-4

High mobility group

protein B1

Kininogen-1

LIM domain and actin-binding
protein 1

Mucin-1

Mucin-2
Nucleophosmin

Olfactomedin-4
Phosphoserine
aminotransferase
Protein transport protein
Sec24C

Serpin B5

Thioredoxin

MwW
(kDa)

19.97
21.49
41.37

50.66
100.16

52.84
14.20
571.64
356.92
24.88

71.91
85.17

122.03
539.96
32.55

57.24
40.40

118.25
42.07

11.73

Comments

Downregulated in CRC [47]
Frequently overexpressed in CRC [48]
Upregulated in CRC [49]

Downregulated in CRC [50]
Regulator of calcium channels, frequently
downregulated in CRC [51]
Overexpressed in CRC [52]

Downregulated in CRC [47]

Downregulated in CRC [47]

Downregulated in CRC [47]

Overexpression in CRC correlates with poor
prognosis [53]

Frequently overexpressed in CRC [54]
Downregulated in CRC [47]

Frequently overexpressed in CRC, marker of
poor prognosis [55]

Downregulation correlates with proliferation
markers and with poor prognosis [55, 56]
Protein involved in carcinogenesis,
overexpressed in CRC [57, 58]

Protein overexpressed in CRC [54]
Upregulated in CRC [59]

Overexpressed in early CRC stages, while
downregulated in advanced CRC stages [54]

Upregulated in CRC [60]

Frequently overexpressed in CRC [61]

% Occurrence within 17 patient samples

APFAR DRP HILIC
1year 5year 10year 1year 5year 10year 1year 5year 10 year
old old old old old old old old old
88 100 94 94 100 94 100 94 100
12 41 24 35 35 a7 0 12 6
0 0 6 0 0 0 0 0 0
29 29 18 18 18 18 24 18 18
59 53 al 59 59 47 53 53 47
82 88 94 100 88 100 94 94 100
100 100 71 94 100 88 94 100 88
76 94 82 76 94 76 82 88 82
100 100 100 100 100 100 94 100 100
76 88 76 100 100 94 94 82 94
29 41 53 53 59 82 29 47 65
0 0 6 0 0 24 6 6 0
0 6 12 6 6 12 0 6 6
59 59 76 71 65 71 65 71 76
100 100 100 100 100 100 100 100 100
29 18 29 35 24 29 29 24 29
0 0 6 18 12 12 18 12 18
0 0 0 0 6 6 6 0 0
29 6 29 35 6 29 29 6 29
94 100 100 94 100 100 94 94 94
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still differed among the patient samples within the same block
ages (Figure 3). Similar variations in protein yields were also
observed by [13] and is also noted in FFPE protein extraction
protocols, such as the [46] manual, which explains that protein
yield obtained from FFPE protein lysates may vary between
samples due to variance in pre-analytical factors such as tissue
handling and inconsistencies/differences in the formalin-fixation
and paraffin-embedment protocol, which affects how well
proteins will be preserved. They recommend increasing the
amount of starting material/tissue if the quality of protein
preservation in the FFPE sample is questionable [46].

The Effect of Block Age and Protein
Purification Methods on Peptide and

Protein Identification

The efficiency and reproducibility for each protein purification
method, as well as the effect of storage time/block age, at both
peptide and protein level, was assessed with regards to proteome
coverage (number of peptides and proteins identified) (Figures
4A,B) and known protein biomarkers (proteins deregulated in
colon cancer) from the literature, which were also identified in the
data (Table 2).

Average results for all samples (Figure 4) show that, overall,
the DRP method performed the best with the highest overall
peptide and protein identifications, followed by the SP3/HILIC
method. The APFAR method generated the lowest numbers of
peptide and protein identifications (Results are shown in
Supplementary Table S6).

One-way ANOVA or Kruskal-Wallis tests were conducted
(results and conclusions are listed in Supplementary Table S2) to
determine if the number of identified peptides and proteins were
significantly different between block ages, as well as for each
protein purification method.

Statistical analyses comparing protein purification method
performance per block age indicated the following: For the 1-
year-old blocks, based on post hoc Bonferroni (Dunn) t tests, the
DRP method differs significantly (F (2) = 12.78, p < 0.0001, « =
0.05) with regards to validated peptide identifications, however
there was no significant difference between the numbers of
validated peptides identified for the APFAR and SP3/HILIC
methods. Based on Dunn’s post hoc testing results, there is
also evidence that the distribution of validated protein
identifications (for 1-year old blocks) are significantly different
(p = 0.0002) for DRP vs APFAR processing, but not for DRP vs
HILIC and APFAR vs HILIC protein purification methods. With
regards to validated peptide and protein identifications, there is
no significant difference (p > 0.05) between protein purification
methods for 5-year old blocks. For the 10-year old blocks, based
on post hoc Bonferroni (Dunn) t tests, the DRP and APFAR
methods differ significantly (F (2) = 3.78, p = 0.0299, a = 0.05)
with regards to validated peptide identifications, however there is
no significant difference between the APFAR and SP3/HILIC and
the DRP and SP3/HILIC methods.

Statistical analyses comparing the differences between
block ages (effect of block age on the number of peptide/
protein identifications) within each protein purification

LC-MS/MS FFPE of CRC Tissues

method indicated the following: Both the APFAR and SP3/
HILIC methods performed most consistently across block
ages, with no significant difference between 1, 5 and 10-year-
old blocks [APFAR method: F (2,48) = 0.88, p = 0.42 for
peptides identified and H (2) = 2.28, p = 0.32 for proteins
identified; SP3/HILIC method: F (2,48) = 0.03, p = 0.97 for
peptides identified and H (2) = 0.101, p = 0.95 for proteins
identified]. Only the DRP method showed a significant
difference between the block ages with regard to numbers
of peptides identified [F (2) =4.81, p=0.0125, a =0.05], with a
significant difference between 1 and 5-year-old blocks, as well
as 1 and 10-year-old blocks, but no significant difference
between 5 and 10-year-old blocks. In addition, no significant
difference was detected for the number of proteins identified
(F (2,48) = 2.53, p = 0.09].

The protein purification methods that did not show any
significant differences between block ages, are in accordance
with the findings of other studies [10, 14]. [14] also assessed
the effect of storage time/block age on FFPE colon adenoma tissue
samples (stored for 1, 3, 5, or 10 years), using isoelectric focusing
to fractionate peptides before LC-MS/MS analysis. They found no
significant difference between the numbers of proteins identified
for each block age and concluded that long-term storage of FFPE
colon adenoma tissues did not compromise the samples. In
general, the proteome coverage reported here (for all the block
ages and protein purification methods) falls within the range of
several other studies of proteomic analysis of FFPE tissue [3, 14,
62, 63], with higher identification numbers reported by other
studies [10, 44, 64, 65]. Table 2 shows known proteins that are
deregulated in colon cancer that were also identified in the data.
The % occurrence of these proteins within each group of 17
patients per experimental condition was calculated and shows
that there are no observable differences due to block age.
However, the DRP method shows overall higher % occurrence
of these protein biomarkers, compared to the other protein
purification methods.

The Effect of Block Age and Protein
Purification Methods on Peptide-Level
Reproducibility

The qualitative reproducibility for each sample and experimental
condition was also measured in terms of peptide identification
overlap (shown in Supplementary Image S3), calculated from
the peptide sequences identified in each sample and experimental
condition, irrespective of peptide abundance.

Supplementary Image S3A illustrates that the APFAR
method showed the highest peptide overlap/common peptides
(46.5%) between samples of different block ages. This was
followed by the SP3/HILIC method, with 45.4% peptide
overlap, and the lowest peptide overlap was seen for the DRP
method at 43%. Overall, there was no substantial difference
between uniquely identified peptides of the different block
ages (ranging from 11.3% to 13.2%) for the APFAR and SP3/
HILIC methods. However, the 1-year-old blocks processed with
the DRP method had the highest percentage of uniquely
identified peptides at 20.4%.
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FIGURE 5 | Physicochemical properties of identified peptides for all
experimental conditions (n = 17 patients per group). (A) Hydropathicity based
on GRAVY scoring matrix. (B) Molecular weight (MW). (C) Isoelectric point (pl).
Blue boxplots refer to APFAR samples; Red boxplots refer to DRP
samples; Green boxplots refer to HILIC samples. For all boxplots, 5-year-old
samples are represented by dots; 10-year-old samples are represented by
diagonal lines.

The shared peptides for each protein purification method
within a specific block age are shown in Supplementary
Image S3B. The 10-year-old blocks showed the highest
peptide overlap/common peptides (37.5%) between the
different protein purification methods. This was followed by
the 5-year-old blocks, with 36.7% peptide overlap, and the
lowest peptide overlap was seen for the 1-year-old blocks at
33.3%. This could be due, in part, to similar proteins extracted
from the older blocks (since formaldehyde-induced cross-linking
continues with time), compared to more diverse sets of proteins
extracted from the more recently preserved 1-year-old blocks
[66]. Due to the continuation and extent of formaldehyde-

LC-MS/MS FFPE of CRC Tissues

induced protein cross-linking with time, the extraction of full-
length proteins from older FFPE blocks is also more difficult [66].
In addition [67], were able to identify small proteins, without
antigen retrieval and enzymatic digestion steps, via mass
spectrometry imaging. They hypothesize that not all proteins,
especially small proteins (with short amino acid sequences and
low lysine content), react with formaldehyde to the same extent.
However, larger proteins (with longer amino acid sequences and
greater lysine content) were more challenging to detect via mass
spectrometry, and therefore have a greater probability of being
more extensively crosslinked by formaldehyde. On average, for all
block ages and protein purification methods, the identified
proteins were in the range of 40-60 kDa (data not shown).
This therefore indicates that mostly low and medium
molecular weight proteins were extracted from the FFPE
tissues at all block ages.

Supplementary Image S3C shows that, when all the identified
peptides for each block age is combined within a protein
purification method, there is 34.1% overlapping peptides
shared between the different methods. The DRP method had
the highest percentage of uniquely identified peptides at 19.5%,
followed by the SP3/HILIC method, with 15.8% unique peptides,
and the lowest uniquely identified peptides was seen for the
APFAR method at 9.9%.

Physicochemical Properties of Extracted

and Processed Peptides

The effect of archival time/block age as well as protein
purification method protein selection/enrichment bias was
assessed with regards to peptide sequence physicochemical
properties in Figure 5, which illustrates the peptide
distribution according to hydropathicity, molecular weight and
isoelectric point (pI). Kruskal-Wallis tests were conducted to
determine if there were significant differences between
experimental conditions (Supplementary Table S2).

Overall, a comparison of the majority (upper and lower
quartiles) of all peptides of all experimental conditions shows
that they share similar hydropathicity scales (Figure 5A). There is
a significant difference (p < 0.0001) between the hydropathicity of
peptides  generated in  all  experimental conditions
(Supplementary Table S2), however, the average relative
hydropathicity of all the samples are negative (below zero),
which indicates that the majority of peptides that were
extracted and processed, by all three protein purification
methods and across all block ages are hydrophilic [36, 68].

Figure 5B indicates that the molecular weight ranges of
identified peptides are relatively constant across all samples
and experimental conditions, with the majority >1000 Da and
<2000 Da. There is a significant difference (p < 0.0001) between
the molecular weights of peptides generated via the different
protein purification methods for 1, 5 and 10-year old blocks. With
regards to block age differences, there is no significant difference
(p = 0.26) between the molecular weights of peptides generated
via the DRP method, however there is a significant difference (p <
0.05) between the molecular weights of peptides generated using
the APFAR and/or SP3/HILIC methods.
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FIGURE 6 | Correlation of protein abundance between all protein purification methods for each patient sample. (A) Correlation of protein abundance for all protein
purification methods for 1-year-old blocks/samples (n = 17 patients per group). (B) Correlation of protein abundance for all protein purification methods for 5-year-old
blocks/samples (n = 17 patients per group). (C) Correlation of protein abundance for all protein purification methods for 10-year-old blocks/samples (n = 17 patients per
group). The Pearson correlation coefficients () are indicated on each plot and plot axes values are the normalized NSAF values for proteins present in both
condition compared per plot.

There is a significant difference (p < 0.0001) between the plI
ranges of peptides generated in all experimental conditions,
however, the pl range values are relatively similar across all
samples and experimental conditions, with the majority above
pl 4 and below pI 7 (Figure 5C).

These results are in accordance with previous studies that used
the APFAR and SP3/HILIC methods [20-22, 69].

The Effect of Block Age and Protein
Purification Methods on Protein-Level
Reproducibility

The quantitative reproducibility between experimental
conditions were expressed as PCC dot plots (Figure 6), which
were calculated based on the NSAF abundance values for
identified proteins in each sample and experimental condition.
PCA plots were also generated from this data to assess the

variance between block ages and the protein purification
methods (Figure 7).

Figure 6 shows the correlation of protein abundance for all
protein purification methods for each block age. This illustrates
that, for 1-year-old blocks, the DRP and SP3/HILIC methods
yielded comparable relative protein abundances (PCC value of
0.863), whereas proteome composition correlation was lower for
the AFFAR and DRP (PCC value of 0.755) as well as APFAR and
SP3/HILIC (PCC value of 0.789) methods. Overall, the 5 and 10-
year-old blocks show similar proteome composition correlation
between the protein purification methods.

For 5-year-old blocks, the PCC values for the APFAR and SP3/
HILIC, as well as DRP and SP3/HILIC methods are
approximately equal, 0.838 and 0.839, respectively. The
APFAR and DRP method has a higher PCC value of 0.859,
indicating slightly higher correlation in proteome composition
between these two protein purification methods.
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For 10-year-old blocks, the PCC values for the APFAR and
DRP as well as DRP and SP3/HILIC methods were the same. The
APFAR and SP3/HILIC method has a lower PCC value of 0.804,
indicating slightly lower correlation in proteome composition
between these two protein purification methods. These results
indicate that sample processing with the different methods
introduces an observable bias with regard to proteome
composition. This bias is also more pronounced for 1-year-old
blocks, compared to older blocks.

PCA plots showing clusters of samples, based on their
similarities, were generated for all block ages and protein
purification methods (Figure 7). The samples that have
similar expression profiles are clustered together. Figures
7A-C show the clustering of different block ages (1, 5, and
10 years) for each protein purification method, with the DRP
method having the lowest variance (10.73%) between block ages,
followed by the SP3/HILIC method (13.68%), and the APFAR
method, which has the highest variance at 14.57%.

For the protein purification methods (Figures 7D-F), the 10-
year-old blocks/samples shows the lowest variance between the
different methods (11.4%), followed by the 5-year-old blocks/
samples. This could be due, in part, to similar proteins extracted

from the older blocks because the formaldehyde-induced protein
cross-linking process is continual and becomes more extensive
with time [66] (also noted and discussed in The Effect of Block Age
and  Protein  Purification =~ Methods on  Peptide-Level
Reproducibility). The 1-year-old blocks/samples (Figure 7D)
shows the highest variance (15.86%) between the different
methods.

GO Analysis of Identified Proteins

The effect of storage time/block age as well as the protein
purification methods’ protein selection biases were assessed
with regards to the main biological processes and cellular
components present within the identified proteins, using Gene
Ontology (GO) annotation. The distribution of the percentages of
proteins belonging to each GO term was plotted for GO terms
that occurred at >15% frequency for all samples and experimental
conditions (Figure 8).

Overall, similar GO profiles were obtained for all samples,
therefore only the GO terms that showed some observable
difference between experimental conditions were plotted.
Figure 8A shows the percentage frequency at which the
identified proteins (of all experimental conditions) occurs for
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each of the plotted GO terms for biological processes, and
Figure 8B shows cellular components.

One-way ANOVA or Kruskal-Wallis tests were conducted
(results are listed in Supplementary Table S2) to determine if
there were any significant differences with regard to the %
frequency of occurrence of GO terms between block ages, as
well as for each protein purification method.

All GO terms (for all block ages and protein purification
methods) occurred at >15% frequency for all samples and are
clearly represented by Figure 8. Therefore all block ages and
protein purification methods used in this study demonstrate
more or less equivalent usability for proteomic analysis.
Statistically significant differences were mainly observed for 1-
year-old blocks processed via the APFAR and/or DRP methods.
Overall, the HILIC method showed least bias across all GO terms
plotted.

Statistical analyses for protein purification methods showed
that some GO terms for 1-year-old blocks processed via the
APFAR and DRP methods were significantly enriched (p < 0.05)
for % frequency of occurrence when using the APFAR method.
These GO terms were: catabolic process, cytoskeleton,
extracellular region, extracellular space, mitochondrion and
transport. The APFAR method differed significantly (depleted)
(p < 0.05) from both the DRP and HILIC methods for 1 and 5-
year-old blocks for % frequency of occurrence of the term “small
molecule metabolic process”.

Statistical analyses for the different block ages (processed via
the DRP method) showed that the 1-year-old blocks are
significantly enriched (p < 0.05) for GO terms
“mitochondrion” and “small molecule metabolic process”
when compared to the 5 and 10-year-old blocks. In addition,
for samples processed via the HILIC method, only the 10-year-
old blocks were significantly depleted (p < 0.05) for % frequency
of occurrence of the term “plasma membrane” when compared to
the 1 and 5-year-old blocks. For samples processed via the
APFAR method, the 1-year-old blocks were significantly
enriched (p < 0.05) whereas the 10-year-old blocks were
significantly depleted (p < 0.05) with regard to the GO term
“cytoskeleton”.

Assessment of the Digestion Efficiency of
the Protein Purification Methods for all
Block Ages

To assess the reproducibility and digestion efficiency of the
different protein purification methods, the percentages of
missed cleavages across all samples were analyzed (shown
in Supplementary Image S4). To successfully analyze FFPE
tissues requires overcoming the issue of the formaldehyde
cross-linking between molecules [2, 4, 6, 11]. The most
important aspect to take into consideration for accurate
protein extraction from FFPE tissues is the cleavage of these
methylene bridges to allow for proper trypsin digestion. The
methylene bridges prevent trypsin from reaching its cleavage
sites. If the methylene bridges are not adequately cleaved, it
will result in improperly digested, cross-linked peptides that
will not produce correct MS results. Therefore, the effect of

LC-MS/MS FFPE of CRC Tissues

storage time/block age on trypsin digestion efficiency was also
determined by comparing the percentage of missed cleavages
across all block ages.

Supplementary Image S4 shows that overall, all protein
purification methods and all block ages generated low
numbers of missed cleavages. The APFAR method
(Supplementary Image S4A) generated the lowest
percentages of missed cleavages with >85% of all peptides
for 1-year-old samples having no missed cleavages, and >290%
of all peptides for 5 and 10-year-old samples having no missed
cleavages. This followed by the DRP method
(Supplementary Image S4B), with >85% of all peptides
(except for sample number DRP-9) for 1-year-old samples
having no missed cleavages, and >85% of all peptides for 5 and
10-year-old samples having no missed cleavages (except for
sample number DRP-34 of the 5-year-old cohort). The SP3/
HILIC method (Supplementary Image S4C) had overall
lower digestion efficiency with >80% of all peptides for 1
and 5-year-old samples having no missed cleavages, and >80%
of all peptides for 10-year-old samples having no missed
cleavages (except for samples HILIC-37 and HILIC-41).

The protein purification methods’ digestion efficiency
therefore does not appear to be only affected by the age of the
sample, since older and newer blocks gave varying results
depending on the processing method used [14]. found that
after deparaffinization and rehydration, cross-linked proteins
are efficiently digested with trypsin, without the need for
additional specialized reagents, even under mild conditions
typically used for fresh tissues. This is also observed here,
since all block ages and protein purification methods used
demonstrate sufficient trypsin activity/cleavage efficiency, with
all samples showing low levels of missed cleavages. Generally, the
percentage of missed cleavages of the present study was in the
range of several other recent reports [69-71], with lower
percentage of missed cleavages reported in [20].

was

Effects of Block Age and Protein
Purification Methods on Sample Proteome
Integrity

The oxidation of methionine is a major protein modification,
which converts methionine to methionine sulfoxide, and targets
the affected protein for degradation, both in vivo and in vitro [72].
Methionine oxidation is linked to processes relating to aging and
pathology (in vivo) as well as in vitro conditions caused by protein
purification, storage, light exposure, and exposure to free radicals
generated in the presence of metals during LC-MS/MS analysis
[72]. To determine the impact of long-term storage, the
percentage of peptides containing methionine oxidation (out
of the total number of peptides identified) was calculated for
all block ages and protein purification methods (Supplementary
Image S5).

Kruskal-Wallis tests were conducted to determine if the
percentage of peptides containing methionine oxidation were
significantly different between block ages for each protein
purification method (Supplementary Table S2). No significant
differences were found between 1, 5 and 10-year old blocks/
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samples processed via the APFAR [H (2) = 1.23, p = 0.54], DRP
[H (2) = 0.86, p = 0.65], or SP3/HILIC [H (2) = 3.38, p = 0.18]
methods. Supplementary Image S5 shows that for the 10-year-
old blocks/samples the percentage of peptides with methionine
oxidation are 8.77 + 3.41%, 7.77 + 2.41%, and 5.47 + 2.13%, for
APFAR, DRP and SP3/HILIC respectively. Similar percentages of
peptides with methionine oxidation (7.65 + 2.05% and 7.38 +
2.15%) are observed for 1 and 5-year-old blocks/samples
processed via the APFAR method. The same is seen for 1 and
5-year-old blocks/samples processed via the DRP method (7.24 +
2.11% and 6.83 + 1.69%). The SP3/HILIC method has lower
percentages of peptides with methionine oxidation for all block
ages, with 4.34 + 1.36%, 4.43 + 1.16% and 5.47 + 2.13%, for 1, 5,
and 10-year-old blocks/samples respectively. Therefore, the
choice of sample preparation/protein purification method may
contribute to methionine oxidation artifacts [72]. [73] found that
methionine oxidation increases during enzymatic digestion, with
the presence of residual metals in the digestion buffer, sample
contact with metal surfaces, as well as chromatography
separation.

The SP3/HILIC method’s results are in agreement with results
reported by [3] for newly preserved (<1-year-old) FFPE samples
(processed using acetone precipitation and sodium hydroxide
resolubilization for protein purification), which had methionine
oxidation ratios of 3.9-4.5% for all identified peptides. In contrast
[14], reported higher methionine oxidation levels and found that
archived colon adenoma tissues displayed an increase in
methionine oxidation with block age - from 16.8% after one
year of storage, 18.2% for 5-year-old samples up to 25.2% after
10 years of storage.

CONCLUSION

Archived FFPE tissue repositories are precious sources of clinical
material, often stored for decades, for clinical proteomic studies.
Since these preserved blocks may be conveniently stored at
ambient temperatures, it makes them easily accessible and cost
effective. However, standardized protocols for the proteomic
analysis of FFPE tissues have not been determined yet. In
addition, the effect of block age and storage at resource-
limited institutions, on protein quality remains unclear. We
have demonstrated, using recently developed protein
purification techniques (and FFPE human colorectal cancer
resection tissues) that, overall, block age mainly affects protein
yields during the protein extraction phase. Therefore, greater
amounts of starting material are required for older blocks prior to
LC-MS/MS analysis. Analyzed samples’ peptide and protein
identifications mainly differed according to the protein
purification method used and not block age, which mainly
impacted on tissue proteome composition.

This study is also of particular relevance, since it assessed the
performance of three different protein purification techniques on
tissues derived from samples stored over a long period of time
(1-10 years). The comparative analyses of these methods, across
different block ages, have not been carried out to our knowledge
and therefore this study provides both experimental data for this

LC-MS/MS FFPE of CRC Tissues

assessment as well as statistical support. The different
methods show differences in the number of peptides and
proteins identified and sample proteome composition,
differences in reproducibility in terms of peptide
identification overlap, PCA variance, as well as protocol
digestion efficiency. Overall, the DRP and SP3/HILIC
methods performed the best, with the SP3/HILIC method
requiring less protein (and therefore less starting material)
than the other methods, therefore making it the most
sensitive and efficient protein purification method.

These results are encouraging since they indicate that long-
term storage of FFPE tissues does not significantly interfere with
retrospective proteomic analysis. In addition, variations in pre-
analytical factors (spanning a decade), such as tissue harvesting,
handling, the fixation protocol used as well as storage conditions
(at resource-limited institutions in developing countries), does
not affect protein extraction and shotgun proteomic analysis to a
significant extent.

DATA AVAILABILITY STATEMENT

The mass spectrometry proteomics data [41] generated and
analyzed for this study can be found in the PRIDE [43]
repository  (http://www.ebi.ac.uk/pride/archive/) with the
dataset identifier PXD017198 and DOI: 10.6019/PXD017198.

ETHICS STATEMENT

FFPE tissue blocks, which consisted of human colorectal
resection samples, were retrospectively selected after obtaining
ethics clearance from the Biomedical Science Research Ethics
Committee (BMREC) of the University of the Western Cape
(ethics reference number: BM17/7/15), and the Health Research
Ethics Committee (HREC) of Stellenbosch University (ethics
reference number: S17/10/203). The FFPE blocks were
anonymized prior to processing and archived.

AUTHOR CONTRIBUTIONS

AC provided the funding for the project; AC, SR, LB, RB, and JR
contributed conception and design of the study; JR reviewed and
selected all samples; SR performed the protein extraction work
and wrote the first draft of the manuscript; LB performed the
mass spectrometry experiment; SR performed the data and
statistical analyses with assistance from HB and RB. All
authors contributed to manuscript revision, read and approved
the final submitted version.

FUNDING

This work was supported by the South African Research Chairs
Initiative of the Department of Science and Innovation and
National Research Foundation of South Africa (Grant ID 64751).

Pathology & Oncology Research

May 2021 | Volume 27 | Article 622855


http://www.ebi.ac.uk/pride/archive/
http://10.6019/PXD017198

Rossouw et al.

CONFLICT OF INTEREST

The authors declare that the research was conducted in the
absence of any commercial or financial relationships that
could be construed as a potential conflict of interest.

ACKNOWLEDGMENTS

We thank Gerhard Walzl for making available laboratory bench
space at the Stellenbosch University Immunology Group, and
Andrea Gutschmidt at the Stellenbosch University Immunology

REFERENCES

1. Daniele L, D’Armento G, and Bussolati G. Preanalytical time interval (PATI)
and fixation. In: G Stanta, editor. Guidelines for molecular analysis in archive
tissues. Berlin: Springer-Verlag (2011). p. 5-11.

2. Avaritt NL, Shalin S, and Tackett AJ. Decoding the proteome in formalin-fixed
paraffin-embedded (FFPE) tissues. J Proteomics Bioinform (2014) 7:e25.
doi:10.4172/jpb.10000e25

3. Bronsert P, Weifler J, Biniossek ML, Kuehs M, Mayer B, Drendel V, et al.
Impact of routinely employed procedures for tissue processing on the
proteomic analysis of formalin-fixed paraffin-embedded tissue. Prot Clin
Appl (2014) 8:796-804. doi:10.1002/prca.201300082

4. Gustafsson OJR, Arentz G, and Hoffmann P. Proteomic developments in the
analysis of formalin-fixed tissue. Biochim Biophys Acta (Bba) - Proteins
Proteomics (2015) 1854:559-80. doi:10.1016/j.bbapap.2014.10.003

5. Klockenbusch C, O’Hara JE, and Kast J. Advancing formaldehyde cross-
linking towards quantitative proteomic applications. Anal Bioanal Chem
(2012) 404:1057-67. doi:10.1007/s00216-012-6065-9

6. Magdeldin S, and Yamamoto T. Toward deciphering proteomes of formalin-
fixed paraffin-embedded (FFPE) tissues. Proteomics (2012) 12:1045-58. doi:10.
1002/pmic.201100550

7. Maes E, Valkenborg D, Mertens I, Broeckx V, Baggerman G, Sagaert X, et al.
Proteomic analysis of formalin-fixed paraffin-embedded colorectal cancer
tissue using tandem mass tag protein labeling. Mol Biosyst (2013) 9:
2686-95. doi:10.1039/c3mb70177h

8. Tanca A, Abbondio M, Pisanu S, Pagnozzi D, Uzzau S, and Addis MF. Critical
comparison of sample preparation strategies for shotgun proteomic analysis of
formalin-fixed, paraffin-embedded samples: insights from liver tissue. Clin
Proteomics (2014) 11(28):1-11. doi:10.1186/1559-0275-11-28

9. Shen K, Sun J, Cao X, Zhou D, and Li J. Comparison of different buffers for
protein extraction from formalin-fixed and paraffin-embedded tissue
specimens. PLoS ONE (2015) 10(11):0142650. doi:10.1371/journal.pone.
0142650

10. Craven RA, Cairns DA, Zougman A, Harnden P, Selby PJ, and Banks RE.
Proteomic analysis of formalin-fixed paraffin-embedded renal tissue samples
by label-free MS: assessment of overall technical variability and the impact of
block age. Proteomics Clin Appl (2013) 7(3-4):273-82. doi:10.1002/prca.
201200065

11. Fowler CB, O’Leary TJ, and Mason JT. Toward improving the proteomic
analysis of formalin-fixed, paraffin-embedded tissue. Expert Rev Proteomics
(2013) 10(4):389-400. doi:10.1586/14789450.2013.820531

12. Kessner D, Chambers M, Burke R, Agus D, and Mallick P. ProteoWizard: open
source software for rapid proteomics tools development. Bioinformatics (2008)
24:2534-6. doi:10.1093/bioinformatics/btn323

13. Wolff C, Schott C, Porschewski P, Reischauer B, and Becker K-F. Successful
protein extraction from over-fixed and long-term stored formalin-fixed tissues.
PLoS ONE (2011) 6(1):e16353. doi:10.1371/journal.pone.0016353

14. Sprung RW, Brock JWC, Tanksley JP, Li M, Washington MK, Slebos RJC, et al.
Equivalence of protein inventories obtained from formalin-fixed paraffin-
embedded and frozen tissue in multidimensional liquid chromatography-

LC-MS/MS FFPE of CRC Tissues

Group for her technical assistance and support during the use of
their laboratory space. We also thank Charles Gelderbloem and
Yunus Kippie at the University of the Western Cape’s
Biotechnology and Pharmacology departments, respectively,
for their technical assistance and support during the project.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at:
https://www.por-journal.com/articles/10.3389/pore.2021.622855/
full#supplementary-material.

tandem mass spectrometry shotgun proteomic analysis. Mol Cel Proteomics
(2009) 8. doi:10.1074/mcp.m800518-mcp200

15. Tanca A, Pagnozzi D, Falchi G, Biosa G, Rocca S, Foddai G, et al. Impact of
fixation time on GeLC-MS/MS proteomic profiling of formalin-fixed, paraffin-
embedded tissues. ] Proteomics (2011) 74:1015-21. doi:10.1016/j.jprot.2011.
03.015

16. Piehowski PD, Petyuk VA, Sontag RL, Gritsenko MA, Weitz KK, Fillmore TL,
et al. Residual tissue repositories as a resource for population-based cancer
proteomic studies. Clin Proteom (2018) 15:26. doi:10.1186/s12014-018-9202-4

17. Wisniewski JR, Zougman A, Nagaraj N, and Mann M. Universal sample
preparation method for proteome analysis. Nat Methods (2009) 6(5):359-62.
doi:10.1038/nmeth.1322

18. Botelho D, Wall M]J, Vieira DB, Fitzsimmons S, Liu F, and Doucette A
(2010). Top-down and bottom-up proteomics of SDS-containing solutions
following mass-based separation. J Proteome Res., 9, 2863-70. d0i:10.1021/
pro00949p

19. Pellerin D, Gagnon H, Dubé J, and Corbin F. Amicon-adapted enhanced
FASP: an in-solution digestion-based alternative sample preparation method
to FASP. F1000Res (2015) 4:140-18. doi:10.12688/f1000research.6529.1

20. Kachuk C, Stephen K, and Doucette A. Comparison of sodium dodecyl sulfate
depletion techniques for proteome analysis by mass spectrometry.
J Chromatogr A (2015) 1418:158-66. doi:10.1016/j.chroma.2015.09.042

21. Doucette AA, Vieira DB, Orton DJ, and Wall MJ. Resolubilization of
precipitated intact membrane proteins with cold formic acid for analysis by
mass spectrometry. ] Proteome Res (2014) 13(12):6001-12. doi:10.1021/
pr500864a

22. Hughes CS, Foehr S, Garfield DA, Furlong EE, Steinmetz LM, and Krijgsveld J.
Ultrasensitive proteome analysis using paramagnetic bead technology. Mol
Syst Biol (2014) 10(10):1-10. doi:10.15252/msb.20145625

23. Scicchitano MS, Dalmas DA, Boyce RW, Thomas HC, and Frazier KS. Protein
extraction of formalin-fixed, paraffin-embedded tissue enables robust
proteomic profiles by mass spectrometry. ] Histochem Cytochem (2009)
57(9):849-60. doi:10.1369/jhc.2009.953497

24. Wisniewski JR. Proteomic sample preparation from formalin fixed and
paraffin embedded tissue. J Vis Exp (2013) 79:e50589. doi:10.3791/50589

25. Hughes CS, Sorensen PH, and Morin GB. A standardized and reproducible
proteomics protocol for bottom-up quantitative analysis of protein samples
using SP3 and mass spectrometry. In: V Brun and Y Coute’, editors.
Proteomics for biomarker discovery: methods and protocols, methods in
molecular biology. New York: Springer Nature (2019). p. 65-87. doi:10.
1007/978-1-4939-9164-8_5

26. Craig R, and Beavis RC. TANDEM: matching proteins with tandem mass
spectra. Bioinformatics (2004) 20(9):1466-7. doi:10.1093/bioinformatics/
bth092

27. Dorfer V, Pichler P, Stranzl T, Stadlmann J, Taus T, Winkler S, et al. MS
Amanda, a universal identification algorithm optimized for high accuracy
tandem mass spectra. | Proteome Res (2014) 13:3679-84. doi:10.1021/
pr500202e

28. Kim S, and Pevzner PA. MS-GF+ makes progress towards a universal database
search tool for proteomics. Nat Commun (2014) 5:5277. doi:10.1038/
ncomms6277

Pathology & Oncology Research

May 2021 | Volume 27 | Article 622855


https://www.por-journal.com/articles/10.3389/pore.2021.622855/full#supplementary-material
https://www.por-journal.com/articles/10.3389/pore.2021.622855/full#supplementary-material
https://doi.org/10.4172/jpb.10000e25
https://doi.org/10.1002/prca.201300082
https://doi.org/10.1016/j.bbapap.2014.10.003
https://doi.org/10.1007/s00216-012-6065-9
https://doi.org/10.1002/pmic.201100550
https://doi.org/10.1002/pmic.201100550
https://doi.org/10.1039/c3mb70177h
https://doi.org/10.1186/1559-0275-11-28
https://doi.org/10.1371/journal.pone.0142650
https://doi.org/10.1371/journal.pone.0142650
https://doi.org/10.1002/prca.201200065
https://doi.org/10.1002/prca.201200065
https://doi.org/10.1586/14789450.2013.820531
https://doi.org/10.1093/bioinformatics/btn323
https://doi.org/10.1371/journal.pone.0016353
https://doi.org/10.1074/mcp.m800518-mcp200
https://doi.org/10.1016/j.jprot.2011.03.015
https://doi.org/10.1016/j.jprot.2011.03.015
https://doi.org/10.1186/s12014-018-9202-4
https://doi.org/10.1038/nmeth.1322
https://doi.org/10.1021/pr900949p
https://doi.org/10.1021/pr900949p
https://doi.org/10.12688/f1000research.6529.1
https://doi.org/10.1016/j.chroma.2015.09.042
https://doi.org/10.1021/pr500864a
https://doi.org/10.1021/pr500864a
https://doi.org/10.15252/msb.20145625
https://doi.org/10.1369/jhc.2009.953497
https://doi.org/10.3791/50589
https://doi.org/10.1007/978-1-4939-9164-8_5
https://doi.org/10.1007/978-1-4939-9164-8_5
https://doi.org/10.1093/bioinformatics/bth092
https://doi.org/10.1093/bioinformatics/bth092
https://doi.org/10.1021/pr500202e
https://doi.org/10.1021/pr500202e
https://doi.org/10.1038/ncomms6277
https://doi.org/10.1038/ncomms6277

Rossouw et al.

29.

30.

31.

32.

33.

34,

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45,

46.

47.

48.

Vaudel M, Barsnes H, Berven FS, Sickmann A, and Martens L. SearchGUI: an
open-source graphical user interface for simultaneous OMSSA and X!Tandem
searches. Proteomics (2011) 11:996-9. doi:10.1002/pmic.201000595

Elias JE, and Gygi SP. Target-Decoy search strategy for mass spectrometry-
based proteomics. Methods Mol Biol (2010) 604:55-71. doi:10.1007/978-1-
60761-444-9_5

Apweiler R, Bairoch A, Wu CH, Barker WC, Boeckmann B, Ferro S, et al.
UniProt: the universal protein knowledgebase. Nucleic Acids Res (2004) 32:
115D-119. doi:10.1093/nar/gkh131

Vaudel M, Burkhart JM, Zahedi RP, Oveland E, Berven FS, Sickmann A, et al.
PeptideShaker enables reanalysis of MS-derived proteomics data sets. Nat
Biotechnol (2015) 33(1):22-4. doi:10.1038/nbt.3109

Vaudel M, Breiter D, Beck F, Rahnenfiihrer J, Martens L, and Zahedi RP.
D-score: a search engine independent MD-score. Proteomics (2013) 13(6):
1036-41. doi:10.1002/pmic.201200408

Taus T, Kécher T, Pichler P, Paschke C, Schmidt A, Henrich C, et al. Universal
and confident phosphorylation site localization using phosphoRS. ] Proteome
Res (2011) 10(12):5354-62. doi:10.1021/pr200611n

Barsnes H, Vaudel M, Colaert N, Helsens K, Sickmann A, Berven FS, et al.
Compomics-utilities: an open-source Java library for computational
proteomics. BMC Bioinformatics (2011) 12:70. doi:10.1186/1471-2105-12-70
Farias SE, Kline KG, Klepacki J, and Wu CC. Quantitative improvements in
peptide recovery at chromatographic temperatures
microcapillary liquid Chromatography—Mass spectrometry analyses of
brain using selected reaction monitoring. Anal Chem (2010) 82(9):3435-40.
doi:10.1021/ac100359p

Powell DW, Weaver CM, Jennings JL, McAfee KJ, He Y, Weil PA, et al. Cluster
analysis of mass spectrometry data reveals a novel component of SAGA. Mcb
(2004) 24:7249-59. doi:10.1128/mcb.24.16.7249-7259.2004

Vaudel M. MS2-based quantitation. In: C Bessant, editor. New developments
in mass spectrometry no. 5: proteome informatics. Cambridge: The Royal
Society of Chemistry (2017). p. 155-77. doi:10.1039/9781782626732-FP001
Wu S, and Zhu Y. ProPAS: standalone software to analyze protein properties.
Bioinformation (2012) 8(3):167-9. doi:10.6026/97320630008167

Oliveros JC. Venny. An interactive tool for comparing lists with Venn’s
diagrams (2007). http://bioinfogp.cnb.csic.es/tools/venny/index.html
(Accessed May 11, 2020).

Rossouw SC, Bendou H, Blignaut RJ, Bell L, Rigby J, and Christoffels A.
Evaluation of protein purification techniques and effects of storage duration on
LC-MS/MS analysis of archived FFPE human CRC tissues. In: PRIDE
database. PXD017198 (2020). https://www.ebi.ac.uk/pride/archive/
(Accessed January 20, 2020).

Deutsch EW, Csordas A, Sun Z, Jarnuczak A, Perez-Riverol Y, Ternent T, et al.
The ProteomeXchange Consortium in 2017: supporting the cultural change in
proteomics public data deposition. Nucleic Acids Res (2017) 45(D1):
D1100-D1106. doi:10.1093/nar/gkw936

Perez-Riverol Y, Csordas A, Bai ], Bernal-Llinares M, Hewapathirana S, Kundu
DJ, et al. The PRIDE database and related tools and resources in 2019:
improving support for quantification data. Nucleic Acids Res (2019)
47(D1):D442-D450. doi:10.1093/nar/gky1106

Wisniewski JR, Dus K, and Mann M. Proteomic workflow for analysis of
archival formalin-fixed and paraffin-embedded clinical samples to a depth of
10 000 proteins. Proteomics Clin Appl (2012) 7:1-9. doi:10.1002/prca.
201200046

Baiwir T, Valladares-Ayerbes M, Haz-Conde M, Blanco M, Aparicio G,
Fernandez-Puente P, et al. A novel procedure for protein extraction from
formalin-fixed paraffin-embedded tissues. Proteomics (2011) 11:2555-9.
d0i:10.1002/pmic.201000809

Agilent Technologies. FFPE protein extraction solution protocol (2009).
Retrieved from https://www.chem-agilent.com/pdf/strata/400925.pdf
(Accessed October 12, 2019).

Lee S, Bang S, Song K, and Lee I. Differential expression in normal-adenoma-
carcinoma sequence suggests complex molecular carcinogenesis in colon.
Oncol Rep (2006) 16(4):747-54. doi:10.3892/0r.16.4.747

Andersen CL, Christensen LL, Thorsen K, Schepeler T, Serensen FB, Verspaget
HW, et al. Dysregulation of the transcription factors SOX4, CBFB and
SMARCC1 correlates with outcome of colorectal cancer. Br ] Cancer
(2009) 100(3):511-23. doi:10.1038/s].bjc.6604884

elevated from

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

LC-MS/MS FFPE of CRC Tissues

Mikesch J-H, Buerger H, Simon R, and Brandt B. Decay-accelerating factor
(CD55): a versatile acting molecule in human malignancies. Biochim Biophys
Acta (Bba) - Rev Cancer (2006) 1766(1):42-52. doi:10.1016/j.bbcan.2006.
04.001

Helman L], Gazdar AF, Park JG, Cohen PS, Cotelingam JD, and Israel MA.
Chromogranin A expression in normal and malignant human tissues. J Clin
Invest (1988) 82(2):686-90. doi:10.1172/jcil13648

Bustin SA, Li S-R, and Dorudi S. Expression of the Ca2+-activated
chloride channel genes CLCA1 and CLCA2 is downregulated in human
colorectal cancer. DNA Cel Biol (2001) 20(6):331-8. doi:10.1089/
10445490152122442

Toiyama Y, Inoue Y, Yasuda H, Saigusa S, Yokoe T, Okugawa Y, et al. DPEP1,
expressed in the early stages of colon carcinogenesis, affects cancer cell
invasiveness. | Gastroenterol (2011) 46:153-63. doi:10.1007/s00535-010-
0318-1

Yao X, Zhao G, Yang H, Hong X, Bie L, and Liu G. Overexpression of high-
mobility group box 1 correlates with tumor progression and poor prognosis in
human colorectal carcinoma. J Cancer Res Clin Oncol (2010) 136(5):677-84.
doi:10.1007/s00432-009-0706-1

Quesada-Calvo F, Massot C, Bertrand V, Longuespée R, Blétard N, Somja J,
OLFM4, KNGI and Sec24C identified by proteomics and
immunohistochemistry as potential markers of early colorectal cancer
stages. Clin Proteom (2017) 14(9). doi:10.1186/s12014-017-9143-3

Li A, Goto M, Horinouchi M, Tanaka S, Imai K, Kim YS, et al. Expression of
MUCI1 and MUC2 mucins and relationship with cell proliferative activity in
human colorectal neoplasia. Pathol Int (2001) 51(11):853-60. doi:10.1046/j.
1440-1827.2001.01291.x

Ogata S, Uehara H, Chen A, and Itzkowitz SH. Mucin gene expression in
colonic tissues and cell lines. Cancer Res (1992) 52(21):5971-8.

Nozawa Y, Van Belzen N, Van der Made ACJ, Dinjens WNM, and Bosman FT.
Expression of nucleophosmin/B23 in normal and neoplastic colorectal
mucosa. ] Pathol (1996) 178(1):48-52. doi:10.1002/(sici)1096-9896(199601)
178:1<48::aid-path432>3.0.co;2-y

Yung BY. Oncogenic role of nucleophosmin/B23. Chang Gung Med ] (2007)
30(4):285-93.

Vié N, Copois V, Bascoul-Mollevi C, Denis V, Bec N, Robert B, et al.
Overexpression of phosphoserine aminotransferase PSAT1 stimulates cell
growth and increases chemoresistance of colon cancer cells. Mol Cancer
(2008) 7:14. doi:10.1186/1476-4598-7-14

Zheng H, Tsuneyama K, Cheng C, Takahashi H, Cui Z, Murai Y, et al. Maspin
expression was involved in colorectal adenoma-adenocarcinoma sequence and
liver metastasis of tumors. Anticancer Res (2007) 27(1A):259-65.

Powis G, Mustacich D, and Coon A. The role of the redox protein thioredoxin
in cell growth and cancer. Free Radic Biol Med (2000) 29(3-4):312-22. doi:10.
1016/s0891-5849(00)00313-0

Fu Z, Yan K, Rosenberg A, Jin Z, Crain B, Athas G, et al. Improved protein
extraction and protein identification from archival formalin-fixed paraffin-
embedded human aortas. Prot Clin Appl (2013) 7:217-24. doi:10.1002/prca.
201200064

Gamez-Pozo A, Ferrer NI, Ciruelos E, Lopez-Vacas R, Martinez FG, Espinosa
E, et al. Shotgun proteomics of archival triple-negative breast cancer samples.
Prot Clin Appl (2013) 7:283-91. doi:10.1002/prca.201200048

Wisniewski JR, Ostasiewicz P, and Mann M. High recovery FASP applied to
the proteomic analysis of microdissected formalin fixed paraffin embedded
cancer tissues retrieves known colon cancer markers. ] Proteome Res (2011) 10:
3040-9. doi:10.1021/pr200019m

Wisniewski JR, Du$ K, and Mann M. Proteomic workflow for analysis of
archival formalin-fixed and paraffin-embedded clinical samples to a depth of
10 000 proteins. Proteomics Clin Appl (2013) 7:225-33. doi:10.1002/prca.
201200046

Lemaire R, Desmons A, Tabet JC, Day R, Salzet M, and Fournier I. Direct
analysis and MALDI imaging of formalin-fixed, paraffin-embedded
tissue sections. ] Proteome Res (2007) 6:1295-305. doi:10.1021/
pr060549i

Paine MRL, Ellis SR, Maloney D, Heeren RMA, and Verhaert PDEM.
Digestion-free analysis of peptides from 30-year-old formalin-fixed,
paraffin-embedded tissue by mass spectrometry imaging. Anal Chem
(2018) 90:9272-80. doi:10.1021/acs.analchem.8b01838

et al

Pathology & Oncology Research

May 2021 | Volume 27 | Article 622855


https://doi.org/10.1002/pmic.201000595
https://doi.org/10.1007/978-1-60761-444-9_5
https://doi.org/10.1007/978-1-60761-444-9_5
https://doi.org/10.1093/nar/gkh131
https://doi.org/10.1038/nbt.3109
https://doi.org/10.1002/pmic.201200408
https://doi.org/10.1021/pr200611n
https://doi.org/10.1186/1471-2105-12-70
https://doi.org/10.1021/ac100359p
https://doi.org/10.1128/mcb.24.16.7249-7259.2004
https://doi.org/10.1039/9781782626732-FP001
https://doi.org/10.6026/97320630008167
http://bioinfogp.cnb.csic.es/tools/venny/index.html
https://www.ebi.ac.uk/pride/archive/
https://doi.org/10.1093/nar/gkw936
https://doi.org/10.1093/nar/gky1106
https://doi.org/10.1002/prca.201200046
https://doi.org/10.1002/prca.201200046
https://doi.org/10.1002/pmic.201000809
https://www.chem-agilent.com/pdf/strata/400925.pdf
https://doi.org/10.3892/or.16.4.747
https://doi.org/10.1038/sj.bjc.6604884
https://doi.org/10.1016/j.bbcan.2006.04.001
https://doi.org/10.1016/j.bbcan.2006.04.001
https://doi.org/10.1172/jci113648
https://doi.org/10.1089/10445490152122442
https://doi.org/10.1089/10445490152122442
https://doi.org/10.1007/s00535-010-0318-1
https://doi.org/10.1007/s00535-010-0318-1
https://doi.org/10.1007/s00432-009-0706-1
https://doi.org/10.1186/s12014-017-9143-3
https://doi.org/10.1046/j.1440-1827.2001.01291.x
https://doi.org/10.1046/j.1440-1827.2001.01291.x
https://doi.org/10.1002/(sici)1096-9896(199601)178:1<48::aid-path432>3.0.co;2-y
https://doi.org/10.1002/(sici)1096-9896(199601)178:1<48::aid-path432>3.0.co;2-y
https://doi.org/10.1186/1476-4598-7-14
https://doi.org/10.1016/s0891-5849(00)00313-0
https://doi.org/10.1016/s0891-5849(00)00313-0
https://doi.org/10.1002/prca.201200064
https://doi.org/10.1002/prca.201200064
https://doi.org/10.1002/prca.201200048
https://doi.org/10.1021/pr200019m
https://doi.org/10.1002/prca.201200046
https://doi.org/10.1002/prca.201200046
https://doi.org/10.1021/pr060549i
https://doi.org/10.1021/pr060549i
https://doi.org/10.1021/acs.analchem.8b01838

Rossouw et al.

68.

69.

70.

71.

Kyte J, and Doolittle RF. A simple method for displaying the hydropathic
character of a protein. J Mol Biol (1982) 157:105-32. doi:10.1016/0022-
2836(82)90515-0

Moggridge S, Sorensen PH, Morin GB, and Hughes CS. Extending the
compatibility of the SP3 paramagnetic bead processing approach for
proteomics. ] Proteome Res (2018) 17(4):1730-40. doi:10.1021/acs.
jproteome.7b00913

Batth TS, Tollenaere MAX, Riither PL, Gonzalez-Franquesa A,
Prabhakar BS, Bekker-Jensen S, et al. Protein aggregation capture on
microparticles enables multi-purpose proteomics sample preparation.
Mol Cell Proteomics (2018) 18(5):1027-35. d0i:10.1074/mcp.TIR118.
001270

Hughes CS, Moggridge S, Miiller T, Sorensen PH, Morin GB, and
Krijgsveld J. Single-pot, solid-phase-enhanced sample preparation for
proteomics experiments. Nat Protoc (2018) 14(1):1-18. doi:10.1038/
$41596-018-0082-x

72.

73.

LC-MS/MS FFPE of CRC Tissues

Liu H, Ponniah G, Neill A, Patel R, and Andrien B. Accurate determination of
protein methionine oxidation by stable isotope labeling and LC-MS analysis.
Anal Chem (2013) 85, 11705-9. doi:10.1021/ac403072w

Zang L, Carlage T, Murphy D, Frenkel R, Bryngelson P, Madsen M, et al.
Residual metals cause variability in methionine oxidation measurements in
protein pharmaceuticals using LC-UV/MS peptide mapping. ] Chromatogr B
Analyt Technol Biomed Life Sci (2012) 895-896, 71-6. doi:10.1016/j.jchromb.
2012.03.016

Copyright © 2021 Rossouw, Bendou, Blignaut, Bell, Rigby and Christoffels. This is an
open-access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) and the copyright owner(s) are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.

Pathology & Oncology Research

19

May 2021 | Volume 27 | Article 622855


https://doi.org/10.1016/0022-2836(82)90515-0
https://doi.org/10.1016/0022-2836(82)90515-0
https://doi.org/10.1021/acs.jproteome.7b00913
https://doi.org/10.1021/acs.jproteome.7b00913
https://doi.org/10.1074/mcp.TIR118.001270
https://doi.org/10.1074/mcp.TIR118.001270
https://doi.org/10.1038/s41596-018-0082-x
https://doi.org/10.1038/s41596-018-0082-x
https://doi.org/10.1021/ac403072w
https://doi.org/10.1016/j.jchromb.2012.03.016
https://doi.org/10.1016/j.jchromb.2012.03.016
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/

Rossouw et al.

GLOSSARY

ACN Acetonitrile

AmBic Ammonium bicarbonate
APFAR Acetone precipitation and formic acid resolubilization
BCA Bicinchoninic acid

CRC colorectal carcinoma

DRP detergent removal plates

ESI electrospray ionization

FA Formic acid

FDR False discovery rate

FFPE Formalin-fixed, paraffin-embedded
GO Gene ontology

H&E Hematoxylin and Eosin

HIAR Heat-induced antigen retrieval

HILIC Hydrophilic interaction liquid chromatography

LC-MS/MS FFPE of CRC Tissues

LC Liquid chromatography

LC-MS/MS Liquid chromatography coupled to tandem mass spectrometry

LFQ Label-free quantitation

MMTS Methylmethanethiosulfonate

MS Mass spectrometry

NSAF Normalized spectrum abundance factor
PCA Principal component analysis

PCC Pearson’s correlation coefficient

PSM Peptide Spectrum Match

PTM(s) Post-translational modification(s)
SDS Sodium dodecyl sulfate

SP3 Single-Pot Solid-Phase-enhanced Sample Preparation
TCEP Tris(2-carboxyethyl)phosphine

TEAB Triethylammonium bicarbonate

TFA Trifluoroacetic acid
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