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Enhanced differential expression 
statistics for data-independent 
acquisition proteomics
Tomi Suomi1,2 & Laura L. Elo1

We describe a new reproducibility-optimization method ROPECA for statistical analysis of proteomics 
data with a specific focus on the emerging data-independent acquisition (DIA) mass spectrometry 
technology. ROPECA optimizes the reproducibility of statistical testing on peptide-level and aggregates 
the peptide-level changes to determine differential protein-level expression. Using a ‘gold standard’ 
spike-in data and a hybrid proteome benchmark data we show the competitive performance of ROPECA 
over conventional protein-based analysis as well as state-of-the-art peptide-based tools especially in 
DIA data with consistent peptide measurements. Furthermore, we also demonstrate the improved 
accuracy of our method in clinical studies using proteomics data from a longitudinal human twin study.

The onset of high-throughput technology has enabled us to quantify complex protein mixtures using mass spec-
trometers. A widely used option for obtaining a global protein profile for a sample is label-free shotgun proteomics 
where the mass spectrometer is operated in data-dependent acquisition (DDA) mode. In this technique, the most 
intense precursor ions from a survey scan are isolated and fragmented to produce tandem mass spectra (MS/MS 
or MS2), which are then matched against a database of known sequences for peptide identification. However, 
shotgun proteomics suffers from two major drawbacks; the frequent occurrence of undersampling and taking the 
MS/MS spectra outside of the elution peak. This leads to low reproducibility and, consequently, only a proportion 
of detectable peptides will be identified reliably1.

A complementary approach to shotgun proteomics is the targeted mass spectrometry, which utilizes selected 
reaction monitoring (SRM). This approach uses the capabilities of triple quadrupole mass spectrometers to filter 
and selectively monitor a specific molecular ion and their corresponding fragment ions generated by collisional 
dissociation. These precursor-fragment ion pairs, termed SRM transitions, are repeatedly measured and counted 
over time, enabling reproducible quantification of the target peptides2, 3.

An emerging technology, called data-independent acquisition (DIA), capitalizes on the strengths of both the 
shotgun and targeted methods by combining the reproducibility of SRM with the extensive number of proteins 
identified in shotgun proteomics4–6. DIA methods avoid the need of detecting individual precursor ions during 
the analysis since the MS/MS scans are collected systematically (independently without precursor information) 
throughout the acquisition process. Unfortunately, due to the lack of a clear association between the precursor 
and its fragments, the data processing becomes more challenging and requires tools specifically designed for this 
task.

So far, most of the efforts to analyse data from DIA experiments have focused primarily on pre-processing and 
protein quantification and less on statistical analysis7–9. For instance, mapDIA10 offers multiple filtering options 
for pre-processing the input data. While proper pre-processing and quality control are crucial steps in the analy-
sis, another important step is the choice of the method for the downstream statistical analysis. Even though there 
are currently some tools available to specifically handle data obtained from DIA experiments, such as MSstats11 
and mapDIA10, there is still room for improvements in their performance. Therefore, the goal of this study was 
to develop a tool that could reliably estimate differential protein expression between sample groups, especially in 
DIA studies.

To this end we introduce here a new reproducibility-optimization method, called ROPECA 
(reproducibility-optimized peptide change averaging), which exploits all the peptide-level measurements when 
determining the protein-level changes. A schematic illustration of the workflow is shown in Fig. 1. ROPECA 
first optimizes the reproducibility of statistical testing for each data separately by maximizing the overlap of 
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top-ranked features over group-preserving bootstrap datasets to enable robust analysis12 and then combines 
all available data from the peptide-level to improve the accuracy of the results by estimating the significance 
of median peptide-level p-values using the beta distribution13. This approach is different from tools, such as 
InfernoRDN (formerly known as DAnTE), which roll up already the peptide-level abundances before applying 
any statistical testing14. To demonstrate the benefits of ROPECA over the previously published approaches, we 
tested it with DIA data from two diverse benchmark studies as well as a clinical twin study. Although the benefits 
of our method are expected to be strongest when using DIA data with consistent peptide-level measurements, the 
method is also applicable to more conventional shotgun proteomics data, where the limitation, however, is the 
typically large number of missing values combined with small sample sizes.

Results and Discussion
We first tested the applicability of our ROPECA method using the DIA profiling standard benchmark data, which 
contains 12 non-human proteins spiked into a constant human background in different concentrations1 (Table 1). 
These spike-in proteins are considered as true positives in our analysis. As expected, most background proteins 
had fold changes close to zero (Supplementary Fig. 1A).

The performance of ROPECA, protein-level t-test, and peptide-based MSstats and mapDIA were investigated 
using receiver operating characteristic (ROC) curves (Fig. 2A), which were produced by merging the individ-
ual results of all pairwise comparisons from the seven sample groups tested (see Materials and Methods for 
details). To focus on the range of practical relevance, partial areas under the curves (pAUC) were calculated 
for specificity above 0.9 for all the methods. ROPECA produced significantly higher pAUC value of 0.949 than 
t-test (pAUC = 0.858), MSstats (pAUC = 0.887) or mapDIA (pAUC = 0.928), with bootstrap test p < 0.01 in all 
comparisons.

In addition to evaluating the ability of the methods to rank the proteins in order of evidence for differential 
expression, we also investigated the number of detected true positives and false positives as a function of false 
discovery rate (FDR) threshold from the same comparisons. This showed that ROPECA detected the largest num-
ber of true positives (Fig. 2B) while simultaneously reporting a low number of false positives (Fig. 2C), further 
demonstrating its effectiveness over the other methods. Comparison to our previously introduced probe-level 
method PECA13 and our protein-level reproducibility-optimization method ROTS12 showed the combined bene-
fits of ROPECA with increased power to detect true positives like PECA while simultaneously reporting less false 
positives like ROTS (Supplementary Fig. 2). Investigation of the effect of the minimum intra-protein correlation 
filtering of the mapDIA software revealed that the filtering can both increase or decrease the performance of the 
methods depending on the selected parameters (Supplementary Fig. 3). However, none of the tested correlation 
filters on mapDIA resulted in higher pAUC values than the unfiltered ROPECA. This supports the robustness of 
our data-adaptive ROPECA and also demonstrates the difficulty in selecting the filtering parameters manually, 
when the underlying truth is not known, which is usually the case in real studies.

A data set with a large number of proteins that are up-regulated or down-regulated between the sample groups 
often reflects the actual biological changes more accurately than studies with just a small number of spike-in 

Figure 1. The general differential expression analysis workflow from experiment to downstream analysis. The 
dotted box highlights the ROPECA method, where the reproducibility-optimized test-statistic and the protein-
level significance are calculated.

Master 
mix 1

Master 
mix 2

Master 
mix 3 Background

Sample 1 1 200 1 1

Sample 2 1.1 125.99 4 1

Sample 3 1.21 79.37 16 1

Sample 4 1.33 50 64 1

Sample 5 10 4 256 1

Sample 6 11.01 2.52 1024 1

Sample 7 12.11 1.59 4096 1

Table 1. Summary of the relative concentrations of the spike-in samples in the DIA profiling standard used in 
assessing the performance of ROPECA.
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proteins like in the DIA profiling standard data. Therefore, we also tested ROPECA with a previously published 
hybrid proteome data15, where multiple organisms (human, yeast, and E. coli) were mixed together to create 
samples where 35% of the mixture contains proteins that are expected to be differentially expressed between the 
sample groups. These proteins are therefore considered as true positives in our analysis (Table 2). As expected, 
most of the other proteins had fold changes close to zero (Supplementary Fig. 1B).

Again, ROPECA produced significantly higher pAUC of 0.916 than t-test (pAUC = 0.836), MSstats 
(pAUC = 0.844) or mapDIA (pAUC = 0.895), with bootstrap test p < 0.01 in all comparisons (Fig. 2D). Although 
in terms of true positives, ROPECA performed slightly more conservatively than the other tested methods, at a 
typical FDR threshold of 0.05, the number of true positives reported by all the methods were roughly the same 
(Fig. 2E). In these data, the number of false positives was lowest with ROPECA, demonstrating its utility over 
the other methods (Fig. 2F). Similarly as in the DIA profiling standard data, ROPECA outperformed PECA and 
ROTS in terms of true and false positives (Supplementary Fig. 2).

Finally, we wanted to test the utility of the ROPECA method on clinical data. For this we used a publicly 
available twin study data set, which was generated using the DIA technology16. Out of the 116 individuals, each 
having two follow-up visits, we separated those 14 individuals that were diagnosed with type 2 diabetes mellitus 
(T2D) from the rest of the population; differential protein expression was then tested between these two groups 
using measurements from the first visit. To test the reproducibility of the detections at FDR threshold of 0.05, we 
compared the results obtained using the full dataset against randomly sampled subsets, ranging in size from 3 
to 13 (sampling without replacement). More specifically, we compared the proportion of common differentially 
expressed proteins identified in the full dataset with those found within a subset. Results of ROPECA (Fig. 3A), 
t-test (Fig. 3B), MSstats (Fig. 3C), and mapDIA (Fig. 3D) were illustrated using violin plots, each from 100 ran-
domly sampled subsets, together with their total number of proteins reported within each subset (Fig. 3E–H). On 
average, ROPECA detected more proteins than t-test, MSstats and mapDIA (Wilcoxon signed rank test p < 0.05). 
It also retained a higher number of common detections than t-test or MSstats especially at smaller sample sizes 
(Wilcoxon signed rank test p < 0.001 for all sample sizes when comparing ROPECA overlaps to t-test and MSstats 

Figure 2. Performance of ROPECA in two diverse benchmark data sets. (A) Receiver operating characteristic 
(ROC) curves of the different statistical methods in the DIA profiling standard data. The ROC curves were 
produced by merging the individual results of all pairwise comparisons. The partial area under the curve 
(pAUC) for specificity above 0.9 is shown for each method. (B,C) Number of true positives and false positives in 
the DIA profiling standard as a function of false discovery rate (FDR) threshold. The black dotted line represents 
optimal performance. (D) ROC curves in the hybrid proteome benchmark data. (E,F) Number of true positives 
and false positives in the hybrid proteome benchmark data as a function of FDR threshold. The black dotted line 
represents optimal performance.

E. coli Yeast Human

Sample A 5% 30% 65%

Sample B 20% 15% 65%

Table 2. Summary of the sample composition in the hybrid proteome benchmark data.
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overlaps). Overall, the highest relative overlap was produced by mapDIA. Notably, however, mapDIA produced 
significantly highest overlaps also in random mock comparisons generated by repeatedly splitting the data into 
two parts (Wilcoxon signed rank test p < 0.001 over 100 random comparisons, Supplementary Fig. 4). This is 
likely due to mapDIA having a significant correlation between the estimated FDR and the number of peptides for 
each protein (Pearson’s product-moment correlation p < 0.001 over all the random comparisons).

To estimate the proportion of false positive detections in the twin study, we similarly tested differential expres-
sion between artificial sample groups, which were created by randomly splitting the data of the first visits into two 
parts. As none of the proteins were expected to be differentially expressed, it enabled us to estimate the accuracy 
of the FDR values reported by each method. For 100 randomly sampled runs using FDR threshold of 0.05, the 
estimated FDR from mock comparisons was 0.002 with ROPECA, 2 × 10−5 with both t-test and MSstats, and 
0.004 with mapDIA, which suggests that all the estimates were conservative.

Finally, we investigated the biomedical relevance of the differentially expressed proteins (FDR < 0.05) 
reported by each method between the 14 individuals diagnosed with T2D and the rest of the twin study popula-
tion (n = 102) in both of the two follow-up visits. Ambiguous hits corresponding to multiple proteins or proteins 
detected using only a single peptide were filtered out. In addition, fold changes were required to be in the same 
direction on both visits. ROPECA identified a total of nine proteins as differentially expressed on both visits, t-test 
three, MSstats zero, and mapDIA eight proteins (Fig. 4A). Notably, the three proteins identified by t-test were 
also significant using both ROPECA and mapDIA, while three unique proteins were reported as significant by 
ROPECA and two by mapDIA (Fig. 4B).

Although the initial study was not aimed specifically to investigate T2D, the detected differentially expressed 
proteins (Fig. 4C) were well supported by existing literature. For example, increased plasma fibrinogen levels17 
and increased levels of fibrinogen alpha, beta and gamma chains18 have been reported in T2D patients. Also, the 
plasma levels of C3 have been shown to be significantly associated with the development of diabetes19. Decreased 
levels of apolipoprotein M in plasma of diabetic patients has been reported in multiple studies20, 21; the same 
can be said for adiponectin22, 23. Moreover, 10 out of the 11 proteins were found in the STRING database24 and 
known protein-protein interactions were reported between nine of them (Fig. 4D). Finally, we confirmed that for 
none of the candidate proteins, the protein abundance was significantly correlated with subject age (FDR > 0.05; 
Supplementary Fig. 5).

To summarize, we have developed a new reproducibility-optimized peptide-based tool, ROPECA, for per-
forming differential expression analysis on proteomics data. The method was tested and its benefits were illus-
trated using diverse DIA datasets. In the spike-in benchmark data and the hybrid proteome benchmark data, 
ROPECA systematically outperformed the currently accepted methods by reporting at least the same number 
of true positives as the other methods while simultaneously reporting less false positives at the typical FDR 
threshold of 0.05. Additionally, we showed the applicability of ROPECA in actual clinical data using a human 
twin study, where we identified several differentially expressed proteins supported by literature that would have 
been missed by conventional statistical testing. Besides enabling robust analysis of data that has been generated 
using various types of DIA approaches, the tool also works with conventional shotgun proteomics data. However, 
the performance is limited by the typically large number of missing values combined with a small sample size, 
making the bootstrap procedure of ROPECA less effective. There, our previously introduced PECA method is 
currently recommended (Supplementary Fig. 6). This approach, now shown to perform well using peptide-level 

Figure 3. Reproducibility of the results in the clinical twin study. (A–D) Violin plots showing the proportion 
of overlapping differentially expressed proteins (FDR < 0.05) between the full data set (i.e. using all available 
samples) and 100 random subsets of 3–13 individuals diagnosed with type 2 diabetes (T2D) using ROPECA, 
t-test, MSstats, and mapDIA. Differential expression analysis was performed between subjects diagnosed 
with T2D and the rest of the study population (n = 102). (E–H) Violin plots showing the total number of 
differentially expressed proteins in the subsets analysed in Figure (A–D).
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measurements, could also be further extended to exploit the possible fragment-level measurements. ROPECA 
is implemented in the PECA R-package, which is freely available from Bioconductor (https://bioconductor.org/
packages/PECA).

Materials and Methods
Analysis environment. For the analysis, the following tools were used: R 3.3.2, MSstats 3.6.0, PECA 1.10.0, 
ROTS 1.3.1, mapDIA 2.4.1, and genefilter 1.56.0. The scripts to perform the analyses are available from our web-
site (http://www.btk.fi/research/research-groups/elo/downloads/).

Reproducibility-optimized peptide change averaging (ROPECA). ROPECA uses peptide-level sta-
tistics to infer differential protein expression following a similar concept as our previously introduced PECA 
method13. Unlike in PECA, however, the peptide-level test statistics are optimized to maximize the reproducibil-
ity of the detections. To achieve this, ROPECA uses the reproducibility-optimized test statistic (ROTS)25. More 
specifically, it optimizes the reproducibility by choosing a statistic from a family of t-type statistics that maximizes 
the overlap of top-ranked peptides in group-preserving bootstrap datasets. The modified t-statistic is calculated 
as:

α α
=

−
+αd

x x
s (1)

1 2

1 2

where −x x1 2  is the difference between the two group averages of normalized peptide abundances, α1 and α2 are 
non-negative parameters to be optimized, and s is the pooled standard error. The optimal statistic is determined 
by maximizing the reproducibility Z-score:
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Figure 4. Differentially expressed proteins in type 2 diabetes (T2D). (A) Overlaps of differentially expressed 
proteins (FDR < 0.05) in the two follow-up visits using ROPECA, t-test, MSstats, and mapDIA. (B) Overlaps of 
the differentially expressed proteins between the different methods. MSstats was omitted as it did not report any 
proteins on both visits. (C) Fold changes of the differentially expressed proteins on both visits. Only proteins 
with fold change to the same direction on both visits and identified using more than a single peptide were 
included. (D) Known protein-protein interactions between the differentially expressed proteins shown in panel 
C reported in the STRING database.
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over a lattice α ∈ . ...{0, 0 01, , 5}1 , α ∈ {0, 1}2 , ∈ ...k F{0, 1, 2, , }, where F is the total number of peptides in the 
data, αR d( )k  is the reproducibility of statistic αd  at top list size k in bootstrap datasets, αR d( )k

0  is the corresponding 
reproducibility in randomized datasets permuted over samples, and αs d( )k  is the standard deviation of the boot-
strap distribution. Reproducibility is defined as the average overlap of k top-ranked peptides over pairs of boot-
strapped datasets.

For protein-level inference of differential expression, the median of peptide-level p-values is used as a score 
for each protein taking the direction of change into account. The protein-level significance of the detection is 
then calculated using beta distribution. Under the null hypothesis, the p-values of the peptides follow the uni-
form distribution U(0,1). Furthermore, the order statistics from U(0,1) distribution follow a beta distribution. 
More specifically, the ith order statistic of sample size n has a beta distribution B(γ,δ) with parameters γ = i and 
δ = n − i + 1 26. The significance of the median p-value for a protein with n peptides is hence calculated using the 
cumulative distribution function of the beta distribution’s probability density function27:

∫γ δ
−γ δ− −

B
x x dx1

( , )
(1 )

(3)

P

0

1 1m

where Pm is the observed median p-value of peptides belonging to the protein. Finally, the FDR is calculated using 
the Benjamini-Hochberg procedure.

MSstats, mapDIA and t-test. Bioconductor package MSstats and SourceForge package mapDIA were 
applied to the normalized peptide-level data. In MSstats, the analysis was done using the default settings. No 
normalization was performed in the dataProcess function. In mapDIA, the experimental design was set as 
IndependentDesign. No normalization or imputation of data within the software was used. Standard deviation 
factor (SDF) was set to inf and median intra-protein correlation cutoff (MIN CORREL) was set to −1. Minimum 
number of observations for each group (MIN_OBS) was set to 1 and minimum number of peptides per pro-
tein (MIN_PEP_PER_PROT) was set to 1. These settings ensure that that no additional filtering was performed 
within the software and that the benchmark focuses only on the statistical model of the software. A two-sided 
two-group t-test with equal variances was applied using rowttests function in the Bioconductor genefilter package 
to the protein-level data obtained by summarizing the normalized peptide intensities. The Benjamini-Hochberg 
procedure was used to control the FDR of t-test. For MSstats and mapDIA, the FDR reported by the software was 
used.

DIA profiling standard. For benchmarking purposes we used the DIA profiling standard of Bruderer et 
al.1, which contains 12 non-human proteins spiked into a constant human background (HEK-293) with differ-
ent known concentrations in eight sample groups, each having three replicates. The DIA data used here were 
downloaded from the supplementary files of Bruderer et al. containing local regression normalized28 peptide 
quantifications preprocessed using Spectronaut29. For t-test the normalized peptide intensities were summed to 
protein-level. The DIA profiling standard is available from PeptideAtlas: No. PASS00589 (username PASS00589, 
password WF6554orn).

Results are shown after excluding sample group 8 from the analyses. There was large variability in the compar-
isons involving the sample group 8, and all the tested methods performed exceptionally poor in those compar-
isons. We hypothesized that a high abundance of some proteins in the sample (relative concentration of 16 384 
times the background) had an impact on the quantitation of other proteins, thus leading to biased results. This 
effect is typical for DDA data12. By filtering out the group 8 from the analysis, we increased the performance of all 
the methods, especially reducing the number of false positives.

Hybrid proteome data. We also used data from Kuharev et al.15 for benchmarking differential expression 
in DIA data. The data was originally used for testing three different software packages (ISOQuant, Progenesis 
and Synapter) for processing MSE 30 and UDMSE 6 DIA data. The data consists of two hybrid proteome samples of 
known composition, both with five technical replicates. The samples contain human, yeast and E. coli proteins, 
where only the proportion of yeast and E. coli proteins change between the two sample groups. This consti-
tutes 35% of the total sample composition, thus reflecting an actual biological sample, where a large number 
of proteins can be differentially expressed. Raw and pre-processed data are available from the PRIDE Archive 
(id PXD001240). From all the available data, we used the UDMSE based results, which were processed using 
ISOQuant software. For ROPECA, MSstats and mapDIA, the intensities of identical peptide sequences were 
first summed to form the peptide-level data and this peptide-level data was then median normalized. The same 
peptide-level data was used with each method to ensure comparability. For t-test, these median normalized pep-
tide intensities were further summed to protein-level.

Longitudinal clinical twin data. To demonstrate the performance of ROPECA in clinical proteomic stud-
ies, we used data from a longitudinal human twin study by Liu et al.16, which consists of human plasma pro-
teins quantified using the SWATH technique4. The samples were collected longitudinally from two time points 
at intervals of 2–7 years from 72 monozygotic and 44 dizygotic twins. The preprocessed OpenSWATH data was 
downloaded from the PRIDE Archive (id PXD001064) and converted to suitable matrix format for statistical 
analysis using SWATH2stats R-package31. The peptide-level data was median normalized and used as input for 
ROPECA, MSstats and mapDIA analysis. For t-test, we used the available protein-level data, which was median 
normalized similarly.



www.nature.com/scientificreports/

7Scientific RepoRts | 7: 5869  | DOI:10.1038/s41598-017-05949-y

References
 1. Bruderer, R. et al. Extending the Limits of Quantitative Proteome Profiling with Data-Independent Acquisition and Application to 

Acetaminophen-Treated Three-Dimensional Liver Microtissues. Mol. Cell. Proteomics 14, 1400–1410 (2015).
 2. Lange, V., Picotti, P., Domon, B. & Aebersold, R. Selected reaction monitoring for quantitative proteomics: a tutorial. Mol. Syst. Biol. 

4, 222 (2008).
 3. Picotti, P. & Aebersold, R. Selected reaction monitoring–based proteomics: workflows, potential, pitfalls and future directions. Nat. 

Methods 9, 555–566 (2012).
 4. Gillet, L. C. et al. Targeted data extraction of the MS/MS spectra generated by data-independent acquisition: a new concept for 

consistent and accurate proteome analysis. Mol. Cell. Proteomics 11, O111.016717 (2012).
 5. Egertson, J. D. et al. Multiplexed MS/MS for improved data-independent acquisition. Nat. Methods 10, 744–746 (2013).
 6. Distler, U. et al. Drift time-specific collision energies enable deep-coverage data-independent acquisition proteomics. Nat. Methods 

11, 167–70 (2014).
 7. Bilbao, A. et al. Processing strategies and software solutions for data-independent acquisition in mass spectrometry. Proteomics 15, 

964–80 (2015).
 8. Teleman, J. et al. DIANA–algorithmic improvements for analysis of data-independent acquisition MS data. Bioinformatics 31, 

555–562 (2015).
 9. Tsou, C.-C. et al. DIA-Umpire: comprehensive computational framework for data-independent acquisition proteomics. Nat. 

Methods 12, 258–264 (2015).
 10. Teo, G. et al. mapDIA: Preprocessing and statistical analysis of quantitative proteomics data from data independent acquisition mass 

spectrometry. J. Proteomics, doi:10.1016/j.jprot.2015.09.013 (2015).
 11. Choi, M. et al. MSstats: an R package for statistical analysis of quantitative mass spectrometry-based proteomic experiments. 

Bioinformatics 30, 2524–6 (2014).
 12. Pursiheimo, A. et al. Optimization of Statistical Methods Impact on Quantitative Proteomics Data. J. Proteome Res. 14, 4118–4126 

(2015).
 13. Suomi, T., Corthals, G. L., Nevalainen, O. S. & Elo, L. L. Using Peptide-Level Proteomics Data for Detecting Differentially Expressed 

Proteins. J. Proteome Res. 14, 4564–4570 (2015).
 14. Polpitiya, A. D. et al. DAnTE: a statistical tool for quantitative analysis of -omics data. Bioinformatics 24, 1556–8 (2008).
 15. Kuharev, J., Navarro, P., Distler, U., Jahn, O. & Tenzer, S. In-depth evaluation of software tools for data-independent acquisition 

based label-free quantification. Proteomics 15, 3140–51 (2015).
 16. Liu, Y. et al. Quantitative variability of 342 plasma proteins in a human twin population. Mol. Syst. Biol. 11, 786 (2015).
 17. Bembde, A. S. A study of plasma fibrinogen level in type-2 diabetes mellitus and its relation to glycemic control. Indian J. Hematol. 

Blood Transfus. 28, 105–108 (2012).
 18. Sleddering, M. A. et al. Proteomic analysis in type 2 diabetes patients before and after a very low calorie diet reveals potential disease 

state and intervention specific biomarkers. PLoS One 9, e112835 (2014).
 19. Engström, G., Hedblad, B., Eriksson, K.-F., Janzon, L. & Lindgärde, F. Complement C3 is a risk factor for the development of 

diabetes: a population-based cohort study. Diabetes 54, 570–5 (2005).
 20. Niu, N. et al. Single nucleotide polymorphisms in the proximal promoter region of apolipoprotein M gene (apoM) confer the 

susceptibility to development of type 2 diabetes in Han Chinese. Diabetes. Metab. Res. Rev. 23, 21–5 (2007).
 21. Plomgaard, P. et al. Apolipoprotein M predicts pre-beta-HDL formation: studies in type 2 diabetic and nondiabetic subjects. J. 

Intern. Med. 266, 258–67 (2009).
 22. Yamamoto, S. et al. Circulating adiponectin levels and risk of type 2 diabetes in the Japanese. Nutr. Diabetes 4, e130 (2014).
 23. Riaz, S. Study of Protein Biomarkers of Diabetes Mellitus Type 2 and Therapy with Vitamin B1. J. Diabetes Res. 2015, 1–10 (2015).
 24. Szklarczyk, D. et al. STRING v10: protein-protein interaction networks, integrated over the tree of life. Nucleic Acids Res. 43, 

D447–52 (2015).
 25. Elo, L. L., Filén, S., Lahesmaa, R. & Aittokallio, T. Reproducibility-optimized test statistic for ranking genes in microarray studies. 

IEEE/ACM Trans. Comput. Biol. Bioinform. 5, 423–31 (2008).
 26. Gentle, J. E. Computational Statistics. (Springer, 2009).
 27. Gupta, A. K. & Saralees, N. Handbook of Beta Distribution and Its Applications. (CRC Press, 2004).
 28. Callister, S. J. et al. Normalization approaches for removing systematic biases associated with mass spectrometry and label-free 

proteomics. J. Proteome Res. 5, 277–286 (2006).
 29. Bernhardt, O. M. et al. Spectronaut: A fast and efficient algorithm for MRM-like processing of data independent acquisition 

(SWATH-MS) data. Biognosys. ch (2012).
 30. Silva, J. C., Gorenstein, M. V., Li, G.-Z., Vissers, J. P. C. & Geromanos, S. J. Absolute quantification of proteins by LCMSE: a virtue of 

parallel MS acquisition. Mol. Cell. Proteomics 5, 144–56 (2006).
 31. Blattmann, P., Heusel, M. & Aebersold, R. SWATH2stats: An R/Bioconductor Package to Process and Convert Quantitative 

SWATH-MS Proteomics Data for Downstream Analysis Tools. PLoS One 11, e0153160 (2016).

Acknowledgements
We thank D. Coté, O. Nevalainen, P. Nuutila and R. Moulder for their insights. Dr. Elo reports grants from 
the European Research Council (ERC) (677943), European Union’s Horizon 2020 research and innovation 
programme (675395), Academy of Finland (296801 and 304995), Juvenile Diabetes Research Foundation JDRF 
(2-2013-32), Tekes – the Finnish Funding Agency for Innovation (1877/31/2016) and Sigrid Juselius Foundation, 
during the conduct of the study.

Author Contributions
L.L.E. conceived and supervised the project and participated in writing of the manuscript. T.S. implemented the 
R-package, performed the analyses and drafted the manuscript.

Additional Information
Supplementary information accompanies this paper at doi:10.1038/s41598-017-05949-y
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

http://dx.doi.org/10.1016/j.jprot.2015.09.013
http://dx.doi.org/10.1038/s41598-017-05949-y


www.nature.com/scientificreports/

8Scientific RepoRts | 7: 5869  | DOI:10.1038/s41598-017-05949-y

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://creativecommons.org/licenses/by/4.0/

	Enhanced differential expression statistics for data-independent acquisition proteomics
	Results and Discussion
	Materials and Methods
	Analysis environment. 
	Reproducibility-optimized peptide change averaging (ROPECA). 
	MSstats, mapDIA and t-test. 
	DIA profiling standard. 
	Hybrid proteome data. 
	Longitudinal clinical twin data. 

	Acknowledgements
	Figure 1 The general differential expression analysis workflow from experiment to downstream analysis.
	Figure 2 Performance of ROPECA in two diverse benchmark data sets.
	Figure 3 Reproducibility of the results in the clinical twin study.
	Figure 4 Differentially expressed proteins in type 2 diabetes (T2D).
	Table 1 Summary of the relative concentrations of the spike-in samples in the DIA profiling standard used in assessing the performance of ROPECA.
	Table 2 Summary of the sample composition in the hybrid proteome benchmark data.




