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Label-free Quantitative Analysis of 
protein expression Alterations in 
miR-26a-Knockout HeLa Cells using 
SWATH-MS Technology
Hexiao Shen1,2, Li Li2, Zhaowei Teng3, Tianqing Meng4, Xiangbin Kong5, Yan Hu6, Yun Zhu7 & 
Lixin Ma1

MicroRNAs (miRNAs) bind to the 3ʹ-untranslated region of target mRNAs in a sequence-specific manner 
and subsequently repress gene translation. Human miR-26a has been studied extensively, but the 
target transcripts are far from complete. We first employed the CRISPR-Cas9 system to generate an 
miR-26a-knockout line in human cervical cancer HeLa cells. The miR26a-knockout line showed increased 
cell growth and altered proliferation. Proteomics technology of sequential window acquisition of 
all theoretical mass spectra (SWATH-MS) was utilized to compare the protein abundance between 
the wild-type and the knockout lines, with an attempt to identify transcripts whose translation was 
influenced by miR-26a. Functional classification of the proteins with significant changes revealed their 
function in stress response, proliferation, localization, development, signaling, etc. Several proteins in 
the cell cycle/proliferation signaling pathway were chosen to be validated by western blot and parallel 
reaction monitoring (PRM). The satisfactory consistency among the three approaches indicated the 
reliability of the SWATH-MS quantification. Among the computationally predicted targets, a subset 
of the targets was directly regulated by miR-26a, as demonstrated by luciferase assays and Western 
blotting. This study creates an inventory of miR-26a-targeted transcripts in HeLa cells and provides 
fundamental knowledge to further explore the functions of miR-26a in human cancer.

MicroRNAs (miRNAs) are a subgroup of small RNAs with an average length of 22 nucleotides1. miRNAs were 
first discovered in animals but are now known to exist in plants, fungi, and viruses1–6. As non-coding RNAs, miR-
NAs regulate gene expression at the translational level through sequence-specific binding to the 3ʹ-untranslated 
region (UTR) of target mRNAs and subsequently repress gene translation7. The sequence-specific binding 
between miRNA and its target mRNA has relatively low stringency requirements; therefore, each miRNA has 
numerous target mRNAs. Additionally, the existence of multiple recognition sites within the 3ʹ-UTR region of the 
target mRNA increases the complexity of the miRNA/mRNA interactions8. Thus, great effort has been devoted 
to identify miRNAs and their targets as well as to explore the mechanisms and functions of miRNA regulation of 
gene expression. It is well known that miRNAs play pivotal regulatory roles in a multitude of cellular processes, 
including human cancer9.

Human miR-26a has been studied extensively, and its multiple functions have been revealed10. For exam-
ple, miR-26a, together with miR-26b and miR-29b, has been found to accelerate osteogenic differentiation of 
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unrestricted somatic stem cells from human cord blood11. In addition, Huse et al. have reported that miR-26a is 
regulated by a phosphatase and tensin homolog and that miR-26a amplification facilitates gliomagenesis in vivo8. 
miR-26a is also known to function in skeletal muscle differentiation and regeneration12 as well as innate immune 
signaling during Mycobacterium tuberculosis infection13. However, the downstream target transcripts of miR-26a 
are far from completely known, and the regulatory mechanisms of miR-26a are complicated, deserving further 
investigation10.

In order to screen for miR-26a target transcripts in a high-throughput assay, we first employed the 
CRISPR-Cas9 gene editing method to generate an miR-26a-knockout cell line in human cervical cancer HeLa 
cells. Established in 1951, HeLa, the first continuous human cancer cell line, has been a primary model system 
for cancer research14. HeLa cells also have been employed to study miRNA functions. For instance, miR-21 has 
been found to promote cell proliferation and repress programmed cell death 4 in HeLa cells15. For generation 
of an miR-26a-knockout mutant in HeLa cells, we chose the recently developed approach of the RNA-guided 
CRISPR-Cas9 system. Compared to other genome editing systems, such as zinc-finger nucleases and transcrip-
tion activator-like effector nucleases, the CRISPR-Cas system has the features of an easier design, high specificity 
and efficiency, suitability for high-throughput screening or multiple gene editing, and adaptions in various cell 
types16. Particularly, the CRISPR-Cas method has been successfully applied in HeLa cells to generate an NADPH 
oxidase 4 (NOX4)-knockout line to study NOX4 function17.

After generation of the miR-26a-knockout cell line, a cutting-edge proteomics technology was employed to 
compare the protein abundance between the wild-type and the knockout lines at a global level, with an attempt to 
identify genes regulated by miR-26a in HeLa cells. Sequential window acquisition of all theoretical mass spectra 
(SWATH-MS), also called MS/MSall, is a recently developed label-free strategy for high-throughput quantitative 
proteomics. This strategy employs a data-independent acquisition mode on mass spectrometry, thus improving 
the peptide coverage for better protein identification, compared to the traditional data-dependent acquisition 
methods18. For example, Rosenberger et al. have employed SWATH-MS to acquire spectra of more than 10,000 
human proteins (50.9% of the human proteome) from a collection of human specimens and further enabled the 
targeted analyses of these proteins19.

The aim of this study was to use the SWATH-MS strategy to quantify and compare proteins in both wild-type 
and miR-26a-knockout HeLa cells. Functional classification of the proteins with altered expression was per-
formed, and several of the identified proteins were confirmed by western blotting and parallel reaction monitor-
ing (PRM). The results from the three approaches showed satisfactory consistency, indicating the reliability of the 
quantification results by the SWATH-MS experiments. We also employed bioinformatics tools to predict miR-26a 
targets and compared the predictions to the proteomics-revealed putative targets. Among the targets that were 
identified by proteomics and bioinformatics, direct regulation by miR-26a was validated by luciferase assays and 
Western blotting, including NUF2, CDK6, MYPN, DNAJC9, USP47, and PPA1. This study created an inventory 
of miR-26a-targeted genes in HeLa cells and provides fundamental knowledge to further explore the functions of 
miR-26a in human cancer.

Results
Generation of the miR-26a-knockout HeLa cell line with the CRISPR-Cas9 gene editing sys-
tem. We generated the miR-26a-knockout HeLa cell line using the CRISPR-Cas9 gene editing system. Two 
single-guide RNAs (sgRNAs) were designed for miR-26a depletion (Fig. 1a) and cloned into the lentiCRISPRv2 
vector. Insertion into the vector was confirmed by DNA sequencing (Fig. 1b). After transfection, a mutation 
caused by a 28-bp deletion in the targeted site was also confirmed by nucleotide sequencing (Fig. 1c). The miR-26a 
level in the knockout line was significantly lower (76% decrease) than that in the wild-type cells (Supplemental 
Fig. S1).

miR-26a-deficient cells exhibit increased cell growth and proliferation. Compared to the 
wild-type HeLa cells, the miR-26a-deficient cells (knockout line) exhibited an increased cell growth (Fig. 2a). 
Therefore, we also compared the proliferation of the wild-type and the knockout lines. A much higher percentage 
of cells staying in the G2 phase was observed in the miR-26a-deficient cells (Fig. 2b). We also determined the 
extent of apoptosis by annexin V staining and flow cytometry and found that the percentage of apoptotic cells in 
the miR-26a-deficient line was significantly less than that in the wild-type HeLa cells (Fig. 2c). These data sug-
gested that miR26-a targets the functions of cell growth and proliferation. This conclusion is also supported by 
previous reports20,21.

Comparative proteomics between the wild-type and the miR-26a-knockout lines using SWATH-MS.  
First, we designed the experimental flowchart for SWATH-MS-based quantitative proteomics (Supplemental 
Fig. S2). Three biological replicates of both wild-type (NC-HeLa) and miR-26a-knockout (KO-HeLa) lines were 
prepared, with each containing 107 cells. Proteins were extracted from the harvested cells and quantified. A 
pooled sample of the above-mentioned six biological replicates (three for NC-HeLa cells and three for KO-HeLa 
cells) were used to generate a reference library. The six individual samples were analyzed with SWATH 2.0 soft-
ware (Sciex, USA). All of the acquired data were used for statistical analysis and relative protein quantitation 
across all six samples in both groups. Proteins with significantly altered expression levels were further analyzed 
to reveal potential miR26-a functions, and some were selected for validation using PRM and western blotting.

A total of 3201 proteins were identified in the wild-type and miR-26a-knockout HeLa cell lines, and 1646 
proteins from the two groups of samples were relatively quantified (Supplemental Fig. S3A and Supplemental 
Table 1). We also found that approximately 68.31% of the proteins had quantitative coefficients of variation 
(CVs) < 25% within the biological replicates of the miR-26a-knockout group, and approximately 66.33% of 
the proteins had quantitative CVs <25% within the biological replicates of the wild-type group (Supplemental 
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Figure 1. Generation of the miR-26a-knockout line in HeLa cells using the CRISPR-Cas9 system. (a) Two 
sgRNAs were designed for miR-26a depletion by CRISPR DESIGN (http://crispr.mit.edu/). (b) The sequencing 
results showed that the two sgRNAs were appropriately inserted into the lentiCRISPRv2 vector. (c) The 
sequencing data revealed that a 28-bp deletion in the target site was introduced by the CRISPR-Cas9 system.

Figure 2. The miR-26a-deficient cells exhibited an altered growth rate and cell cycle. (a) The miR-26a-knockout 
HeLa cells had a significantly increased cell growth rate, compared to the wild-type cells. (b) The effect of miR-
26a knockout on cell cycle progression. The percentage of cells in the G2 phase was significantly increased after 
miR-26a knockout. (c) Apoptosis was determined by annexin V staining and flow cytometry.
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Fig. S3B). The Pearson correlation coefficients of the protein abundance across the three biological replicates 
within each group were all over 0.9 (Supplemental Fig. S4). These analyses indicate a good reproducibility of the 
biological replicates in each group. Based on a threshold of p < 0.05 (Student’s t test between the wild-type and 
knockout lines) and a fold change >1.5, 466 proteins were found to have significantly altered expression levels 
(Supplemental Fig. S3), with 214 proteins upregulated and 252 proteins downregulated in the miR-26a-knockout 
line compared to the wild-type line. Figure 3a shows the volcano plot of the p values and fold changes (log2) of the 
1646 relatively quantified proteins from the two groups. In addition, Fig. 3b shows the heat map analysis of the 
466 proteins with significantly altered expression levels.

Functional classification of these proteins revealed their functions in stress response, proliferation, localiza-
tion, development, signaling, etc. (Fig. 3c,d). For example, a large portion (106/214) of the miR-26a-repressed 
proteins (i.e., upregulated proteins in the knockout line) are responsive to stimuli (Supplemental Table 3). Among 
these proteins, the putative heat shock protein (HSP) 90 showed a 76.4% increase in expression in the miR-
26a-knockout line, compared to the wild-type cells. HSPs have been reported to be induced in a wide range 
of human cancers22, and the high levels might provide an environment conducive for cancer development23. 
Specifically, inhibition of HSP90 results in degradation of oncogenic proteins in cancer cells; thus, HSP90 has 
been proposed as a promising target for cancer chemotherapeutics24. In addition, HSP90 has been found to be a 
target of miR-223, miR-27a, and miR-49925–27. Because HSPs are known to regulate polypeptide binding, fold-
ing, and release through ATP binding and hydrolysis23, it is not surprising that we observed that a couple of 
ATPases were upregulated in the absence of miR-26a, including mitochondrial ATP synthase subunit delta and 
Na+/K+-transporting ATPase subunit beta-3.

Another distinguished group includes proteins involved in signaling pathways (Supplemental Table 3). The 
guanine nucleotide-binding protein (G-protein)-related signaling pathway functions in a variety of cellular pro-
cesses, e.g., metabolism, development, and reproduction. In addition, G-protein-coupled receptors (GPCRs) are 
a large family of signal-conveying membrane proteins. Upon ligand binding to GPCRs, the GPCR conformational 
change facilitates activation of the heterotrimeric G protein and subsequent related signaling pathways28. GCPRs 
are newly emerged potential targets for cancer treatment29. The G-protein alpha subunit has been reported to 
be a potent tumor suppressor in childhood brain tumors30. Here, the G-protein subunit alpha-13 and the signal 
recognition particle receptor subunit alpha, two proteins involved in the G-protein signaling pathway, were found 

Figure 3. SWATH-MS analysis revealed differentially expressed proteins between the wild-type and knockout 
cell lines. (a) Volcano plot of the p values and fold changes (log2) of the 1646 relatively quantified proteins 
from the two groups. (b) Heat map analysis of the 466 proteins with significantly altered expression levels. The 
heat map was produced via Genesis78. All of the significantly altered proteins were grouped into six clusters 
(labeled as A–F on the right side of the heat map) based on the protein expression patterns. (c) GO analysis of 
the upregulated proteins in the miR-26a-knockout line, compared to the wild-type line. (d) GO analysis of the 
downregulated proteins in the miR-26a-knockout line, compared to the wild-type line.
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to be repressed by miR-26a. Such a linkage between G-protein signaling components and miR-26a has been rarely 
reported previously.

The 14-3-3 proteins, with specific binding activity to phosphorylated serine and threonine, are multifunc-
tional in various biological processes, such as cell proliferation and migration, cancer progression, etc.31. These 
proteins have been reported to be regulated by miR-152 and miR-45132,33. Here, we observed that 14-3-3 sigma 
was repressed by miR-26a, expanding the regulatory interactions between miRNA and 14-3-3 family proteins. 
Protein phosphorylation and dephosphorylation are universal key mechanisms for cellular signal transduction. 
Not surprisingly, several protein phosphatases and kinases have been found to be targets of miR-26a, including 
serine/threonine-protein phosphatase 2 A (PP2A), protein kinase C (PKC, alpha type), serine/threonine-protein 
kinase 26, mitogen-activated protein kinase 1 (MAPK1), and cyclin-dependent kinases. PP2A as well as PKC 
have been proven to be critically involved in the control of cellular growth, cell survival, and cancer progres-
sion34,35. In addition, MAPK1 has recently been reported to be a target of miR-329-3p and function as a sup-
pressor of cell proliferation, migration, and invasion in cervical cancer36. These observations indicate that not 
only post-translational modification but also miRNA-mediated regulation at the translational level are critical in 
oncogenesis.

Another group of upregulated proteins is involved in the ubiquitin-proteasome system, a key regulator of cell 
growth and apoptosis, including proteasome subunit alpha type, proteasome assembly chaperone 3, and several 
E3 ubiquitin-protein ligases and ubiquitin-conjugating enzymes. This observation suggests an enhancement in 
the intracellular protein degradation of the faster-growing knockout cell line. Several pieces of evidence have 
shown that proteasome inhibitors induce apoptosis and thus are cytotoxic to cancer cells, with the potential to 
be applied to target proteasomes in cancer therapy37,38. Moreover, it has been reported that miR-101 targets the 
proteasome assembly factor POMP and suppresses tumor cell proliferation39. The mechanism of how miR-26a, 
with these identified putative targets in the ubiquitin-proteasome system, acts as an anticancer miRNA deserves 
further investigation.

Additionally, several proteins function in cell growth, death, and proliferation (Supplemental Table 3), includ-
ing cyclin-dependent kinases (CDKs) 1, 4, and 6. These CDKs were found to be regulated by miR-26a, and these 
kinases are known to be key regulators of the cell cycle40,41. Other groups of miR-26a-repressed proteins included 
vesicle coat proteins (coatomer subunits beta, gamma, and delta), translation initiation factors (eukaryotic 
translation initiation factors 2, 3, and 5), and non-motor actin binding proteins (shootin-1, calponin-3, destrin, 
tropomodulin-3, fascin, etc.). A subunit of coatomer protein has been reported to harbor miR-152 (encoded by 
the first intron of the gene), which shows tumor suppressive activities in vitro and in vivo42. Furthermore, some 
miRNAs are known to regulate cytoskeletal organization, e.g., miR-143, miR-145, and miR-94043,44.

Our study identified 252 miR-26a-induced proteins (i.e., downregulated proteins in the knockout line; 
Supplemental Table 2). These proteins are mainly involved in stress responses, development, signal transduction, 
localization establishment, and reproduction (Supplemental Table 3; Fig. 3d). Moreover, redox regulation is a 
typical phenomenon linked to stress responses, in which reactive oxygen species (ROS) production is promoted 
upon stress as either a consequence or a signaling event, especially in cancer45,46. Proteins involved in redox regu-
lation were found to be decreased in the miR-26a-deficient line, including glutathione peroxidase, mitochondrial 
glutathione reductase, and thioredoxin-dependent peroxide reductase.

Several ribosomal proteins (RPs) were found to be downregulated in the miR-26a-knockout cell line, including 
the 60 S ribosomal proteins L13, L18, L16, L30, and 40 S as well as the ribosomal proteins S10, S13, S18, and S24. 
RPs are ribosomal components that function in ribosome biogenesis and protein translation. Amsterdam et al.47  
have reported several RPs as cancer genes in zebrafish and have proposed the roles of RPs in human tumorigene-
sis. In addition, Guimaraes and Zavolan have observed consistent dysregulation of individual RP expression in a 
range of cancer types48. On the other hand, RP gene haploinsufficiency has been found to be a common vulnera-
bility of human cancers49. This observation reasonably explains our finding of downregulation of some RPs in the 
miR-26a-deficient line, which showed tumorous features.

Proteins showing a decreased abundance in the miR-26a-knockout line also included the category of cellular 
localization and transport, e.g., charged multivesicular body protein 5, clathrin heavy chain 1, general vesicu-
lar transport factor p115, importin subunit alpha-7, and nuclear pore membrane glycoprotein 210. Vesicular 
transport and signaling pathways are known to play important roles in tumorigenesis; and dysregulated vesi-
cle trafficking systems have been observed in a variety of cancer cells50. The small GTPase Rab31, a regulatory 
factor of the vesicular transport system, also was found to be decreased in the knockout line. Elevation of the 
Rab31 level has been observed in breast cancer51. Our results suggest that the regulatory role of miR-26a on the 
vesicular transport system is linked to oncogenesis. Altogether, our proteomics analysis created an inventory of 
miR-26a-regulated transcripts in HeLa cells and provides fundamental knowledge to further explore the func-
tions of miR-26a in human cancer.

Pathway analysis of miR-26-targeted proteins. Next, we performed pathway analysis of the proteins 
with significantly altered expression levels (Fig. 4). A total of 1950 interactions were identified among the 413 pro-
teins (see Supplemental Table 2 for protein name abbreviations). DNA topoisomerase 2-alpha (TOP2A) showed 
interactions with 63 other proteins, representing the most distinguished protein node in the interaction network. 
TOP2A has been found to be amplified in breast and some other cancers52. Cowell et al.53 also have reported an 
interaction between TOP2A and P53, a crucial tumor suppressor54. The multiple interactions with TOP2A and 
other miR-26a-regulated proteins suggest that the TOP2A-related pathways play a critical role in carcinogenesis 
and/or anticarcinogenesis.

Validation of some proteins of interest using western blot and PRM. Together with the observation 
that the miR-26a-knockout line showed increased cell growth and altered proliferation, we chose several proteins 
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involved in cell proliferation to validate the quantification results by western blot and PRM. All the proteins we tested 
showed consistent trends of abundantly altered expression levels (Figs 5 and S4). CDK1, CDK4, and CDK6 were 
found to be upregulated in the miR-26a-knockout line, suggesting their suppression by miR-26a. CDK1 is a central 
regulator that promotes mitosis; while CDK4 and CDK6 are activated in the early G1 stage to block retinoblastoma 
repression40,41. The 14-3-3 protein (SFN) and BH3-interacting domain death agonist p15 (BID) are also potential 
miR-26a-suppressed genes. Cytochrome c (CYC) and the apoptosis regulator BAX were downregulated in the miR-
26a-knockout line, suggesting their activation by miR-26a. All these proteins showed the same trend of abundantly 
altered expression levels in the three experimental approaches, i.e., SWATH-MS, PRM, and western blot (Fig. 5). 
The satisfactory consistency of the results from both quantitative (SWATH-MS and PRM) and semi-quantitative 
(western blot) methods indicates the reliability of the quantification results by the SWATH-MS experiment.

Sequence analysis of candidate targets identified from SWATH proteomics. In order to find miR-26a 
seed matches in transcripts of candidate targets identified from SWATH proteomics, the transcripts of all genes iden-
tified by proteomics were searched against nucleotide sequence databases to obtain their 3ʹ-UTR sequences. Several 
programs (i.e., PicTar, TargetScan, miRanda, and RNA22) were employed to predict potential targets of miR-26a, which 
were then compared with our proteomic data. Figure 6a lists the putative targets identified by SWATH analysis (with a 
higher level in the knockout line) that were predicted as miR-26a targets by these three prediction methods.

Verification of miR-26a targets by luciferase assays. We performed luciferase assays to determine if miR-
26a directly regulates the putative targets identified from SWATH analysis. Twenty-four candidate targets with seed 
matches in the 3ʹ-UTR regions (Fig. 6a) were tested. Six out of the 24 candidates, i.e., NUF2, CDK6, MYPN, DNAJC9, 
USP47, and PPA1, showed significant reduction (p < 0.05) as illustrated in Fig. 6b. Particularly, CDK6, which showed 
an induced expression level in the miR-26a-knockout line and was further validated by western blot and PRM (Fig. 5), 
was found to be directly regulated by miR-26a (Fig. 6b). The six targets, contain seed sequences in the 3′ UTRs 
matched to miR-26a (Fig. 7a). Additionally, the expression levels of these targets were downregulated in the miR-26a 
over-expression line, revealed by Western blotting (Fig. 7b).

Figure 4. Pathway analysis of proteins regulated by miR-26a as identified by the proteomics analysis. A total 
of 1950 interactions were identified among the 413 proteins (see Supplemental Table 2 for protein name 
abbreviations). The circle colors (see color scale for reference) indicate the fold change of the proteins revealed 
by SWATH-MS; the thickness of the line between two proteins represents the reliability of the interaction.
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Discussion
Elucidation of each miRNA, especially the ones involved in carcinogenesis, and its targets, although challeng-
ing, is critical to understand the function of miRNAs and the interaction network. The recently established 
CRISPR-Cas system has been successfully applied in HeLa cells to generate a knockout line to study gene func-
tion17. This gene editing system can be easily designed with a high specificity and efficiency. Therefore, we chose 
the CRISPR-Cas9 gene editing method to generate an miR-26a-knockout cell line in human cervical cancer HeLa 
cells in order to screen for miR-26a target transcripts in a high-throughput assay. Chang and colleagues have 
demonstrated the successful application of CRISPR-Cas 9 to knock down miRNAs in human colon cancer cells55. 
Knockout lines of miR-17, miR-200c, and miR-141 were generated, and all showed satisfactory robustness, spec-
ificity, and stability. The availability of these miRNA knockout lines in cancer cells provides an invaluable tool 
to characterize miRNA function and to screen for miRNA targets in order to further understand the regulatory 
mechanisms of miRNAs in oncogenesis.

We observed that the miR-26a-deficient cells (knockout line) exhibited an increased cell growth and an altered 
proliferation pattern (Fig. 2). Additionally, the knockout line demonstrated a lower percentage of apoptotic cells, 
compared to the wild-type HeLa cells, showing a more tumorous phenotype (Fig. 2c). It has been known for many 
years that miR-26a functions as a tumor suppressor miRNA in breast cancer. Gao et al. have reported the down-
regulation of miR-26a in breast cancer cells and clinical specimens56. In addition, miR-26a impacts cell prolifera-
tion as well as cancer migration through several carcinogenic processes56. Thus, the linkage between miR-26a and 
carcinogenesis was confirmed by our proteomics study.

SWATH-MS analysis revealed that miR-26a-regulated proteins are linked to carcinogenesis, including some 
potential cancer therapy targets, e.g., HSP, G-protein subunit, GPCR, proteasomes, etc. Our results also high-
light the role of miR-26a on phosphorylation and redox regulation, two essential post-translational modifications 
functioning in oncogenesis57,58. Many kinase-dependent signaling pathways play important roles in the cell cycle, 
such as MAPK and CDK signaling cascades. Dysregulation of these cascades is common in a variety of cancers58. 
This is also consistent with our observation that MAPK1, CDKs, as well as 14-3-3 and several other kinases were 
found to have an increased expression in the miR-26a-knockout line. It is widely accepted that miRNAs gener-
ally repress gene expression. However, Place et al. have reported that miR-373 can induce gene expression via a 
complementary sequence in the promoter region59. In our study, 252 miR-26a-induced proteins were identified, 
including some proteins involved in redox regulation. The role of antioxidant systems in cancer progression has 
been controversial for decades. Harris et al. have reported that glutathione and thioredoxin antioxidant pathways 
are essential for tumor initiation and progression, suggesting that the activation of antioxidant systems is an 
adaptive response in cancer cells to maintain the redox homeostasis in order to restrict ROS elevation during 
rapid cell growth45.

Based on the potential miR-26a targets revealed by SWATH proteomics, bioinformatics approaches and lucif-
erase assays were further employed to validate the interaction between miR-26a and the potential targets. NUF2, 
CDK6, MYPN, DNAJC9, USP47, and PPA1, all containing matched seeds to miR-26a, were identified as targets 
by luciferase assays. Additionally, the expression of these six genes were suppressed in the miR-26a overexpres-
sion line, suggesting they are bona fide targets of miR-26a. NUF2 has been reported to be associated with sev-
eral human cancers including lung cancer, colorectal cancer, and prostate cancer60. NUF2 is a direct target of 

Figure 5. Relative quantitation of miR-26a-regulated proteins that were involved in the p53 signaling pathway 
using sequential window acquisition of all theoretical mass spectra (SWATH-MS), parallel reaction monitoring 
(PRM), and western blot. The SWATH-MS and PRM results are presented as ratios (mean ± standard error). 
Full-length western blots are presented in Supplemental Fig. S4.
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miR-3613-3p which participate in cell proliferation and cell cycle in hepatocellular carcinoma. CDK6 has been 
found as a target of several miRNAs, including miRNA-195, miRNA-29c, miRNA-218, miRNA-504, and miR-
6883, and linked to bladder cancer, colon cancer, oral verrucous carcinoma, and medulloblastoma61–67. USP47 
was found as a target of miRNA-204-5p and involves in gastric cancer cell proliferation68. Here we demonstrated 
NUF2, CDK6, and USP47 as miR-26a targets in HeLa cells. Their function related to cervical cancer deserves 
further investigation. Additionally, MYPN, DNAJC9, and PPA1 were found as miRNA targets, for the first time.

In conclusion, this study, for the first time, created an inventory of miR-26a-targeted genes in HeLa cells 
through a large-scale proteomics approach. In addition, the findings from this study provide fundamental knowl-
edge to further explore the functions of miR-26a in human cancer.

Figure 6. Sequence analysis of candidate targets identified from SWATH proteomics. A partial list of candidate 
targets of miR-26a identified by proteomics (a) and verification of miR-26a targets by luciferase assays (b). 
The transcripts of all genes identified by proteomics were searched against nucleotide sequence databases to 
obtain their 3ʹ-UTR sequences. Several computational programs were employed to predict potential targets 
of miR-26a, which were then compared with our proteomic data. Luciferase assays were performed to verify 
miR-26a candidate targets identified by our proteomics. Data are relative luciferase activities normalized to the 
corresponding transfections with control oligo and shown as the mean ± SD of five replicates. Asterisks indicate 
p < 0.05 using the two-tailed t-test (miR-26a mimic vs. control oligo).
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Materials and Methods
Cell culture. The HeLa cell line was purchased from the Type Culture Collection of the Chinese Academy of 
Sciences (Shanghai, China) and was maintained in HyClone™ Dulbecco’s modified Eagle medium (DMEM; GE 
Healthcare Life Sciences, USA) containing 10% fetal bovine serum (FBS) (Gibco®, Thermo Fisher Scientific Inc., 
USA), 2 mM glutamine, 50 U/mL penicillin, and 50 mg/mL streptomycin at 37 °C in a humidified atmosphere 
with 5% CO2.

Generation of the miR-26a-knockout cell line with the CRISPR-Cas9 system. The lentiCRISPRv2 
vector capable of producing high-titer virus69 was a gift from Dr. Feng Zhang through Addgene (Addgene plas-
mid #52961; https://www.addgene.org/crispr/). The sgRNAs targeting miR-26a were designed at CRISPR Design 
(http://crispr.mit.edu/) to be located right before the protospacer adjacent motif, a DNA sequence immediately 
following the Cas9-targeted DNA sequence. All the target sequences were amplified and cloned into the lentiC-
RISPRv2 vector and verified by DNA sequencing. To produce the lentivirus, HEK 293 T cells seeded in 100-mm 
plates were cotransfected with 4.0 μg of lentiCRISPRv2 plasmids, 3.0 μg of psPAX2 (Addgene plasmid # 12260), 
and 1.0 μg of pMD2.G plasmids (Addgene plasmid #12259) using polyethyleneimine (Polysciences Inc., USA), 
according to the manufacturer’s instructions. HEK 293 T cells were grown in DMEM (ATCC, USA) containing 
10% FBS for 3 days. The supernatant of the transfected cells containing lentivirus was then harvested, passed 
through a 0.45-µm filter, and stored at −80 °C. For transduction with lentivirus, the HeLa cells (2 × 105) were 
seeded in 6-well plates, and the spin-transduction was performed by centrifuging the plate coated with 8 μg/mL  
polybrene at 2600 rpm and 25 °C for 20 min. The cells were cultured for 12 h, followed by the addition of fresh 
DMEM supplemented with 10% FBS, and treated for six days with 0.5 μg/mL puromycin for selection. The 
puromycin-resistant cells were then expanded in regular culture medium.

miR-26a expression level analysis. Trizol was used to isolate RNA from HeLa cells, and 1 µg of total RNA 
was transcribed into cDNA, according to the manufacturer’s protocol (High-Capacity cDNA Reverse Transcription 
Kit, Applied Biosystems, USA). The SYBR PCR system with a 20-µL volume was used to detect miR-26a with the 
following primers: RT primer, TCAACTGGTGTCGTGGAGTCGGCAATTCAGTTGAGCGTGCAAG; forward 
primer, ACACTCCAGCTGGGCCTATTCTTGGTTACT; and reverse primer, TGGTGTCGTGGAGTCG.

Flow cytometry-based apoptosis detection, cell cycle analysis, and cell proliferation assay.  
For detection of apoptosis, HeLa cells (1 × 106) were harvested two days after transfection, washed three times in 
phosphate-buffered saline (PBS), and then stained with annexin V-FITC and propidium iodide (PI), according 
to the manufacturer’s instructions (Beyotime Biotechnology, China). Samples were acquired via a BD FACScanTM 
flow cytometer (Becton Dickinson, USA) and analyzed with BD FACSDivaTM software 6.0 (Becton Dickinson, 
USA).

Figure 7. Validation of interaction between miR-26a and six potential targets, i.e., NUF2, CDK6, MYPN, 
DNAJC9, USP47, and PPA1. (a) The six potential targets contain seed sequences in the 3′ UTRs matched to  
miR-26a, based on the bioinformatics algorithms. (b) Western blotting revealed downregulation of the six 
potential targets in the miR-26a over-expression (OE) line.
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For the cell cycle progression assay, HeLa cells (1 × 106) were harvested, washed three times with ice-cold PBS, 
and fixed with 70% ethanol overnight at 4 °C. The cells were stained with PI, and a cell cycle profile was deter-
mined using a BD FACSAriaTM III cell sorter (Becton Dickinson, USA). Ten thousand events were acquired for 
each sample, and the cell cycle distributions were determined using ModFit LTTM software (Becton Dickinson, 
USA). Experiments were repeated three times, and the results were presented as the percentage of cells in a par-
ticular phase.

Thiazolyl blue tetrazolium bromide (Beyotime Biotechnology, China) was used to determine cell proliferation. 
Briefly, HeLa cells (1 × 103) were plated in triplicate in 96-well plates. Ten microliters of cell proliferation reagents 
was added to each well, and the cells were incubated at 37 °C for 2 h. The cell numbers were estimated by measur-
ing the optical density at 570 nm. Wells containing only medium without cells served as the blank.

Protein extraction, quantification, and digestion. Harvested cells were first freeze-dried into a dry 
powder with a lyophilizer. The freeze-dried powder was dissolved in 200 μL of lysis buffer (7 M urea, 2 M thiourea, 
4% sodium dodecyl sulfate (SDS), 40 mM Tris-HCl, pH 8.5) containing 1 mM phenylmethylsulfonyl fluoride 
and 2 mM EDTA. The suspension was sonicated for 15 min and then centrifuged at 4 °C and 12,000 g for 20 min. 
Then, 800 μL of cold acetone containing 10 mM 1,4-dithiothreitol (DTT) was added to the supernatant, and the 
mixture was incubated in a freezer overnight. After centrifugation at 12,000 rpm and 4 °C for 20 min, the pre-
cipitate was collected and washed with 800 μL of cold acetone. After centrifugation at 13,000 rpm and 15 °C for 
20 min, the pellet was dried and resuspended in 8 M urea and 100 mM triethylammonium bicarbonate (TEAB; 
pH 8.0). Protein was quantified using the Bradford method70. Three biological replicates were prepared for both 
the wild-type and knockout lines, i.e., six samples in total. Protein samples were reduced with 10 mM DTT at 
56 °C for 30 min, then alkylated with 50 mM iodoacetamide for 30 min in the dark. After diluting five times with 
100 mM TEAB, an equal amount of protein from each sample was aliquoted for tryptic digestion. Trypsin was 
added at an enzyme–protein ratio of 1:50 (w/w), and the digestion was performed at 37 °C for 12–16 h. After 
digestion, peptides were desalted using a Strata-X® C18 column (Phenomenex Inc., USA), and the desalted pep-
tides were lyophilized for further analysis.

Liquid chromatography–tandem mass spectrometry (LC-MS/MS). LC-MS/MS analysis was 
performed on an AB Sciex Triple time-of-flight (TOF)® 5600 + system in two phases for each sample, i.e., 
data-dependent acquisition (DDA) followed by SWATH acquisition, both with the same LC gradient and the 
same amounts of sample. For DDA, peptide samples were loaded onto a C18 trap column (particle size of 5 μm, 
100 μm × 20 mm) and eluted at 300 nL/min onto a self-packed C18 analytical column (particle size of 3 μm, 
75 µm × 150 mm) over a 120-min chromatography gradient (solvent A: 2% acetonitrile and 0.1% formic acid; 
solvent B: 90% acetonitrile and 0.1% formic acid). MS1 spectra were collected in the m/z range of 360–1460 for 
250 ms. The 30 most intense precursors with a charge state of 2–5 were selected for fragmentation, and MS2 spec-
tra were collected in the m/z range of 50–2,000 for 100 ms; precursor ions were excluded from reselection for 15 s. 
For SWATH data acquisition, the same chromatographic method was used as in the DDA run described above, but 
with a 50 ms MS1 scan followed by 32 × 25 a.m.u. isolation windows covering the mass range of 400–1,250 amu.  
(cycle time of 3.25 s).

Mass spectrometry data processing and quantitation. The instrumental MS/MS data acquired 
under DDA mode were searched against the Cricetidae component of the Uniprot database using ProteinPilotTM 
Software (v4.5, Sciex, USA). For protein identification, the ProteinPilotTM Paragon algorithm was employed71. 
The parameters were set as follows: the instrument was a TripleTOF 5600; cysteines were modified with iodo-
acetamide; biological modifications were selected as the ID focus; and trypsin digestion. For the false discovery 
rate (FDR) calculation, an automatic decoy database search strategy72 was employed to estimate the FDR using 
the Proteomics System Performance Evaluation Pipeline Software, integrated in the ProteinPilotTM Software. Raw 
data for each experimental set were searched in a single batch to create a result file that was used for subsequent 
analysis. The outputs of ProteinPilotTM, i.e., group files, were used as a reference spectral library, which contains 
the peptide sequence, charge state, modifications, retention time, confidence score, and the corresponding frag-
ment ions with their m/z and intensity values.

Spectral library generation and SWATH data processing were performed using Skyline version 2.5 software73. 
Prior to targeted data extraction, a spectral library document was automatically generated according to the fol-
lowing rules: (i) peptides containing modifications and/or shared between different protein entries/isoforms were 
excluded; (ii) peptides with confidence less than 95% (determined by ProteinPilotTM) were excluded; (iii) the top 
five fragment ions ranked by intensities were chosen; (iv) fragment ions within the SWATH isolation window 
were excluded; (v) to control for the FDR, a random mass shift of Q1 and Q3 m/z strategy was used to create 
a decoy spectral library74. For targeted peak extraction, an m/z tolerance of 10 ppm was allowed for both the 
peptide precursor and fragment ion. Each ion’s extracted ion chromatogram (XIC) was automatically extracted 
within a retention time width of 5 min, and the area under the XIC curve for each individual ion was calculated. 
The areas of the fragment ions belonging to one peptide were summed to represent a peptide’s abundance, and a 
summed abundance of peptides from a given protein was used to represent the protein’s abundance. The median 
value of three biological replicates was used as a representative value of each group to calculate the ratio between 
the wild-type and the miR-26a-knockout cell lines. P < 0.05 (Student’s t test between the wild-type and knockout 
lines) and fold change >1.5 were used to determine proteins with statistically significant changes in expression. 
In order to eliminate random errors and sample bias, we normalized all the data across samples using a median 
normalization method75. To assess the data confidence and to control the FDR, the mProphet algorithm was 
employed by Skyline towards each extracted peak76.
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Pathway and gene ontology (GO) analyses. Pathway analysis was performed by mapping the proteins 
with significantly altered expression levels with pathways in the Kyoto Encylopedia of Genes and Genomes data-
base. The miR-26a-upregulated and -downregulated proteins identified by SWATH-MS were submitted for GO 
analysis77 (http://www.geneontology.org/).

Sequence analysis for miR-26a target prediction. To determine the frequency of miR-26a seed 
regions, the genes identified by the proteomics study with annotated 3ʹ-UTR were selected. The corresponding 
mRNA sequences were downloaded from GenBank. Pictar (http://pictar.bio.nyu.edu/), Targetscan4.1 (http://
www.targetscan.org/), miRanda (http://www.microrna.org/microrna/home.do), and RNA22 (version 2; https://
cm.jefferson.edu/rna22/Interactive/) and were used to computationally predict targets of miR-26a.

Luciferase assays. The 3ʹ-UTR fragments of selected genes were amplified from human cDNA and cloned 
downstream of the luciferase open reading frame in pGL3-control vector (Promega, USA). Twenty four hours 
prior to transfection, 5 × 104 cells were plated per well in a 48-well plate. pGL3 constructs (100 ng) plus 10 ng of 
the Renilla luciferase plasmid phRL-SV40 (Promega, USA) were co-transfected with miR-26a mimic or control 
oligo using Lipofectamine 2000 (Invitrogen, USA) in 293 T cells. Luciferase assays were performed using the dual 
luciferase reporter assay system (Promega, USA). Firefly luciferase activity was normalized to Renilla luciferase 
activity for each transfected well. For each experimental trial, cells were transfected in quintuplicate. For each 
construct, the values from the miR-26a mimic were normalized to the control oligo. A p-value was calculated 
with the two-tailed t-test to compare relative luciferase activities of miR-26a mimic transfection with control 
oligo transfection.

Western blot. For the western blot assays, HeLa cells were first washed with PBS and then lysed in SDS lysis 
buffer for 5 min. The supernatant was collected as the total cell lysate after centrifugation. After protein quanti-
tation, equal amounts of proteins were boiled, separated on a 12.5% SDS-polyacrylamide gel by electrophoresis, 
and then transferred to a nitrocellulose membrane. The membrane was probed with mouse monoclonal antibod-
ies (SFN/CDK6/CDK4/CDK1/BID/BAX/CYC/ACTB, from Cusabio Biotech Co., Ltd., China; NUF2/ MYPN/
DNAJC9/USP47/PPA1, from Proteintech Group, Inc., China) and horseradish peroxidase goat anti-mouse sec-
ondary antibody. Proteins were visualized using electrochemiluminescence reagents. To generate the miR-26a 
overexpression line, HeLa cells were plated in 12-well plates (0.5 × 106 cells/well) within 1 mL medium supple-
mented with 10% FBS. Transfection of miRNA mimics was performed with InterferIN (Polyplus-Transfection, 
USA) according to the manufacturer’s instructions, followed by incubation at 37 °C for 48 hours.

PRM. Target proteins were selected for validation by PRM analysis on a TripleTOF® 5600 + LC-MS/MS sys-
tem (Sciex, USA). Protein extraction and tryptic digestion were performed as described above for the SWATH 
experiment. The peptides monitored for each protein were selected based on the ion signal intensities in the 
spectral library. A list of peptides containing m/z and retention time information was exported from Skyline and 
imported into the instrumental software Analyst® (version 1.7, Sciex, USA) to generate the PRM acquisition 
method. The PRM method was evaluated and refined to ensure reliability. Data acquisition for each sample was 
performed using the finalized PRM acquisition method on a quadrupole-quadrupole-time-of-flight (QqTOF) 
mass spectrometer (TripleTOF® 5600+ system, Sciex, USA), in which each precursor ion was selected by the 
quadrupole, fragmented, and then all fragmented daughter ions were quantified in the TOF mass analyzer. Data 
processing was performed in Skyline64 (version 2.5), and the quantification results were manually inspected for 
each peptide of the targeted proteins.

Data Availability statement
All data generated or analyzed during this study are included in this published article (and its Supplementary 
Information files).

References
 1. Lau, N. C., Lim, L. P., Weinstein, E. G. & Bartel, D. P. An abundant class of tiny RNAs with probable regulatory roles in 

Caenorhabditis elegans. Science 294, 858–862 (2001).
 2. Lee, R. C., Feinbaum, R. L. & Ambros, V. The C. elegans heterochronic gene lin-4 encodes small RNAs with antisense 

complementarity to lin-14. Cell 75, 843–854 (1993).
 3. Lee, R. C. & Ambros, V. An extensive class of small RNAs in Caenorhabditis elegans. Science 294, 862–864 (2001).
 4. Reinhart, B. J., Weinstein, E. G., Rhoades, M. W., Bartel, B. & Bartel, D. P. MicroRNAs in plants. Genes Dev. 16, 1616–1626 (2002).
 5. Pfeffer, S. et al. Identification of virus-encoded microRNAs. Science 304, 734–736 (2004).
 6. Jiang, N., Yang, Y., Janbon, G., Pan, J. & Zhu, X. Identification and functional demonstration of miRNAs in the fungus Cryptococcus 

neoformans. PLoS ONE 7, e52734 (2012).
 7. Zamore, P. D. & Haley, B. Ribo-gnome: the big world of small RNAs. Science 309, 1519–1524 (2005).
 8. Huse, J. T. et al. The PTEN-regulating microRNA miR-26a is amplified in high-grade glioma and facilitates gliomagenesis in vivo. 

Genes Dev. 23, 1327–1337 (2009).
 9. Calin, G. A. & Croce, C. M. MicroRNA signatures in human cancers. Nat. Rev. Cancer 6, 857–866 (2006).
 10. Gao, J. & Liu, Q. G. The role of miR-26 in tumors and normal tissues. Oncol. Lett. 2, 1019–1023 (2011).
 11. Trompeter, H. I. et al. MicroRNAs miR-26a, miR-26b, and miR-29b accelerate osteogenic differentiation of unrestricted somatic 

stem cells from human cord blood. BMC Genomics 14, 111 (2013).
 12. Dey, B. K., Gagan, J., Yan, Z. & Dutta, A. miR-26a is required for skeletal muscle differentiation and regeneration in mice. Genes Dev. 

26, 2180–2191 (2012).
 13. Sahu, S. K. et al. MicroRNA 26a (miR-26a)/KLF4 and CREB-C/EBPβ regulate innate immune signaling, the polarization of 

macrophages and the trafficking of Mycobacterium tuberculosis to lysosomes during infection. PLoS Pathog. 13, e1006410 (2017).
 14. Masters, J. R. HeLa cells 50 years on: the good, the bad and the ugly. Nat. Rev. Cancer 2, 315–319 (2002).
 15. Yao, Q., Xu, H., Zhang, Q. Q., Zhou, H. & Qu, L. H. MicroRNA-21 promotes cell proliferation and down-regulates the expression of 

programmed cell death 4 (PDCD4) in HeLa cervical carcinoma cells. Biochem. Biophys. Res. Commun. 388, 539–542 (2009).

https://doi.org/10.1038/s41598-018-34904-8
http://www.geneontology.org/
http://pictar.bio.nyu.edu/
http://www.targetscan.org/
http://www.targetscan.org/
http://www.microrna.org/microrna/home.do
https://cm.jefferson.edu/rna22/Interactive/
https://cm.jefferson.edu/rna22/Interactive/


www.nature.com/scientificreports/

1 2Scientific RepoRts |          (2019) 9:1399  | https://doi.org/10.1038/s41598-018-34904-8

 16. Ran, F. A. et al. Genome engineering using the CRISPR-Cas9 system. Nat. Protoc. 8, 2281–2308 (2013).
 17. Jafari, N. et al. CRISPR-Cas9 mediated NOX4 knockout inhibits cell proliferation and invasion in HeLa cells. PLoS ONE 12, 

e0170327 (2017).
 18. Schubert, O. T. et al. Building high-quality assay libraries for targeted analysis of SWATH MS data. Nat. Protoc. 10, 426–441 (2015).
 19. Rosenberger, G. et al. A repository of assays to quantify 10,000 human proteins by SWATH-MS. Sci. Data 1, 140031 (2014).
 20. Lv, M. et al. miR-26a and its target CKS2 modulate cell growth and tumorigenesis of papillary thyroid carcinoma. PLoS ONE 8, 

e67591 (2013).
 21. Tan, S. et al. Identification of miR-26 as a key mediator of estrogen stimulated cell proliferation by targeting CHD1, GREB1 and 

KPNA2. Breast Cancer Res. 16, R40 (2014).
 22. Lianos, G. D. et al. The role of heat shock proteins in cancer. Cancer Lett. 360, 114–118 (2015).
 23. Calderwood, S. K. & Gong, J. Heat shock proteins promote cancer: it’s a protection racket. Trends Biochem. Sci. 41, 311–323 (2016).
 24. Whitesell, L. & Lindquist, S. L. HSP90 and the chaperoning of cancer. Nat. Rev. Cancer 5, 761–772 (2005).
 25. Li, G. et al. Heat shock protein 90B1 plays an oncogenic role and is a target of microRNA-223 in human osteosarcoma. Cell. Physiol. 

Biochem. 30, 1481–1490 (2012).
 26. Matkovich, S. J., Hu, Y., Eschenbacher, W. H., Dorn, L. E. & Dorn, G. W. Direct and indirect involvement of microRNA-499 in 

clinical and experimental cardiomyopathy novelty and significance. Circ. Res. 111, 521–531 (2012).
 27. Kariya, A., Furusawa, Y., Yunoki, T., Kondo, T. & Tabuchi, Y. A microRNA-27a mimic sensitizes human oral squamous cell 

carcinoma HSC-4 cells to hyperthermia through downregulation of Hsp110 and Hsp90. Int. J. Mol. Med. 34, 334–340 (2014).
 28. Dorsam, R. T. & Gutkind, J. S. G-protein-coupled receptors and cancer. Nat. Rev. Cancer 7, 417–433 (2007).
 29. Lappano, R. & Maggiolini, M. G protein-coupled receptors: novel targets for drug discovery in cancer. Nat. Rev. Drug Discov. 10, 

47–60 (2011).
 30. He, X. et al. The G protein alpha subunit Gsα is a tumor suppressor in Sonic hedgehog-driven medulloblastoma. Nat. Med. 20, 

1035–1042 (2014).
 31. Wilker, E. & Yaffe, M. B. 14-3-3 Proteins-a focus on cancer and human disease. J. Mol. Cell.Cardiol. 37, 633–642 (2004).
 32. Bergamaschi, A. & Katzenellenbogen, B. S. Tamoxifen downregulation of miR-451 increases 14-3-3ζ and promotes breast cancer cell 

survival and endocrine resistance. Oncogene 31, 39–47 (2012).
 33. Jasinski-Bergner, S. et al. Identification of 14-3-3β gene as a novel miR-152 target using a proteome-based approach. J Biol. Chem. 

289, 31121–31135 (2014).
 34. Schönthal, A. H. Role of serine/threonine protein phosphatase 2A in cancer. Cancer Lett. 170, 1–13 (2001).
 35. Garg, R. et al. Protein kinase C and cancer: what we know and what we do not. Oncogene 33, 5225–5237 (2014).
 36. Li, W. et al. MicroRNA-329-3p targets MAPK1 to suppress cell proliferation, migration and invasion in cervical cancer. Oncol. Rep. 

37, 2743–2750 (2017).
 37. Almond, J. B. & Cohen, G. M. The proteasome: a novel target for cancer chemotherapy. Leukemia 16, 433–443 (2002).
 38. Manasanch, E. E. & Orlowski, R. Z. Proteasome inhibitors in cancer therapy. Nat. Rev. Clin. Oncol. 14, 417–433 (2017).
 39. Zhang, X. et al. MicroRNA-101 suppresses tumor cell proliferation by acting as an endogenous proteasome inhibitor via targeting 

the proteasome assembly factor POMP. Mol. Cell 59, 243–257 (2015).
 40. Harbour, J. W., Luo, R. X., Dei Santi, A., Postigo, A. A. & Dean, D. C. Cdk phosphorylation triggers sequential intramolecular 

interactions that progressively block Rb functions as cells move through G1. Cell 98, 859–869 (1999).
 41. Diril, M. K. et al. Cyclin-dependent kinase 1 (Cdk1) is essential for cell division and suppression of DNA re-replication but not for 

liver regeneration. Proc. Nat. Acad. Sci. USA 109, 3826–3831 (2012).
 42. Shtutman, M. & Roninson, I. B. A subunit of coatomer protein complex offers a novel tumor-specific target through a surprising 

mechanism. Autophagy 7, 1551–1552 (2011).
 43. Xin, M. et al. MicroRNAs miR-143 and miR-145 modulate cytoskeletal dynamics and responsiveness of smooth muscle cells to 

injury. Genes Dev. 23, 2166–2178 (2009).
 44. Bhajun, R. et al. A statistically inferred microRNA network identifies breast cancer target miR-940 as an actin cytoskeleton regulator. 

Sci. Rep. 5, 8336 (2015).
 45. Harris, I. S. et al. Glutathione and thioredoxin antioxidant pathways synergize to drive cancer initiation and progression. Cancer Cell 

27, 211–222 (2015).
 46. Panieri, E. & Santoro, M. M. ROS homeostasis and metabolism: a dangerous liason in cancer cells. Cell Death Dis. 7, e2253 (2016).
 47. Amsterdam, A. et al. Many ribosomal protein genes are cancer genes in zebrafish. PLoS Biol. 2, e139 (2004).
 48. Guimaraes, J. C. & Zavolan, M. Patterns of ribosomal protein expression specify normal and malignant human cells. Genome Biol. 

17, 236 (2016).
 49. Ajore, R. et al. Deletion of ribosomal protein genes is a common vulnerability in human cancer, especially in concert with TP53 

mutations. EMBO Mol. Med. 9, 498–507 (2017).
 50. Tzeng, H. T. & Wang, Y. C. Rab-mediated vesicle trafficking in cancer. J. Biomed. Sci. 23, 70 (2016).
 51. Kotzsch, M. et al. mRNA expression levels of the biological factors uPAR, uPAR-del4/5, andrab31, displaying prognostic value in 

breast cancer, are not clinically relevant in advanced ovarian cancer. Biol. Chem. 392, 1047–1051 (2011).
 52. Panvichian, R., Tantiwetrueangdet, A., Angkathunyakul, N. & Leelaudomlipi, S. TOP2A amplification and overexpression in 

hepatocellular carcinoma tissues. BioMed Res. Int. 381602 (2015).
 53. Cowell, I. G. et al. Human topoisomerase IIα and IIβ interact with the C-terminal region of p53. Exp. Cell Res. 255, 86–94 (2000).
 54. Brady, C. A. & Attardi, L. D. p53 at a glance. J. Cell Sci. 123, 2527–2532 (2010).
 55. Chang, H. et al. CRISPR/cas9, a novel genomic tool to knock down microRNA in vitro andin vivo. Sci. Rep. 6, 22312 (2016).
 56. Gao, J. et al. MiR-26a inhibits proliferation and migration of breast cancer through repression of MCL-1. PLoS ONE 8, e65138 

(2013).
 57. Marengo, B. et al. Redox homeostasis and cellular antioxidant systems: crucial players in cancer growth and therapy. Oxid. Med. Cell. 

Longev. 2016, 6235641 (2016).
 58. Singh, V. et al. Phosphorylation: Implications in Cancer. Protein J. 36, 1–6 (2017).
 59. Place, R. F., Li, L. C., Pookot, D., Noonan, E. J. & Dahiya, R. MicroRNA-373 induces expression of genes with complementary 

promoter sequences. Proc. Nat. Acad. Sci. USA 105, 1608–1613 (2008).
 60. Zhang, D., Liu, E., Kang, J., Yang, X. & Liu, H. MiR-3613-3p affects cell proliferation and cell cycle in hepatocellular carcinoma. 

Oncotarget. 8, 93014–93028 (2017).
 61. Deng, Z. et al. Research on miRNA-195 and target gene CDK6 in oral verrucous carcinoma. Cancer Gene Ther. 24, 282–288 (2017).
 62. Zhao, X. et al. MiRNA-29c regulates cell growth and invasion by targeting CDK6 in bladder cancer. Am. J. Transl. Res. 7, 1382–1389 

(2015).
 63. Lu, S., Wang, M. S., Chen, P. J., Ren, Q. & Bai, P. miRNA-186 inhibits prostate cancer cell proliferation and tumor growth by targeting 

YY1 and CDK6. Exp. Ther. Med. 13, 3309–3314 (2017).
 64. Venkataraman, S. et al. MicroRNA 218 acts as a tumor suppressor by targeting multiple cancer phenotype-associated genes in 

medulloblastoma. J. Biol. Chem. 288, 1918–1928 (2013).
 65. Zhao, J. J. et al. microRNA expression profile and identification of miR-29 as a prognostic marker and pathogenetic factor by 

targeting CDK6 in mantle cell lymphoma. Blood 115, 2630–2639 (2010).

https://doi.org/10.1038/s41598-018-34904-8


www.nature.com/scientificreports/

13Scientific RepoRts |          (2019) 9:1399  | https://doi.org/10.1038/s41598-018-34904-8

 66. Kikkawa, N. et al. microRNA-504 inhibits cancer cell proliferation via targeting CDK6 in hypopharyngeal squamous cell carcinoma. 
Int. J.Oncol. 44, 2085–2092 (2014).

 67. Lulla, A. R. et al. miR-6883 family miRNAs target CDK4/6 to induce G1 phase cell cycle arrest in colon cancer cells. Cancer Res. 77, 
6902–6913 (2017).

 68. Zhang, B. et al. MicroRNA-204-5p inhibits gastric cancer cell proliferation by downregulating USP47 and RAB22A. Med. Oncol. 32, 
331 (2015).

 69. Sanjana, N. E., Shalem, O. & Zhang, F. Improved vectors and genome-wide libraries for CRISPR screening. Nat. Methods 11, 
783–784 (2014).

 70. Bradford, M. M. A rapid and sensitive method for the quantitation of microgram quantities of protein utilizing the principle of 
protein-dye binding. Analy. Biochem. 72, 248–254 (1976).

 71. Shilov, I. V. et al. The Paragon Algorithm, a next generation search engine that uses sequence temperature values and feature 
probabilities to identify peptides from tandem mass spectra. Mol. Cell. Proteomics 6, 1638–1655 (2007).

 72. Choi, H. & Nesvizhskii, A. I. False discovery rates and related statistical concepts in mass spectrometry-based proteomics. J. 
Proteome Res. 7, 47–50 (2007).

 73. MacLean, B. et al. Skyline: an open source document editor for creating and analyzing targeted proteomics experiments. 
Bioinformatics 26, 966–968 (2010).

 74. Röst, H. L. et al. OpenSWATH enables automated, targeted analysis of data-independent acquisition MS data. Nat. Biotechnol. 32, 
219–223 (2014).

 75. Oberg, A. L. & Mahoney, D. W. Statistical methods for quantitative mass spectrometry proteomic experiments with labeling. BMC 
Bioinformatics 13, S7 (2012).

 76. Reiter, L. et al. mProphet: automated data processing and statistical validation for large-scale SRM experiments. Nat. Methods 8, 
430–435 (2011).

 77. Ashburner, M. et al. Gene Ontology: tool for the unification of biology. Nat. Genet. 25, 25–29 (2000).
 78. Sturn, A., Quackenbush, J. & Trajanoski, Z. Genesis: cluster analysis of microarray data. Bioinformatics 18, 207–208 (2002).

Acknowledgements
This work was supported by grants from the National Natural Science Foundation of China (31300074 and 
81760136), the Natural Science Foundation of Hubei Province (2014CFB541), the Specialized Research Fund for 
the Doctoral Program of Higher Education (20124208120004), and the Science and Technology Support Program 
of Hubei Province (2014BCB031).

Author Contributions
H.S., Y.Z. and L.M. designed experiments; H.S., L.L., Z.T., T.M., X.K. and Y.H. performed experiments and 
analyzed data; and H.S., Y.Z. and L.M. wrote the manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-34904-8.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

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) 2019

https://doi.org/10.1038/s41598-018-34904-8
https://doi.org/10.1038/s41598-018-34904-8
http://creativecommons.org/licenses/by/4.0/

	Label-free Quantitative Analysis of Protein Expression Alterations in miR-26a-Knockout HeLa Cells using SWATH-MS Technology ...
	Results
	Generation of the miR-26a-knockout HeLa cell line with the CRISPR-Cas9 gene editing system. 
	miR-26a-deficient cells exhibit increased cell growth and proliferation. 
	Comparative proteomics between the wild-type and the miR-26a-knockout lines using SWATH-MS. 
	Pathway analysis of miR-26-targeted proteins. 
	Validation of some proteins of interest using western blot and PRM. 
	Sequence analysis of candidate targets identified from SWATH proteomics. 
	Verification of miR-26a targets by luciferase assays. 

	Discussion
	Materials and Methods
	Cell culture. 
	Generation of the miR-26a-knockout cell line with the CRISPR-Cas9 system. 
	miR-26a expression level analysis. 
	Flow cytometry-based apoptosis detection, cell cycle analysis, and cell proliferation assay. 
	Protein extraction, quantification, and digestion. 
	Liquid chromatography–tandem mass spectrometry (LC-MS/MS). 
	Mass spectrometry data processing and quantitation. 
	Pathway and gene ontology (GO) analyses. 
	Sequence analysis for miR-26a target prediction. 
	Luciferase assays. 
	Western blot. 
	PRM. 

	Acknowledgements
	Figure 1 Generation of the miR-26a-knockout line in HeLa cells using the CRISPR-Cas9 system.
	Figure 2 The miR-26a-deficient cells exhibited an altered growth rate and cell cycle.
	Figure 3 SWATH-MS analysis revealed differentially expressed proteins between the wild-type and knockout cell lines.
	Figure 4 Pathway analysis of proteins regulated by miR-26a as identified by the proteomics analysis.
	Figure 5 Relative quantitation of miR-26a-regulated proteins that were involved in the p53 signaling pathway using sequential window acquisition of all theoretical mass spectra (SWATH-MS), parallel reaction monitoring (PRM), and western blot.
	Figure 6 Sequence analysis of candidate targets identified from SWATH proteomics.
	Figure 7 Validation of interaction between miR-26a and six potential targets, i.




