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A functional screen with metformin 
identifies microRNAs that regulate 
metabolism in colorectal cancer 
cells
Ayla Orang1, Saira R. Ali1, Janni Petersen1, Ross A. McKinnon1, Amanda L. Aloia2 & 
Michael Z. Michael1,3*

Metformin inhibits oxidative phosphorylation and can be used to dissect metabolic pathways in 
colorectal cancer (CRC) cells. CRC cell proliferation is inhibited by metformin in a dose dependent 
manner. MicroRNAs that regulate metabolism could be identified by their ability to alter the effect 
of metformin on CRC cell proliferation. An unbiased high throughput functional screen of a synthetic 
micoRNA (miRNA) library was used to identify miRNAs that impact the metformin response in CRC 
cells. Experimental validation of selected hits identified miRNAs that sensitize CRC cells to metformin 
through modulation of proliferation, apoptosis, cell-cycle and direct metabolic disruption. Among 
eight metformin sensitizing miRNAs identified by functional screening, miR-676-3p had both pro-
apoptotic and cell cycle arrest activity in combination with metformin, whereas other miRNAs 
(miR-18b-5p, miR-145-3p miR-376b-5p, and miR-718) resulted primarily in cell cycle arrest when 
combined with metformin. Investigation of the combined effect of miRNAs and metformin on CRC cell 
metabolism showed that miR-18b-5p, miR-145-3p, miR-376b-5p, miR-676-3p and miR-718 affected 
glycolysis only, while miR-1181 only regulated CRC respiration. MicroRNAs can sensitize CRC cells to 
the anti-proliferative effects of metformin. Identifying relevant miRNA targets may enable the design 
of innovative therapeutic strategies.
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OCR	� Oxygen consumption rate
PDPK1	� Phosphoinositide-dependent kinase 1
PSMA1	� Proteasome 20S subunit alpha 1
PSMB9	� Proteasome 20S subunit beta 9
PSMD12	� Proteasome 26S subunit, non-ATPase 12
PSME3	� Proteasome activator subunit 3
PTEN	� Phosphatase and tensin homolog
S6K	� Ribosomal protein S6 kinase
SOX2	� SRY-box transcription factor 2
STAT3	� Signal transducer and activator of transcription 3
STK11/LKB1	� Serine/threonine kinase 11
UBD	� Ubiquitin D
VEGFA	� Vascular endothelial growth factor A

Colorectal Cancer (CRC) is the third most common cancer worldwide and despite the progress in cancer screen-
ing and treatment, CRC still represents the second highest number of cancer-related deaths worldwide1. Despite 
the development of new targeted therapeutic options, survival outcomes for metastatic CRC remain modest, 
with lack of response or acquired resistance to therapy leading to treatment failure2.

Metformin is generally accepted as a respiration suppressor, mainly through targeting complex I within the 
mitochondrial electron transport chain and, thus, it leads to an imbalanced AMP/ATP ratio and metabolic stress3. 
Metformin activates AMPK and thus inhibits mTOR signalling, which ultimately leads to diminished protein 
synthesis and cellular proliferation. It also suppresses the mTOR pathway by hindering Akt activation, through 
AMPK-mediated phosphorylation of IRS-14. Accumulating epidemiological evidence indicates that metformin 
plays a protective role for CRC incidence in diabetics and non-diabetic individuals5,6. Despite in vivo and in vitro 
studies confirming the anti-neoplastic benefits of metformin through direct targeting of cancer cells, uncertainty 
still exists regarding dose–response issues relevant to its clinical applications7–9. Furthermore, preclinical studies 
identifying specific mutations, such as in STK11/LKB1, that reduce cancer cell sensitivity to metformin, support 
the rationale for using drug combinations to enhance the response of cancer cells to prolonged treatment with 
metformin10,11. microRNAs (miRNAs) are post-transcriptional inhibitors of gene expression. They regulate a 
large variety of cellular processes and, therefore, their aberrant expression can contribute to human diseases, 
including cancer12. Several miRNAs were identified as tumour suppressors where a global decrease in miRNA 
expression correlated with increased grade of dysplasia13. Various studies show the potential of miRNAs as a 
class of cancer therapeutics14. Among several miRNA targets, metabolism-related mRNAs were shown to regu-
late different oncogenic pathways and represent new therapeutic targets15. Furthermore, altered metabolism 
profiles have been observed in the tumours of CRC patients16,17. miRNAs are able to rewire multiple metabolic 
pathways, simultaneously, by targeting several glycolytic and mitochondrial components and thereby regulate 
the initiation and progression of cancers (reviewed in15). However, in the case of CRC, the effect of miRNAs on 
glucose metabolism and oxidative phosphorylation needs further exploration. Furthermore, the effect of metab-
olism-regulating miRNAs on metformin sensitization in CRC is largely unknown. By inhibiting mitochondrial 
respiration, metformin provides an opportunity to dissect cellular metabolism and enable a functional genom-
ics strategy, especially for investigating compensatory pathways, such as glycolysis. In this study, a functional 
synthetic miRNA mimic screen was performed to identify miRNAs with the ability of enhancing the anti-cancer 
properties of metformin, often by regulating energy production, impacting cell cycle progression and thereby 
slowing cell proliferation in CRC cells.

Methods
Cell lines.  Colorectal cancer cell lines (HCT116, DLD1, RKO, HT29 and SW480) were obtained from 
American Type Culture Collection and cultivated in Dulbecco Modified Eagle Medium (DMEM) supplemented 
with 10% Fetal Bovine Serum (FBS). HKe-3 and HCT116 p53−/− cells were kindly donated by Professor Senji 
Shirasawa (Fukuoka University, Fukuoka, Japan) and Professor John Mariadason (Olivia Newton-John Cancer 
Research Institute, Melbourne, Australia).

Functional miRNA screen.  HCT116 cells were reverse-transfected, in 384-well plate format, with 25 nM 
final concentration of Dharmacon Human miRIDIAN miRNA Mimic Library 19.0 + 21.0 Supplement (Dhar-
macon). A siRNA targeting the PLK1 gene and a scrambled negative control mimic (Invitrogen) were used as 
positive or negative lethality controls, respectively. Transfection was performed with DharmaFECT 2 Transfec-
tion Reagent (Dharmacon) in Opti-MEM I Reduced Serum Media (Invitrogen). The screen was performed in 
duplicate: two replicates for miRNA mimic transfected and metformin treated plates (A, B) and two for miRNA 
mimic transfected and non-treated plates (C, D). 24  h post-transfection, 2.5  mM metformin treatment was 
added, followed by 72  h incubation. Proliferation assays, using both IncuCyte FLR (Essen) and xCelligence 
(ACEA Biosciences) real time cell analysis platforms, identified reproducible IC20 responses at this endpoint.

Treatment-induced changes in cell number and cell morphology were detected using the Operetta high-
content imaging system (Perkin Elmer Life Sciences), along with Harmony software (Perkin Elmer Life Sciences), 
according to a method recently described by Massey18. Cells were labelled with 2 mM Hoechst 33342/well. 
Subsequently, cells were washed with 1 × PBS and then fixed by adding formaldehyde to a final concentration of 
5% (v/v) in PBS and incubating for 20 min at room temperature.

The dynamic range was calculated between the positive and negative control using Z’ factor19. Raw values for 
each replicate were normalized to the average of the negative control raw values for the same plate, the normalized 
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values for duplicates were averaged to get the final normalized value per treatment. To classify the hits, the 
fold change ratios of averaged normalized values, for samples relative to negative controls, were calculated. Hit 
identification was defined by calculating the percentage (ratio) of metformin treated cells versus untreated cells. 
Since metformin alone resulted in 20% reduction in cell viability, from the above calculation, those miRNAs 
showing a greater than 30% (i.e. further 10%) reduction in cell viability were selected as the preliminary hits. To 
stratify hits into priority outcome groups, according to set cut-offs for each bin, the following criteria were set: 
Among control/drug bins greater than 30%, the hits were selected if: (1) miRNAs show reasonable abundance; 
the average raw counts for the selected miRNA (unpublished small RNA-seq) were greater than 4 reads per mil-
lion, either in metformin treated or untreated HCT116 cells, (2) miRNAs were from the same miRNA cluster 
or family, (3) miRNAs were reported to be up or downregulated by metformin treatment in the literature, or (4) 
miRNAs were involved in cancer-related pathways, biological processes, cellular compartments or molecular 
functions. miRNA Pathway Dictionary Database (miRPathDB) was used to perform the pathway and gene 
ontology analyses (https://​mpd.​bioinf.​uni-​sb.​de/) and select those terms and pathways with strong evidence 
and FDR adjusted p value < 0.0520.

With selected miRNAs from the primary screen, a secondary screen was performed under the same condi-
tions but with three replicates. To select hits from this validation screen data, the coefficient of drug interac-
tion was calculated for each miRNA mimic as previously described21. The CDI values were classified as: (1) 
CDI ≤ 0.7 strong synergistic effect with metformin treatment, (2) 0.7 < CDI ≤ 1 synergistic effect with metformin, 
(3) 1 < CDI ≤ 1.1 additive effect with metformin, (4) CDI > 1.1 antagonistic effect with metformin22.

Cell proliferation and cell apoptosis assay.  Cells were reverse transfected in 96-well plates with miRNA 
mimics (GenePharama) using Lipofectamine 2000 (Invitrogen) and treated with 2.5 mM metformin for 3 days. 
Cell viability and apoptosis were assessed using crystal violet (Sigma) staining and Caspase Glo (Promega) assay, 
respectively. Proliferation validation experiments were performed using an xCELLigence Real Time Cell Ana-
lyzer platform (ACEA Biosciences). Cells were seeded in E-plates and cell proliferation was assayed as measures 
of cell index inferred by changes in impedence.

Metabolic profiling.  Extracellular Acidification Rate (ECAR) and Oxygen Consumption Rate (OCR) were 
measured with an XFe96 Extracellular Flux Analyzer (Seahorse Biosciences, Agilent) and used to monitor gly-
colysis and mitochondrial respiration rates, respectively. Briefly, HCT116 cells were reverse transfected with 
miRNA mimics in XFe96-well plates. One hour prior to assay, cells were equilibrated with bicarbonate-free, low 
buffered DMEM medium without any supplement, or supplemented with glucose or glutamine as indicated, in 
a 37 °C non-CO2 incubator. Mitochondrial respiration was analysed using Seahorse XF Mito Stress Test kits and 
glycolysis was measured using XF Glycolysis Stress Test kits all as per the manufacturer’s instructions (Agilent).

Flow cytometry analysis of cell cycle.  To define cell cycle distribution, flow cytometric analyses were 
performed. In brief, cells grown in 6 well plates were harvested by trypsinization and fixed with 80% ethanol. 
Cells were stained for total DNA content with a solution containing 50 µg/ml propidium iodide, 200 µg/ml 
RNase I and 0.1% Triton X-100 in PBS for 30 min. Cell cycle distribution was then assayed on a CytoFLEX flow 
cytometer (Beckman Coulter Life Sciences) and the data were analysed using FCS Express (De Novo software). 
A representation of the gating strategy is shown in Supplementary Fig. 8b.

Results
Identification of miRNAs that enhance the anti‑proliferative effect of metformin.  An unbiased 
high throughput functional screen was performed to identify miRNA mimics that can enhance the sensitivity 
of CRC cells to the anti-proliferative effect of metformin. HCT116 cells were treated with a dose of metformin 
(2.5 mM) equivalent to an IC20, without an enhanced effect on apoptosis (Supplementary Fig. 1). An IC20 dose 
was chosen to enable identification of miRNAs that can either enhance the effect of metformin or ameliorate the 
effect. At this sublethal dose, the effect of metformin on cell proliferation and cell apoptosis was not reliant on 
mutations in TP53 or KRAS genes (Supplementary Fig. 1).

The screen replicates showed good reproducibility with Spearman r = 0.58 and 0.71 for metformin and vehicle 
treated groups, respectively (Supplementary Fig. 2). miRNA mimics were considered to act as a sensitizer if the 
viability of metformin treated cells transfected with mimics was ≤ 70% of the viability of the vehicle treated cells 
(without metformin) transfected with the non-targeting siRNA control (siOTP) (Fig. 1).

This threshold resulted in 153 metformin sensitising hits among miRNA mimics (Fig. 1c). To further refine 
the list and select the most robust hits, four additional rules were applied for selection, to enhance biological 
relevance of the miRNAs (as described in Materials and Methods). As a consequence, 49 miRNA mimics were 
selected (Fig. 1c, Supplementary File 2).

Selected miRNA mimics that enhanced the sensitivity of HCT116 cells to metformin, were further evaluated 
in a secondary high throughput screen, with similar workflow, in triplicate. Pairwise correlation of the replicates 
showed good reproducibility with Spearman r = 0.73, 0.76 and 0.74 for metformin treated and 0.73, 0.72 and 0.65 
for vehicle treated groups (Supplementary Figs. 2 and 3).

Comparing the effect of combined treatment (miRNA mimic transfection and 2.5 mM metformin treatment) 
with the effect of metformin treatment alone or miRNA mimic transfection alone, 12 miRNAs were selected 
as they showed a strong synergistic effect with Coefficient of Drug Interaction < 0.7, P < 0.05 (Supplementary 
Fig. 4 and Table 1).

The proportional effects of microRNA activity and metformin, on cell proliferation, were further characterised 
to investigate synergistic responses. According to the normalized cell count, HCT116 cells treated with metformin 

https://mpd.bioinf.uni-sb.de/
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and reverse transfected with negative control mimics showed about 30% reduction in viability compared with 
untransfected counterparts treated with medium (P < 0.0001, Fig. 2). While some miRNA mimic transfections 
in control medium resulted in little to no significant effect on viability of HCT116 cells, such as miR-1181, miR-
18b-5p, miR-718, miR-3687 and miR-99a-3p, the combination of miRNA mimics and metformin treatment 
further reduced CRC cell viability, by approximately 55%, compared with cells transfected with NC mimics in 

Figure 1.   Schematic of high throughput screen of miRNA mimics, summary of data for CRC cell response 
to metformin treatment and scatter plot representation of the metformin sensitization screen with a miRNA 
mimic library. (a) Workflow of functional miRNA mimic screen is demonstrated. HCT116 cells were reverse 
transfected with 25 nM miRNA mimics and following 24 h incubation, cells were treated with 2.5 mM 
metformin or control medium for 72 h. Endpoint high-content image analysis was performed for cells stained 
with Hoechst 33342 and Calcein-AM. (b) Summary of viability data for the functional high throughput screen 
of miRNA mimics in combination with metformin is shown. Negative control for cell death is represented 
by the viability of cells transfected with negative control (OTP) and positive control is represented by the 
cells transfected with siRNA targeting PLK1. Mock control also shows the control for transfection (c) Percent 
viability of HCT116 cells reverse transfected with miRNA mimics and treated with 2.5 mM (y- axis) or 0 mM 
metformin (x-axis) are shown. The viability values were normalized against siOTP values and miRNAs selected 
for a secondary screen (blue triangles).

Table 1.   Coefficient of drug interaction for secondary screen miRNAs. Values represent mean viability 
normalized to the siOTP control mean viability.

miRNA Viability: miRNA Viability: miRNA + metformin CDI

hsa-miR-145-3p 0.75 0.15 0.27

hsa-miR-676-3p 0.66 0.16 0.32

hsa-miR-1181 0.90 0.33 0.50

hsa-miR-376b-5p 0.54 0.20 0.51

hsa-miR-18b-5p 1.11 0.44 0.54

hsa-miR-3187-3p 0.57 0.25 0.59

hsa-miR-548v 0.41 0.19 0.64

hsa-miR-718 0.91 0.43 0.64

hsa-miR-3687 1.07 0.51 0.65

hsa-miR-99a-3p 0.92 0.46 0.67

hsa-miR-655-5p 0.56 0.28 0.68

hsa-miR-449c-5p 0.38 0.19 0.70
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control medium (P < 0.0001, Fig. 2). In summary, among other miRNAs that led to a reduction in cell viability 
in both 2.5 mM metformin treated groups and those in control medium, miR-145-3p and miR-449c-5p had 

Figure 2.   Viability of HCT116 cells transfected with miRNA mimics that show a strong synergetic effect with 
2.5 mM metformin treatment. Normalized cell counts of HCT116 cells transfected with miRNA mimics, treated 
with 2.5 mM metformin and compared with 0 mM metformin treatment. Results are expressed as mean ± SD 
of 3 replicates and the statistical significance is indicated with asterisks (ns P > 0.05, *P ≤ 0.05, **P ≤ 0.01, 
***P ≤ 0.001 and ****P ≤ 0.0001).
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the strongest synergistic effect in combination with metformin, reducing cell viability by 85% compared with 
HCT116 cells transfected with NC in control medium (P < 0.0001, Fig. 2).

Real‑time validation of metformin‑sensitizing miRNAs: miRNA activity suppresses colorectal 
cancer cell proliferation.  To further validate the secondary screen hits, HCT116 cells were transfected 
with the 12 selected miRNAs mimics (miR-145-3p, miR-18b-5p, miR-1181, miR-376b-5p, miR-3187-3p, miR-
3687, miR-449c-5p, miR-548v, miR-655-5p, miR-676-3p, miR-718 and miR-99a-3p) or a negative control mimic 
and on the following day treated with 2.5 mM metformin or control medium for 3 days (Supplementary Fig. 5).

In HCT116 cells, transfection with 8 miRNA mimics enhanced growth inhibition by metformin as shown by 
a significant reduction in cell viability in cells transfected with mimics and treated with metformin, compared 
with cells treated with metformin alone or transfected with miRNA mimics alone (Supplementary Fig. 5a,c). 
These results were consistent with real-time cell index analysis as shown in Supplementary Fig. 5b,d. In summary, 
among the sensitizing miRNA mimics, transfected into HCT116 cells, miR-718, miR-145-3p and miR-376b-5p 
mimics had the most significant effect by reducing the cell index by 76, 70 and 69%, respectively, in the presence 
of 2.5 mM metformin while other miRNAs (miR-3187, miR-587v, miR-3687 and miR-449c-5p) didn’t show a 
synergistic effect in real-time cell index measurements (Supplementary Fig. 5b,d).

Metformin sensitizing miRNAs can alter glycolysis.  To investigate the role of the eight sensitizing 
miRNAs in regulating cancer glycolysis, a Seahorse XFe96 Extracellular Flux Analyzer quantified the genera-
tion of lactate, as monitored by the consequent extracellular acidification rate (ECAR). Furthermore, sequential 
compound injections such as glucose, oligomycin and 2-DG allowed calculation of glycolysis, glycolytic capacity 
and glycolytic reserve, respectively.

2.5 mM metformin treatment of HCT116 cells resulted in a significant enhancement of glycolysis, as shown 
by 2.3 fold increase in HCT116 cells transfected with NC mimic and treated with 2.5 mM metformin for 3 days 
compared with NC mimic transfected cells in control medium (P = 0.002, Fig. 3a). Among the 8 miRNAs tested, 
transfection with miR-676-3p mimics resulted in a 69% decrease in glycolysis compared with NC mimic trans-
fected HCT116 cells (P = 0.0001, Fig. 3a). The suppression effect was also significant enough to decrease glycolysis 
by 79% in samples that combined transfection of miR-676-3p mimics with metformin treatment, compared with 
those transfected with NC and treated with metformin (P = 0.0025, Fig. 3a). In addition, while transfection with 

Figure 3.   Changes in glycolysis (a), maximum glycolytic capacity (b) and glycolytic reserve (c) associated with 
miRNA mimic transfections in combination with metformin treatment of HCT116 cells. CRC cells were reverse 
transfected with selected miRNA mimics and treated with 2.5 mM metformin or control medium. Extracellular 
acidification rate (ECAR) of the cells was determined over a 30-min period using a Seahorse XFe-96 Instrument. 
The ECAR values were normalized to viability of the cells per group determined by crystal violet assay. Results 
are expressed as mean ± SD of 3 culture replicates and the statistical significance is indicated with asterisks (ns 
P > 0.05, *P ≤ 0.05, **P ≤ 0.01, ***P ≤ 0.001, ****P ≤ 0.0001.
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miR-145-3p mimics alone had no significant effect on glycolysis compared with NC mimic transfection in con-
trol medium (P > 0.05), combination of miR-145-3p mimic transfection with metformin treatment, resulted in a 
similar effect (16% decrease) on glycolysis compared with metformin treated cells (P = 0.037, Fig. 3a). Although 
maximal glycolysis, resulting from ATP synthase inhibition, was not affected by metformin treatment of HCT116 
cells compared with cells in control medium, combination of metformin treatment with miR-18b-5p or miR-
145-3p mimic transfections introduced a significant decrease in glycolytic capacity by 18% or 25%, respectively, 
compared with metformin treatment alone (P = 0.011 and 0.004, respectively), Fig. 3b. Transfection with miR-
676-3p in control medium showed a dramatic decrease in glycolytic capacity as compared with NC mimic trans-
fection in control medium (70% increase, P = 0.0029) and, therefore, combination of miR-676-3p transfection 
with 2.5 mM metformin treatment represented a a synergistic effect by reducing maximal glycolysis compared 
with metformin treatment alone (80% decrease, P = 0.0002), Fig. 3b.

Metformin treatment resulted in a dramatic decrease in glycolytic reserve (3.3 fold, P = 0.0005), Fig. 3c. Inves-
tigating the effect of selected sensitizing miRNAs on glycolytic reserve revealed miR-676-3p to have inhibitory 
effect on glycolytic reserve compared with NC (by 71%, P = 0.0028) which led to a 92% reduction of glycolytic 
reserve in cells with metformin treatment compared with cells transfected with NC mimics and treated with 
metformin (P < 0.0001, Fig. 3c). Moreover, combination of miR-18b-5p or miR-145-3p mimic transfections with 
metformin treatment resulted in 66% and 57% decreases in glycolytic reserve compared with metformin treat-
ment alone in HCT116 cells (P = 0.012 and 0.0089, respectively). This is in contrast to no significant effect on 
glycolytic reserve with miR-145-3p and miR-18b-5p mimic transfections in control medium (P > 0.05, Fig. 3c).

Altogether, these results showed transfection with miRNA mimics such as miR-676-3p, miR-145-3p or miR-
18b-5p, in combination with metformin treatment in HCT116 cells, can diminish the glycolysis increase resulting 
from metformin treatment and further enhance the metformin mediated reduction of both glycolytic capacity 
and reserve.

MicroRNAs can further modulate respiration in metformin‑treated cells.  The changes in oxida-
tive phosphorylation of HCT116 cells associated with activity of the eight metformin sensitizing miRNAs, in 
combination with metformin treatment, were investigated. Seahorse XFe96 Extracellular Flux Analyzer quanti-
fied mitochondrial respiration in which key parameters of mitochondrial function such as basal and maximal 
respiration, respiratory reserve, ATP synthesis and coupling efficiency were measured by oxygen consumption 
rate (OCR) and calculated following three serial injections of compounds including oligomycin, FCCP, and 
rotenone/antimycin A.

Since metformin treatment alone resulted in a dramatic fall in almost all mitochondrial function including 
basal respiration, maximal respiration, respiratory reserve and ATP synthesis (by 71%, 66%, 59% and 68% with 
P = 0.0064, 0.0065, 0.017 and 0.0004, respectively, Fig. 4) compared with cells in control medium, combining 
miRNA transfections with metformin treatment had little or no further enhancement effect on some of these 
parameters. For instance, there was no enhancement in reserved capacity with all 8 mimic transfections investi-
gated in combination with metformin treatments (P > 0 0.05, Fig. 4a). Notably, miR-655-5p transfection, alone, 
generated a significant induction in OCR (1.2- fold, P = 0.02), and managed to negate the OCR reduction seen 
with metformin alone (Fig. 4a). Furthermore, only miR-718 mimic transfections led to a 10% reduction in cou-
pling efficiency compared with NC mimic transfections (P = 0.0025). When these transfections were combined 
with metformin treatment there were further 17% and 12% reductions in coupling efficiency compared with 
NC mimic transfections in control medium or medium with 2.5 mM metformin, respectively (P = 0.0007, 0.002, 
respectively), Fig. 4b.

With regard to basal respiration, transfection of miR-376b-5p or miR-718 in combination with metformin 
treatment resulted in a 82 or 84% reduction in basal respiration compared with NC transfected cells in control 
medium (P = 0.0033 and 0.0035, respectively), Fig. 4c. The effect was also significant in comparison with met-
formin treatment alone as shown by 41 and 46% reduction in basal respiration in cells transfected with miR-
376b-5p and miR-718 and treated with metformin (P = 0.02 and 0.05, respectively), Fig. 4c.

To investigate the effect of miRNAs on maximal respiration, where oxidative phosphorylation operates at 
maximum capacity, ATP synthesis was disrupted by an uncoupler treatment (FCCP). While metformin resulted 
in a significant reduction in maximal respiration (by 66%, P = 0.0065), combination of miR-18b-5p, miR-1181 and 
miR-376b-5p transfection with metformin treatment led to a further 8.8, 9.3 and 11% decrease in the maximal 
respiratory capacity of HCT116 cells, respectively, compared with metformin treatment alone (P = 0.005, 0.001 
and 0.01 respectively), Fig. 4d. Notably, miR-655-5p transfection alone significantly increased maximal respira-
tion capacity, however this was also inhibited by metformin (P = 0.02, P = 0.04, respectively), Fig. 4d.

Both miR-376b-5p and miR-718 had similar effects on ATP synthesis, decreasing ATP turnover by 47 and 
58% in combination with metformin and compared with HCT116 cells transfected with NC mimics and treated 
with metformin (P = 0.025 and 0.028, respectively), Fig. 4e. In summary, these results indicate that miRNAs such 
as miR-376b-5p, miR-718, miR-18b and miR-1181 contribute to mitochondrial function by regulating different 
respiration parameters such as basal and maximal respiration as well as ATP turnover.

By combining the baseline oxygen consumption rate (OCR) and extracellular acidification rate (ECAR) 
measurements across experiments, an integrated bioenergetic phenogram could be constructed for each com-
bination of miRNA mimic and metformin treatment (Fig. 5). The phenograms highlighted the combinatorial 
effect of metformin with miR-1181 and, especially, miR-676-3p in depleting energy production in HCT116 cells 
and forcing them into quiescence (Fig. 5).

Metformin sensitizing miRNAs influence apoptosis and cell cycle.  To investigate consistency in 
the roles of six out of the eight metformin sensitizing miRNAs that regulate colorectal cancer cell metabo-
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lism, miRNA activity was increased by transfecting a panel of CRC cell lines (RKO, DLD1, HT29 and SW480), 
with miRNA mimics following 2.5 mM metformin treatment and cell viability was quantified. Among other 
CRC cell lines tested, RKO, DLD1 and HT29 cell transfections with miR-18b-5p, miR-145-3p, miR-1181, miR-
376b-5p, miR-676-3p and miR-718 mimics resulted in enhanced sensitivity of cells to the anti-proliferative effect 
of metformin (Supplementary Fig. 6). However, the SW480 cell line showed little sensitivity to several of these 
miRNAs. Only transfection with miR-18b-5p or miR-676-3p increased sensitivity of SW480 to metformin by 
decreasing the viability of the cells by 26% or 43% in combination with metformin (P = 0.01 and 0.004, respec-
tively), Supplementary Fig. 6.

To investigate the roles of miR-1181, miR-18b-5p, miR-145-3p, miR-376b-5p, miR-676-3p and miR-718 mim-
ics in combination with metformin on CRC cell death, caspase 3/7 activity was assessed as a marker of apoptosis. 
While transfection of four responsive CRC cell lines with miR-18b-3p, miR-145-3p, miR-1181, miR-376b-3p 
and miR-718 mimics, in combination with metformin treatment, showed no consistent pro-apoptotic function 

Figure 4.   Changes in the reserved respiratory capacity (a), coupling efficiency (b), basal respiration (c), 
maximal respiratory capacity (d) and ATP synthesis (e) of HCT116 cells associated with miRNA mimic 
transfections in combination with metformin treatment. CRC cells were reverse transfected with selected 
miRNA mimics and treated with 2.5 mM metformin treatment or control medium. Oxygen consumption rate 
(OCR) of the cells was determined over a 30-min period using Seahorse XFe-96 instrument. The OCR values 
were normalized to viability of the corresponding cells acquired by crystal violet assay. Results are expressed as 
mean ± SD of 3 culture replicates and the statistical significance is indicated with asterisks (ns P > 0.05, *P ≤ 0.05, 
**P ≤ 0.01, ***P ≤ 0.001 and ****P ≤ 0.0001).
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in CRC cell lines, miR-676-3p did exert a pro-apoptotic function by increasing caspase 3/7 activation by 103%, 
36% and 47% in control medium and 103%, 58% and 71% in combination with metformin in HCT116, DLD1 
and HT29 cell lines, respectively (P < 0.05 HCT116, P < 0.05 for DLD1 and P < 0.001 for HT29, respectively), Sup-
plementary Fig. 7. Among four cell lines tested for the combinatorial effect of metformin treatment and miRNA 
mimic transfections on programmed cell death, RKO showed the least sensitivity with no significant increase in 
caspase3/7 activity following the combination of metformin treatment and miRNA mimic transfections, while 
HT29 cells had the highest sensitivity where a combination of 2.5 mM metformin treatment and miR-18b-5p, 
miR-1181, miR-376b-5p, miR-676-3p or miR-718 mimics resulted in 46, 87, 42, 123 and 60% increases in caspase 
3/7 activity compared with NC mimics in control medium (P = 0.0003, < 0.0001, = 0.0006, < 0.0001 and = 0.0008, 
respectively), Supplementary Fig. 7. Taken together, these results indicate that except for miR-676-3p, which 
sensitizes CRC cells to the growth-inhibiting properties of metformin, most likely through increased apoptosis, 
other miRNAs induce the anti-proliferative effect of metformin but do not enhance caspase-dependent apoptosis 
in the presence of metformin.

To examine whether the growth inhibitory effect of the six miRNAs (miR-145-3p, miR-18b-5p, miR-1181, 
miR-376b-5p, miR-676-3p and miR-718) on HCT116 cells was partly due to cell cycle changes, cell cycle analysis 
was performed. Notably, 2.5 mM metformin treatment resulted in partial G1 cell cycle arrest by inducing the 
percentage of cells in G1 phase by 4% compared to vehicle treated cells (P = 0.03, Fig. 6a).

Transfection with miR-376b-5p, miR-676-3p and miR-145-3p mimics alone enhanced the percentage of cells 
at G1 phase compared to vehicle treated cells (8, 5 and 8%, P = 0.0006, 0.0026 and 0.0006, respectively), Fig. 6a. 
Combination of miR-676-3p and miR-145-3p mimics with 2.5 mM metformin resulted in 10% and 18% increase 
in G1 cells, respectively, which was significantly higher compared to metformin treatment or miRNA mimic 
transfection alone (Fig. 6a and Supplementary Fig. 8, P < 0.01).

While 2.5 mM metformin had no significant effect on the proportion of cells in G2/M phase, miR-18b-5p 
and miR-718 mimic transfections alone resulted in an increase in the percentage of cells in G2/M phase by 5% 
(P = 0.001 and 0.0004, respectively), Fig. 6a. The combination of metformin treatment with miR-718 mimic 

Figure 5.   Integrated energy maps of HCT116 cells associated with miRNA mimic transfections in combination 
with metformin treatment. CRC cells were reverse transfected with selected miRNA mimics and treated 
with 2.5 mM metformin treatment or control medium. The baseline oxygen consumption rate (OCR) and 
extracellular acidification rate (ECAR) calculated were combined to generate the basal phenogram. The OCR 
and ECAR values were normalized to viability of the corresponding cells acquired by crystal violet assay. Results 
are expressed as mean ± SD of 3 technical replicates.
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transfection resulted in a 4% further increase in G2/M phase cells compared to miRNA mimic treatment alone 
(P = 0.01). These data suggest the ability of metformin sensitizing miRNAs, such as miR-676-3p and miR-145-3p, 
in cooperating with metformin to delay cell cycle progression, mainly at G1 phase. Moreover, some miRNAs 
such as miR-18b-5p and miR-718 exert their metformin-sensitizing effect partially through blocking cells in the 
G2/M phase (Fig. 6a and Supplementary Fig. 8).

To identify likely pathways that are affected by the metformin sensitizing miRNAs, gene ontology analyses of 
putative targets revealed cell cycle to be a common process regulated by these miRNAs, with genes such as those 
involved in proteasome activity (PSMB9, PSMA1, PSME3, PSMD12 and UBD) as well as some well known cell 
cycle regulating genes such as genes in the MAPK signalling pathway and cell division (Fig. 6b).

Discussion
Metformin treatment leads to a self-limiting accumulation in cancer cells, theoretically, through inhibiting proton 
pumping, depolarizing the mitochondrial membrane and, therefore, limiting the accumulation of the drug23. 
Metformin inhibits mTORC1 through both an AMPK- dependent and independent manner4. Also, chronic 
inhibition of mTORC1 was shown to relieve the negative feedback loop from the S6K-IRS1 axis leading to hyper-
activation of mTORC2 and, consequently, Akt activation. Therefore, inhibition of mTORC1, located upstream of 
S6K in the pathway, prevents the inhibitory feedback on IRS-1 and leads to an increased IGF-1R-mediated pro-
liferation signal24. Altogether, these results emphasize the potential for a combination therapy that can increase 
the sensitivity of cancer cells to metformin. Given the involvement of miRNAs in key cancer hallmarks, including 
aberrant cellular metabolism, the current study investigated the ability of miRNAs to sensitize colorectal cancer 

Figure 6.   Cell cycle distribution of HCT116 cells after transfection with sensitizing miRNAs and treatment 
with metformin or control medium for 96 h (a) and the miRNA-based sub-network of putative target genes 
associated with cell cycle (b). (a) Histograms showing the percentage of HCT116 cells transfected with miR-
18b-5p, miR-145-3p, miR-376b-5p, miR-676-3p and miR-718 mimics and treated with 2.5 mM metformin 
for 72 h in G0/G1, S, and G2/M phases, compared with cells in control medium. A “–” miRNA mimic status 
indicates transfection with NC negative control mimics. Results are expressed as mean ± SD of 3 replicates 
and the statistical significance is indicated with asterisks (ns P > 0.05, *P ≤ 0.05, **P ≤ 0.01, ***P ≤ 0.001, 
****P ≤ 0.0001). (b) This is an organic layout of the integrated network associated putative genes organised in cell 
cycle associated ontologies acquired by Targetscan predition algorithm and NetworkAnalyst-Panther/Slim GO 
analysis. The miRNA-gene interactions are shown as red lines while gene–gene interactions are green. The blue 
and red nodes represent predicted taget genes and miRNAs, respectively.
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cells to the anti-proliferative effect of metformin. Of the 2063 miRNAs that were tested through primary and 
secondary high throughput functional screens, the strong synergistic effects of 8 miRNAs, with metformin, were 
validated in several CRC cell lines (CDI < 0.7). Among 8 validated hits, transfection of miR-145-3p, miR-676-3p, 
miR-655-5p, miR-18b-5p and miR-376b-5p into CRC cells not only repressed tumour cell proliferation, but also 
potentiated the efficacy of metformin in repressing cancer cell division.

While this study concentrated on miRNAs that enhance the metformin effect, those that suppress metformin 
responses may reveal more about metformin’s mechanism of action. In vivo investigation of these metformin 
sensitizing miRNAs may identify systemic roles and provide pre-clinical data for novel therapeutic strategies.

To test the roles of the identified sensitizing miRNAs through mechanisms related to cellular metabolism, 
including cancer cell glycolysis and mitochondrial respiration, the changes in metabolic profile associated with 
metformin treatment and altered miRNA activity were investigated. Six out of eight metformin sensitizing miR-
NAs (miR-376b-5p, miR-1181, miR-18b-5p, miR-676-3p, miR-718 and miR-145-3p) were identified as regulators 
of glycolysis or mitochondrial respiration.

Consistent with previous studies, metformin-mediated inhibition of respiration resulted in a compensatory 
increase in glycolysis but also a dose dependent decrease in glycolytic capacity and reserve25. This may indicate 
the pleiotropic nature of metformin and suggests direct targeting of molecules involved in regulation of CRC cell 
glycolysis. In this study, investigating different parameters of glycolysis revealed miR-676-3p and miR-376b-5p 
are suppressors of glycolysis, glycolytic capacity and glycolytic reserve and showed the ability of these miRNAs 
to hinder the metformin-mediated increase in glycolysis. Moreover, the addition of oligomycin, which blocks 
mitochondrial ATP production, showed that increased miR-676-3p activity in CRC cells enhanced the inhibitory 
effect of metformin on glycolytic capacity and reserve. While some studies showed the diagnostic value of miR-
676-3p in cancers such as gastric, prostate and breast cancer26–28, very little is known about the function of this 
miRNA. Li et al., demonstrated the inhibitory effect of miR-376b-5p on angiogenesis in middle cerebral artery 
occlusion by targeting the HIF-1α-mediated VEGFA signalling pathway29. Low expression of miR-376b-5p was 
also shown to be correlated with poor prognosis of patients with pancreatic adenocarcinoma30.

Moreover, miRNAs such as miR-18b-5p and miR-145-3p were demonstrated to have a suppressor effect on 
glycolytic properties such as glycolytic rate, glycolytic capacity and glycolytic reserve in combination with met-
formin whilst exerting no significant effect alone. miR-18b-5p was shown to be differentially expressed in certain 
cancers31–33. However, there are discrepancies with regard to the functions of this miRNA in cancer, as it can be 
both a tumour suppressor and oncogenic miRNA. In melanoma cells, this miRNA was downregulated and was 
shown to directly target the proto-oncogene MDM2 and regulate DNA methylation and, thereby, regulate the 
p53 signalling pathway to reduce tumour cell growth and induce cell death34. However, the oncogenic activity 
of miR-18b-5p was shown in breast cancer cells where miR-18b-5p targets DOCK4, a significant cell division 
factor mainly involved in the regulation cell adhesion35. miR-145-3p, generally considered the passenger strand 
of mature miR-145, was shown to be downregulated in different cancer types and is also reportedly a tumour 
suppressor and regulator of tumour growth, cell death and tumour metastasis36–39. Caution should be exercised in 
over-interpreting the biological relevance of pre-miR-145-derived miRNAs, as their expression in epithelial cells 
is contentious40 and found to be low in this study, however this doesn’t limit their therapeutic potential nor their 
ability to identify other drug targets. Even in the absence of metformin, transfection of miRNAs such as miR-
718 and miR-99a-3p enhanced glycolysis, while miR-676-3p suppressed the glycolytic properties of CRC cells.

As a direct target of metformin, mitochondrial function has been shown to be affected by metformin treat-
ment in different cancers23,41,42. Accordingly, 2.5 mM metformin treatment of CRC cells resulted in a dramatic 
decrease in mitochondrial parameters, such as basal and maximal respiration.

The maximum capacity of HCT116 cell respiration, measured from the baseline in the presence of oligomycin 
and then FCCP, was lower in cells transfected with miR-18b-5p, miR-1181 or miR-376b-5p and treated with 
metformin, compared with NC mimic transfected plus metformin treated cells. miR-376b-5p and miR-718 
showed the strongest effect on mitochondrial parameters by further enhancing the inhibitory effect of met-
formin on basal respiration and ATP turnover. Hypoxia-inducible miR-1181 is a known tumour suppressor 
in cancers such as pancreatic, ovarian and prostate cancer and is shown to target SOX2, STAT3 and HOXA10 
to inhibit proliferation, migration and invasion and to promote EMT43–47. miR-718 was originally identified in 
2006 and Leng et al., showed the anti-cancer role of this miRNA, by targeting VEGF, in ovarian cancer48,49. The 
tumour suppressive function of miR-718 was then confirmed in cancers including hepatocellular carcinoma and 
oesophageal squamous cell carcinoma, as well as thyroid and ovarian cancers; it was shown to inhibit cancer cell 
proliferation, invasion and to regulate innate immune response by targeting VEGF, PDPK1, IRAK1, EGR3 and 
PTEN49–53. Similar to the findings in this study, miR-718 supressed cancer cell metabolism and energy produc-
tion in papillary thyroid cancer through regulating the PI3K/Akt/mTOR pathways54.

Investigation of the anti-tumour properties of metformin, in combination with miRNAs that regulate CRC cell 
metabolism, revealed 6 metabolism-regulating miRNAs that enhanced the anti-proliferative effect of metformin. 
However, the effect of these miRNA mimics on CRC cell viability is largely due to cellular processes other than 
apoptosis, as only miR-676-3p showed pro-apoptotic activity in HCT116, DLD1 and HT29 cells.

Cell cycle arrest is often a major indicator of anti-cancer drug activity55. These results showed that metformin 
suppresses cell proliferation by increasing the proportion of CRC cells in G1 phase. They are consistent with 
several previous studies showing that metformin induces cell cycle arrest without affecting cell apoptosis in 
different cancers56–59. Furthermore, cell cycle distribution was adversely affected by some of the metformin sen-
sitizing miRNAs such as miR-376b-5p, miR-18b-5p, miR-676-3p, miR-145-3p and miR-718. Investigation of the 
combinatorial effect of metformin-sensitizing miRNAs on cell cycle regulation revealed some miRNAs, notably 
miR-676-3p and miR-145-3p, cooperate with metformin to induce further cell cycle arrest at G1 phase. The com-
bination of aforementioned miRNAs with metformin treatment prevented HCT116 cells from entering S phase 
as the percentage of cells in S phase was lower compared with the control medium, metformin treatment alone 
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or miRNA mimic transfection alone. This is likely to reflect arrested mitosis and suppressed cell proliferation60. 
Similarly, Goto et al., showed miR-145-3p, as the passenger strand, is downregulated in cisplatin-resistant prostate 
cancer and is involved in cell cycle regulation through targeting cell cycle regulators such as CDK161.

Although metformin treatment did not affect cells in G2/M phase, miR-18b-5p and miR-718 both resulted 
in cell cycle delay in G2/M phase when combined with metformin. Consistent with our findings, CCNB1 (G2/M 
specific cyclin B1) has been validated as a target of miR-718, which supports the ability of miR-718 to regulate 
cell cycle progression and, thus, cell proliferation62. Identifying the miRNA targets that are responsible for these 
observations may highlight useful adjuvant drug targets for slowing tumour growth. Bioinformatic predictions 
suggest several candidate targets, some with major roles in metabolic pathways. Experimental validation of 
these targets is required to generate novel combination therapies that may unlock the anti-cancer potential of 
metformin.

Conclusions
By using metformin to suppress oxidative phosphorylation, and thereby force reliance on glycolysis, this study 
has identified miRNAs that regulate basic metabolic processes in mammalian cells. As metformin, itself, can 
slow the proliferation of CRC cells, this study was designed to identify specific miRNAs that further enhance 
the anti-proliferative properties of metformin with therapeutic intent. It has uncovered an additional layer of 
miRNA regulation, whereby metformin-sensitizing miRNAs suppress CRC cell metabolism through the regula-
tion of glycolysis or respiration, sometimes solely in the presence of metformin. Further investigation is required 
to elucidate the precise molecular mechanisms by which these miRNAs target metabolism-associated genes.

Data availability
The dataset supporting the conclusions of this article is included within the article and its additional files.

Received: 29 September 2021; Accepted: 28 January 2022

References
	 1.	 IARC. Globocan 2008 Colorectal Cancer Incidence, Mortality and Prevalence Worldwide in 2008. (International Agency for Research 

on Cancer, 2012). http://​globo​can.​iarc.​fr/.
	 2.	 Hammond, W. A., Swaika, A. & Mody, K. Pharmacologic resistance in colorectal cancer: A review. Ther. Adv. Med. Oncol. 8(1), 

57–84 (2016).
	 3.	 El-Mir, M. Y. et al. Dimethylbiguanide inhibits cell respiration via an indirect effect targeted on the respiratory chain complex I. 

J. Biol. Chem. 275(1), 223–228 (2000).
	 4.	 Kalender, A. et al. Metformin, independent of AMPK, inhibits mTORC1 in a rag GTPase-dependent manner. Cell Metab. 11(5), 

390–401 (2010).
	 5.	 Kamarudin, M. N. A., Sarker, M. M. R., Zhou, J. R. & Parhar, I. Metformin in colorectal cancer: Molecular mechanism, preclinical 

and clinical aspects. J. Exp. Clin. Cancer Res. 38(1), 491 (2019).
	 6.	 Higurashi, T. et al. Metformin for chemoprevention of metachronous colorectal adenoma or polyps in post-polypectomy patients 

without diabetes: A multicentre double-blind, placebo-controlled, randomised phase 3 trial. Lancet Oncol. 17(4), 475–483 (2016).
	 7.	 Pollak, M. N. Investigating metformin for cancer prevention and treatment: The end of the beginning. Cancer Discov. 2(9), 778–790 

(2012).
	 8.	 Viollet, B. et al. Cellular and molecular mechanisms of metformin: An overview. Clin. Sci. 122(6), 253–270 (2012).
	 9.	 Goodwin, P. J. et al. Insulin-lowering effects of metformin in women with early breast cancer. Clin. Breast Cancer 8(6), 501–505 

(2008).
	10.	 Huang, X. et al. Important role of the LKB1-AMPK pathway in suppressing tumorigenesis in PTEN-deficient mice. Biochem. J. 

412(2), 211–221 (2008).
	11.	 Birsoy, K. et al. Metabolic determinants of cancer cell sensitivity to glucose limitation and biguanides. Nature 508(7494), 108–112 

(2014).
	12.	 Vishnoi, A. & Rani, S. MiRNA biogenesis and regulation of diseases: An overview. Methods Mol. Biol. 1509, 1–10 (2017).
	13.	 Dvinge, H. et al. The shaping and functional consequences of the microRNA landscape in breast cancer. Nature 497(7449), 378–382 

(2013).
	14.	 Ling, H., Fabbri, M. & Calin, G. A. MicroRNAs and other non-coding RNAs as targets for anticancer drug development. Nat. Rev. 

Drug Discovery 12(11), 847–865 (2013).
	15.	 Orang, A. V., Petersen, J., McKinnon, R. A. & Michael, M. Z. Micromanaging aerobic respiration and glycolysis in cancer cells. 

Mol. Metab. 23, 98–126 (2019).
	16.	 Guo, S. T. et al. MicroRNA-497 targets insulin-like growth factor 1 receptor and has a tumour suppressive role in human colorectal 

cancer. Oncogene 32(15), 1910–1920 (2013).
	17.	 Snezhkina, A. V. et al. Differential expression of alternatively spliced transcripts related to energy metabolism in colorectal cancer. 

BMC Genom. 17(Suppl 14), 1011 (2016).
	18.	 Massey, A. J. Multiparametric cell cycle analysis using the operetta high-content imager and harmony software with PhenoLOGIC. 

PLoS ONE 10(7), e0134306 (2015).
	19.	 Birmingham, A. et al. Statistical methods for analysis of high-throughput RNA interference screens. Nat. Methods 6(8), 569–575 

(2009).
	20.	 Backes, C. et al. miRPathDB: A new dictionary on microRNAs and target pathways. Nucleic Acids Res. 45(D1), D90–D96 (2017).
	21.	 Yan, F. et al. Synergistic hepatoprotective effect of Schisandrae lignans with Astragalus polysaccharides on chronic liver injury in 

rats. Phytomedicine 16(9), 805–813 (2009).
	22.	 Elfakhri, K. H., Abdallah, I. M., Brannen, A. D. & Kaddoumi, A. Multi-faceted therapeutic strategy for treatment of Alzheimer’s 

disease by concurrent administration of etodolac and α-tocopherol. Neurobiol. Dis. 125, 123–134 (2019).
	23.	 Owen, M. R., Doran, E. & Halestrap, A. P. Evidence that metformin exerts its anti-diabetic effects through inhibition of complex 

1 of the mitochondrial respiratory chain. Biochem. J. 348(Pt 3), 607–614 (2000).
	24.	 Harrington, L. S. et al. The TSC1-2 tumor suppressor controls insulin-PI3K signaling via regulation of IRS proteins. J. Cell Biol. 

166(2), 213–223 (2004).
	25.	 Teh, J. T., Zhu, W. L., Newgard, C. B., Casey, P. J. & Wang, M. Respiratory capacity and reserve predict cell sensitivity to mitochon-

dria inhibitors: Mechanism-based markers to identify metformin-responsive cancers. Mol. Cancer Ther. 18(3), 693–705 (2019).

http://globocan.iarc.fr/


13

Vol.:(0123456789)

Scientific Reports |         (2022) 12:2889  | https://doi.org/10.1038/s41598-022-06587-9

www.nature.com/scientificreports/

	26.	 Li, F., Xu, B., Wu, Y., Yang, Z. & Qian, J. Differential microRNA expression in signet-ring cell carcinoma compared with tubular 
adenocarcinoma of human gastric cancer. Gent. Mol. Res. 14(1), 739–747 (2015).

	27.	 Li, J.-Y. et al. Differential distribution of microRNAs in breast cancer grouped by clinicopathological subtypes. Asian Pac. J. Cancer 
Prev. 14(5), 3197–3203 (2013).

	28.	 Bertoli, G., Cava, C. & Castiglioni, I. MicroRNAs as biomarkers for diagnosis, prognosis and theranostics in prostate cancer. Int. 
J. Mol. Sci. 17(3), 421 (2016).

	29.	 Li, L. J., Huang, Q., Zhang, N., Wang, G. B. & Liu, Y. H. miR-376b-5p regulates angiogenesis in cerebral ischemia. Mol. Med. Rep. 
10(1), 527–535 (2014).

	30.	 Liang, L. et al. Prognostic microRNAs and their potential molecular mechanism in pancreatic cancer: A study based on The Cancer 
Genome Atlas and bioinformatics investigation. Mol. Med. Rep. 17(1), 939–951 (2018).

	31.	 Bjork, J. K., Sandqvist, A., Elsing, A. N., Kotaja, N. & Sistonen, L. miR-18, a member of Oncomir-1, targets heat shock transcription 
factor 2 in spermatogenesis. Development 137(19), 3177–3184 (2010).

	32.	 Azizian, A. et al. Preoperative prediction of lymph node status by circulating mir-18b and mir-20a during chemoradiotherapy in 
patients with rectal cancer. World J. Surg. 39(9), 2329–2335 (2015).

	33.	 Fonseca-Sanchéz, M. A. et al. microRNA-18b is upregulated in breast cancer and modulates genes involved in cell migration. 
Oncol. Rep. 30(5), 2399–2410 (2013).

	34.	 Dar, A. A. et al. The role of miR-18b in MDM2-p53 pathway signaling and melanoma progression. J. Natl. Cancer Inst. 105(6), 
433–442 (2013).

	35.	 Wang, Y. Y. et al. Long noncoding RNA AC073284.4 suppresses epithelial-mesenchymal transition by sponging miR-18b-5p in 
paclitaxel-resistant breast cancer cells. J. Cell. Physiol. 234, 23202–23015 (2019).

	36.	 Cui, S. Y., Wang, R. & Chen, L. B. Micro RNA-145: A potent tumour suppressor that regulates multiple cellular pathways. J. Mol. 
Med. 18(10), 1913–1926 (2014).

	37.	 Letelier, P. et al. miR-1 and miR-145 act as tumor suppressor microRNAs in gallbladder cancer. Int. J. Clin. Exp. Pathol. 7(5), 1849 
(2014).

	38.	 Goto, Y. et al. Impact of novel miR-145–3p regulatory networks on survival in patients with castration-resistant prostate cancer. 
Br. J. Cancer 117(3), 409 (2017).

	39.	 Mataki, H. et al. Dual-strand tumor-suppressor microRNA-145 (miR-145–5p and miR-145–3p) coordinately targeted MTDH in 
lung squamous cell carcinoma. Oncotarget 7(44), 72084 (2016).

	40.	 Chivukula, R. R. et al. An essential mesenchymal function for miR-143/145 in intestinal epithelial regeneration. Cell 157(5), 
1104–1116 (2014).

	41.	 Sharma, P. & Kumar, S. Metformin inhibits human breast cancer cell growth by promoting apoptosis via a ROS-independent 
pathway involving mitochondrial dysfunction: Pivotal role of superoxide dismutase (SOD). Cell. Oncol. (Dordr.) 41(6), 637–650 
(2018).

	42.	 Isakovic, A. et al. Dual antiglioma action of metformin: Cell cycle arrest and mitochondria-dependent apoptosis. Cell Mol Life Sci. 
64(10), 1290–1302 (2007).

	43.	 Jiang, J. et al. MiR-1181 inhibits stem cell-like phenotypes and suppresses SOX2 and STAT3 in human pancreatic cancer. Cancer 
Lett. 356(2B), 962–970 (2015).

	44.	 Wang, J., Guo, X. J., Ding, Y. M. & Jiang, J. X. miR-1181 inhibits invasion and proliferation via STAT3 in pancreatic cancer. World 
J. Gastroenterol. 23(9), 1594–1601 (2017).

	45.	 Zhang, H. Y., Li, J. H., Li, G. & Wang, S. R. Activation of ARK5/miR-1181/HOXA10 axis promotes epithelial-mesenchymal transi-
tion in ovarian cancer. Oncol. Rep. 34(3), 1193–1202 (2015).

	46.	 Qian, Z., Li, Y., Chen, J., Li, X. & Gou, D. miR-4632 mediates PDGF-BB-induced proliferation and antiapoptosis of human pul-
monary artery smooth muscle cells via targeting cJUN. Am. J. Physiol. Cell Physiol. 313(4), C380–C391 (2017).

	47.	 Qian, Z. et al. PDGFBB promotes proliferation and migration via regulating miR-1181/STAT3 axis in human pulmonary arterial 
smooth muscle cells. Am. J. Physiol. Lung Cell. Mol. Physiol. 315(6), L965–L976 (2018).

	48.	 Griffiths-Jones, S., Grocock, R. J., van Dongen, S., Bateman, A. & Enright, A. J. miRBase: microRNA sequences, targets and gene 
nomenclature. Nucleic Acids Res. 34, D140–D144 (2006).

	49.	 Leng, R., Zha, L. & Tang, L. MiR-718 represses VEGF and inhibits ovarian cancer cell progression. FEBS Lett. 588(12), 2078–2086 
(2014).

	50.	 Kalantari, P. et al. miR-718 represses proinflammatory cytokine production through targeting phosphatase and tensin homolog 
(PTEN). J. Biol. Chem. 292(14), 5634–5644 (2017).

	51.	 Sugimachi, K. et al. Identification of a bona fide microRNA biomarker in serum exosomes that predicts hepatocellular carcinoma 
recurrence after liver transplantation. Br. J. Cancer 112(3), 532–538 (2015).

	52.	 Wang, Z. D. et al. Involvement of microRNA-718, a new regulator of EGR3, in regulation of malignant phenotype of HCC cells. 
J. Zhejiang Univ. Sci. B 18(1), 27–36 (2017).

	53.	 Sun, L. et al. Predictive value of plasma miRNA-718 for esophageal squamous cell carcinoma. Cancer Biomark. 16(2), 265–273 
(2016).

	54.	 Wang, X. & Qi, M. miR-718 is involved in malignancy of papillary thyroid cancer through repression of PDPK1. Pathol. Res. Pract. 
214(11), 1787–1793 (2018).

	55.	 Abbas, T. & Dutta, A. p21 in cancer: intricate networks and multiple activities. Nat. Rev. Cancer 9(6), 400–414 (2009).
	56.	 Ben Sahra, I. et al. The antidiabetic drug metformin exerts an antitumoral effect in vitro and in vivo through a decrease of cyclin 

D1 level. Oncogene 27(25), 3576–3586 (2008).
	57.	 Shi, W. Y. et al. Therapeutic metformin/AMPK activation blocked lymphoma cell growth via inhibition of mTOR pathway and 

induction of autophagy. Cell Death Dis. 3(3), e275 (2012).
	58.	 Alimova, I. N. et al. Metformin inhibits breast cancer cell growth, colony formation and induces cell cycle arrest in vitro. Cell Cycle 

8(6), 909–915 (2009).
	59.	 Jagannathan, S. et al. Pharmacologic screens reveal metformin that suppresses GRP78-dependent autophagy to enhance the anti-

myeloma effect of bortezomib. Leukemia 29(11), 2184–2191 (2015).
	60.	 Georges, S. A. et al. Coordinated regulation of cell cycle transcripts by p53-Inducible microRNAs, miR-192 and miR-215. Cancer 

Res. 68(24), 10105–10112 (2008).
	61.	 Goto, Y. et al. Impact of novel miR-145-3p regulatory networks on survival in patients with castration-resistant prostate cancer. 

Br. J. Cancer 117(3), 409–420 (2017).
	62.	 Wang, S., Sun, H., Zhan, X. & Wang, Q. MicroRNA-718 serves a tumor-suppressive role in non-small cell lung cancer by directly 

targeting CCNB1. Int. J. Mol. Med. 45(1), 33–44 (2020).

Acknowledgements
The authors thank Dr D Rojas-Canales, Mrs Marie Lowe (Flinders University) and Dr G Bracho Granado (Cell 
Screen SA Facility) for contributing to the experimental work, as well as Prof. R Robcker (The University of 
Adelaide) for access to the Seahorse Bioanalyzer used in this study.



14

Vol:.(1234567890)

Scientific Reports |         (2022) 12:2889  | https://doi.org/10.1038/s41598-022-06587-9

www.nature.com/scientificreports/

Author contributions
A.O., J.P., R.A.M. and M.Z.M. conceived the project. A.O. and A.A. organized the high throughput screening 
experiments, analyzed and interpreted the data. A.O., S.R.A., J.P. and M.Z.M. planned and implemented char-
acterization and validation experiments and analyzed data. A.O. prepared the initial draft manuscript, with all 
authors contributing to the final manuscript. M.Z.M. and R.A.M. provided funds to support the research. All 
authors were involved in preparation of the manuscript, then read and approved the final manuscript.

Funding
This work was supported by research grants from Tour de Cure, Australia, and Flinders Foundation. AO was 
supported by Australian Research Training Program for her PhD reseach. RAM was supported by the Cancer 
Council of South Australia and Beat Cancer Project.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​022-​06587-9.

Correspondence and requests for materials should be addressed to M.Z.M.

Reprints and permissions information is available at www.nature.com/reprints.

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 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted 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 licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2022

https://doi.org/10.1038/s41598-022-06587-9
https://doi.org/10.1038/s41598-022-06587-9
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	A functional screen with metformin identifies microRNAs that regulate metabolism in colorectal cancer cells
	Methods
	Cell lines. 
	Functional miRNA screen. 
	Cell proliferation and cell apoptosis assay. 
	Metabolic profiling. 
	Flow cytometry analysis of cell cycle. 

	Results
	Identification of miRNAs that enhance the anti-proliferative effect of metformin. 
	Real-time validation of metformin-sensitizing miRNAs: miRNA activity suppresses colorectal cancer cell proliferation. 
	Metformin sensitizing miRNAs can alter glycolysis. 
	MicroRNAs can further modulate respiration in metformin-treated cells. 
	Metformin sensitizing miRNAs influence apoptosis and cell cycle. 

	Discussion
	Conclusions
	References
	Acknowledgements


