
Abstract. Background/Aim: We previously demonstrated that
a mitochondrial protein, apoptosis-inducing factor,
mitochondrion-associated 3 (AIFM3) is over-expressed in
cholangiocarcinoma (CCA) and its serum levels can be a
prognostic biomarker for CCA. To elucidate the functional
roles of AIFM3 in CCA progression, we aimed to determine
the signaling pathways of AIFM3 in CCA. Materials and
Methods: AIFM3 gene in CCA cells was silenced and AIFM3-
related proteins were identified using mass spectrometry and
bioinformatics tools. The relationships between AIFM3 and
441 related proteins were explored. To validate the functions
of AIFM3, transwell migration/invasion assays were used.
Results: Bioinformatic analyses predicted that AIFM3
interacts with formin-like protein 3 (FMNL3) and  is involved
in tumor cell motilities. Online database analysis revealed
higher AIFM3 mRNA expression levels in CCA, particularly

with lymph node metastasis. After AIFM3 gene silencing, CCA
cell migration/invasion was significantly decreased (p<0.001).
Furthermore, AIFM3 expression levels were significantly
associated with lymph node metastasis (p=0.0009) and
shorter survival time (p=0.020). Conclusion: The AIFM3
signaling pathway is mediated via FMNL3 and involved in
metastasis, suggesting that AIFM3 might be a molecular
target to prevent CCA metastasis.

Cholangiocarcinoma (CCA) is a malignant tumor originating
from the epithelium of bile ducts (1). Globally, CCA is rather
a rare cancer, but its incidence is extremely high in the
Greater Mekong Subregion of Southeast Asia due to the
carcinogenic liver fluke (Opisthorchis viverrini) infection
caused by consumption of raw or undercooked fish
contaminated with metacercaria (infective stage). Because of
the poor survival rate, CCA is a serious health problem in
the northeastern part of Thailand (2). The best treatment
method is surgical resection, but most patients with CCA are
usually diagnosed at the late stage of the disease (1). After
surgery, patients with late stage CCA are usually treated with
chemotherapeutic drugs such as cisplatin, 5-fluorouracil,
gemcitabine, and doxorubicin (3). However, currently there
is no method to improve the survival of patients with CCA.
To enhance the efficacy of cancer treatment, earlier diagnosis
and development of targeted cancer therapy are required (4). 

Mitochondrial proteins are known to play critical roles in
tumor development/progression of various cancers (5-7).
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Recent biomarker search revealed that several mitochondrial
proteins are detectable in the plasma and their over-expression
is considered as potential biomarkers for diagnosis/prognosis
of certain cancers (8, 9). Also, mitochondrial proteins are
considered as targets for cancer therapy (7). 

AIFM3 is a mitochondrial protein that consists of 598
amino acids, with a molecular weight of 66 kDa (10).
AIFM3 has 35% similarity with the sequence of the
apoptosis-inducing factor (AIF). Similarly, AIFM3 has the
ability to induce apoptosis (10, 11). Nonetheless, analysis
of mitochondrial proteome indicated that AIFM3 was over-
expressed in CCA tissues in comparison with the matched
adjacent non-cancerous tissues (12). Subsequently, we
reported that higher serum AIFM3 levels were significantly
associated with lymph node metastasis and shorter overall
survival of patients with CCA, and AIFM3 could be an
independent prognostic marker for patients with CCA (13).
In this study, to elucidate the possible role of AIFM3 and
the related signaling pathways in CCA cells, we used a
combination of gene-silencing, mass spectrometry, and
bioinformatic tools. Furthermore, using CCA cells, we
examined the effects of AIFM3 gene knock-down on tumor
cell motilities by migration-invasion assays. Moreover,
AIFM3 expression levels in surgical specimens were used
to validate its diagnostic/prognostic role.

Materials and Methods

Cell lines and cell culture. Four CCA cell lines were used; KKU-
213A and KKU-213B (intrahepatic CCA) were kindly provided by
the Japanese Collection of Research Bioresources (JCRB) Cell Bank
(Osaka, Japan), KKU-100 (extrahepatic/perihilar CCA) (14) and
KKU-452 (perihilar and intrahepatic mass-forming CCA) (15) were
kindly provided by the Cholangiocarcinoma Research Institute
(CARI) (Khon Kaen University, Thailand). Additionally, MMNK-1
was generated by Maruyama et al. (16). Cell lines were cultured in
Ham’s F-12 medium containing 10% fetal bovine serum, 100 U/ml
of penicillin and 100 μg/ml of streptomycin (all from Life
technologies, Grand Island, NY, USA) in a humidified 5% CO2 air
incubator at 37˚C. All cell lines were verified to be mycoplasma-free
using specific PCR.

Tissue samples. Paraffin-embedded sections of 24 CCA patients
were provided by CARI, Khon Kaen University. The patients who
underwent surgery at the Srinagarind Hospital, Khon Kaen
University (2009-2012) were enrolled. In accordance with the
pathological reports, 8 of 24 patients presented with lymph node
metastasis. The present study was approved by the Human Ethics
Committee of Khon Kaen University (approval No. HE611411) and
informed consent was obtained from all participants.

Western blot analysis. To investigate the expression of AIFM3 protein,
the cells were harvested and lysed in RIPA lysis buffer as previously
described (17). The protein concentration was determined using the
Bradford assay. The expression of AIFM3 was validated using western
blot analysis. Western blotting was performed as described previously

with some modifications (12). Three independent experiments were
performed to confirm reproducibility. In brief, 30 μg protein of each
cell lysate was dissolved in sample buffer and boiled for 5 min. The
samples were loaded and separated on 12.5% SDS-PAGE for 3 h, and
the proteins were transferred onto PVDF membrane (GE Healthcare,
Buckinghamshire, UK). The membrane was incubated with 1:500
dilution of rabbit polyclonal antibody against human AIFM3 (Biorbyt,
Cambridge, UK) overnight at 4˚C. Peroxidase activity was detected
and quantitatively analyzed using an Amersham Imager 600.
Densitometry of different immunoblots was measured using ImageJ
software (version. 1.52v, NIH, Bethesda, MD, USA) and normalized
relative to actin expression.

Transient silencing of AIFM3 gene using siRNA. High AIFM3
expressing cell lines, KKU-213A and KKU-213B, were selected for
gene silencing. To silence AIFM3 gene, 1.5×105 cells/well of KKU-
213A and KKU-213B cells were seeded on six-well plates and
incubated overnight before transfection with 100 pM of siAIFM3
(Santa Cruz Biotechnology, Santa Cruz, CA, USA) and scramble
negative control (Invitrogen, Carlsbad, CA, USA) using Lipofectamine
2000 (Invitrogen) following the manufacturer’s instructions. Six hours
after transfection, culture medium was replaced with fresh complete
medium and incubated at 37˚C for 24 and 48 h. To verify suppression
of AIFM3 expression, the cells were harvested into RIPA lysis buffer
and western blotting was performed.

Gel formation and tryptic digestion. AIFM3-silenced and scramble
control of KKU-213A and KKU-213B cells were lysed 24 h after
transfection, and their protein concentration was determined by the
Bradford assay. For tryptic digestion, 5 μg each of cell lysate was
mixed with acrylamide and the resulting gel was cut into small
pieces. In-gel tryptic digestion and peptide extraction were
performed as reported previously (17) using an in-house method
developed by Proteomics Laboratory, National Center for Genetic
Engineering and Biotechnology, National Science and Technology
Development Agency, Thailand. 

Liquid chromatography-tandem mass spectrometry (LC-MS/MS)
and protein identification. The extracted peptides were resuspended
in 20 μl of 0.1% formic acid, centrifuged at 10,000 × g for 10 min
before loading into LC-MS/MS system. The LC-MS/MS analysis
and protein identification were performed as previously described
in detail (17). 

Selection of candidate proteins using bioinformatic tool. The
efficiency of AIFM3 silencing was derived from mass spectrometric
signal intensity of AIFM3-silenced and scramble-treated KKU-213A
and KKU-213B cells. Thus, all proteins of the cell lysates of
AIFM3-silenced and scramble-treated KKU-213A and KKU-213B
cells were categorized using jvenn (18). Afterwards, to determine
the possible signaling pathway of AIFM3 in CCA, proteins that
were commonly expressed in scramble-treated KKU-213A and
KKU-213B cells, but not in siRNA-treated cells, were chosen as the
candidate protein group.

Prediction of AIFM3-related signaling pathway. Potential
interaction of the AIFM3 with related proteins was predicted using
STITCH 5.0 (19). A final list of proteins associated with a high
confidence score of >0.7 was obtained, which suggested a high
confidence score according to STITCH (20). 
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Prediction of interaction of AIFM3-FMNL3 and chemotherapeutic
drugs. Interaction between AIFM3-FMNL3 and chemotherapeutic
drugs was analyzed using STITCH 5.0 as described above.

Molecular docking. CB-Dock (21) was used to predict the binding
activities of proteins to compounds and estimate the center and size
of the cavity. It was also combined with AutoDock Vina in which
binding affinity prediction was set at 70% success rate (21). The
lowest Vina score and the largest cavity size predict strong binding
interaction (21). The file formats of the protein database (PDB) and
ligand were obtained from the PDB and PubChem, respectively
(22). The docking of AIFM3 and FMNL3, AIFM3 and magnesium
adenosine triphosphate (MgATP), and FMNL3 and MgATP was
ranked. The three-dimensional (3D) X-ray crystal structure of
human AIFM3 (PDB ID: 6SK8, solution 1.8 Å) and FMNL3 (PDB
ID: 4EAH, solution 3.4 Å) were searched from the Protein Data
Bank. The structure of MgATP (Compound CID: 15126) was
obtained from PubChem. 

Verification of AIFM3 expression in patients with CCA. To verify
the mRNA expression levels of AIFM3 in CCA and normal tissues,
the data sets were retrieved and analyzed using Gene Expression
Profiling Interactive Analysis 2 (GEPIA2) (23) and the open access
database UALCAN (24). The differences in the mRNA expression
levels of AIFM3 and related molecules in CCA and normal tissues
were validated on the GEPIA2 platform using the Spearman
correlation method (23). 

Cell migration and invasion assay. After 12 h of transfection, the
effect of AIFM3-silencing on cell motility was examined using a
Transwell migration/invasion assay as described previously (17). 

Immunohistochemistry. Expression of AIFM3 in CCA tissues was
evaluated using immunohistochemical staining as described
previously (12). 

Statistical analysis. Experiments were performed in triplicate. Data
values are presented as mean±standard deviation (SD) and the median
and interquartile range. Comparison of parametric data was performed
by t-test, whereas non-parametric groups were analysed using the
Mann–Whitney U-test. Overall survival was estimated using Kaplan–
Meier analysis. All statistical analyses were performed using GraphPad
Prism software (version 8; GraphPad Software Inc., La Jolla, CA,
USA) and SPSS software (version 20; SPSS, Inc., IBM, NY, USA).
The p-value <0.05 was considered statistically significant. 

Results

Expression of AIFM3 in cell lines. AIFM3 protein expression
levels of four CCA cell lines, KKU-213A, KKU-213B,
KKU-100, and KKU-452 and an immortalized cholangiocyte
cell line, MMNK-1, were determined using western blot
analysis. AIFM3 protein was highly expressed in KKU-213A
and KKU-213B cell lines (Figure 1A and B), but not in
KKU-100 and KKU-452 cell lines. Accordingly, we selected
KKU-213A and KKU-213B cell lines for further analyses.

AIFM3 gene silencing of CCA cell lines. To investigate the
biological roles of AIFM3 in CCA cells, AIFM3 gene in
KKU-213A and KKU-213B cells was silenced using siRNA.
AIFM3 protein expression of KKU-M213A and KKU-
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Figure 1. Expression of apoptosis-inducing factor, mitochondrion-associated 3 (AIFM3) in cholangiocarcinoma (CCA) and immortalized
cholangiocyte cell lines. (A) Western blot analysis shows high expression of AIFM3 in KKU-213A and KKU-213B. ß-actin was used as a control
for protein loading. (B) AIFM3 protein expression was determined using image-quantitative analysis. The ratio of AIFM3 and ß-actin intensity is
shown as relative expression of AIFM3. Values are expressed as the mean±SD from three independent experiments running in triplicate. *Significant
difference of AIFM3 expression among cell lines compared to MMNK-1; ns: no significant difference.



M213B cells was successfully suppressed compared with
siRNA scramble control at 24 h and 48 h after silencing
(Figure 2A-D). These results showed that the AIFM3
silencing effect was higher at 24 h than 48 h. Thus, protein
identification using mass spectrometry was performed at 24
h after AIFM3 silencing.

Mass spectrometric protein expression patterns of AIFM3-
gene-silenced and scramble-treated KKU-213A and KKU-
213B cell lines. To determine the roles of AIFM3 and its
signaling pathways in CCA, mass spectrometric protein

expression patterns of AIFM3 gene-silenced and scramble-
treated KKU-213A and KKU-213B cell lines were analyzed
using Venn diagram. As shown in Figure 3, regardless of
siRNA-treated or scramble-treated, KKU-213A and KKU-
213B cells expressed about 3,000 proteins (Figure 3A).
Using jvenn, 441 proteins were commonly expressed in
scramble-treated KKU-213A and KKU-213B cells but not in
AIFM3-gene-silenced cells (Figure 3B). Those 441 proteins
were selected for further bioinformatic analysis to predict
potential proteins related to AIFM3 function using STITCH
(Figure 3C).
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Figure 2. Expression of apoptosis-inducing factor, mitochondrion-associated 3 (AIFM3) protein in AIFM3 gene-silenced and scramble-control
cholangiocarcinoma (CCA) cell lines. The cells treated with nonspecific siRNA (scramble, SC) were used as controls. β-actin protein expression
was used as an internal control. (A) Western blotting shows AIFM3 protein levels in the cell lysates of siRNA-treated and scramble-treated KKU-
213A and (B) KKU-213B cell lines. (C) The intensities of AIFM3 expression levels siRNA-treated KKU-213A and (D) KKU-213B cells were
quantitatively analyzed and expressed as relative expression of AIFM3 at each time point. Values are expressed as the mean ± SD from three
independent experiments running in triplicate. Statistically significantly different compared to scramble control. *Significant difference of AIFM3
expression between time points.



Prediction of the signaling pathways related to AIFM3. The
selected 441 proteins commonly expressed in scramble-
treated KKU-213A and KKU213B cells were analyzed to
predict the AIFM3-related signaling pathway using STITCH
version 5.0. Interactions with a medium confidence score
>0.4 between AIFM3 and related proteins revealed many
possible signaling pathways, but the major AIFM3-related
proteins were only 43 proteins (Figure 4A and Table I).
Among these 43 proteins, 8 with a high confidence score of
>0.7 are involved in migration and metastatic pathways;
formin-like protein 3 (FMNL3), phosphatidylinositol-4,5-
bisphosphate 3-kinase catalytic subunit alpha (PIK3CA or
PI3K), RAC-beta serine/threonine-protein kinase (AKT2),
zinc finger protein SNAI1 (SNAIL1), nuclear factor kappa
B subunit 1 (NFKB1), matrix metallopeptidase 2 (MMP2)
and matrix metallopeptidase 7 (MMP7). Based on STITCH
analysis, AIFM3 was directly associated with FMNL3, a
potential biomarker for cell migration, and indirectly with
PIK3CA, AKT2, SNAIL1, NFKB1, MMP2 and MMP7,

protein markers related to cell migration, invasion and
metastasis of tumor cells. To validate the correlation between
mRNA expression levels of AIFM3 and those of the other
proteins in AIFM3-related metastatic pathways, we further
performed GEPIA2 analysis. AIFM3 mRNA levels were
significantly correlated with those of FMNL3 (p=0.048)
(Figure 4B) but not with those of the other proteins. 

To elucidate whether AIFM3 and FMNL3 can be potential
molecular targets for cancer chemotherapy, we predicted the
networks of protein-chemotherapy drug interactions using
STITCH. The results showed the association of both AIFM3
and FMNL3 with cisplatin, doxorubicin, 5-fluorouracil, and
gemcitabine via MgATP (Figure 4C). Particularly, higher
confidence of association was observed between MgATP and
cisplatin and also doxorubicin.

Besides, the mRNA level of FMNL3 was significantly
correlated with that of PIK3CA, SNAIL1, NFKB,1 and MMP2
(R=0.54, p=0.0008, R=0.48 p=0.0033, R=0.67, p<0.0001, and
R=0.71, p<0.0001, respectively) (Figure 5A-D).
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Figure 3. Identification of AIFM3-related proteins. (A) Total number of proteins in each sample. (B) Venn diagram showing the degree of overlapping
among proteins of AIFM3-gene silenced and scramble-treated KKU-213A and KKU-213B cells. The number in the red circle represents the candidate
proteins. (C) Flowchart of the selection of AIFM3-related proteins in scramble-treated CCA cells.
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Figure 4. Potential interaction of apoptosis-inducing factor, mitochondrion-associated 3 (AIFM3)-related proteins expressed in scramble-treated
but not siRNA-treated KKU-213A and KKU-213B cells. (A) The major interaction of AIFM3 (in red circle) is associated with migratory and/or
metastatic protein markers: Formin-like protein 3 (FMNL3), phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha (PIK3CA),
RAC- beta serine/threonine-protein kinase (AKT2), zinc finger protein SNAI1 (SNAIL1), nuclear factor kappa B subunit 1 (NFKB1), matrix
metallopeptidase 2 (MMP2) and 7 (MMP7) (in red box). Stronger associations are represented by thicker lines. Weak associations are represented
by thin lines. Protein-protein interactions are shown in grey, chemical-protein interactions in green and interactions between chemicals in red lines.
(B) Gene Expression Profiling Interactive Analysis 2 (GEPIA2) analysis of RNA expression correlation between AIFM3 and FMNL3. (C) Predicted
interaction of AIFM3 (in red circle) and FMNL3 (in red box) with chemotherapeutic drugs, cisplatin, 5-fluorouracil, gemcitabine, and doxorubicin.



Molecular docking of ligand-target among AIFM3, FMNL3
and MgATP. To assess the binding of AIFM3 and FMNL3
predicted by STITCH, the binding activities of proteins to
ligands and the size of the cavity were explored using CB-
Dock. After docking analysis, AIFM3 had probability to bind
FMNL3 with a range of binding energy Vina score (–6.5) -
(–8.2) kcal/mol and a cavity size of 418-15,190. The degree
of negativity of the Vina score represents the degree of stable
binding between the ligand and the target, and the larger the
cavity size the closer the distance between the ligand and the

target. Docking accuracy increases as the Vina score
decreases and the cavity size increases (21). Molecular
docking results showed that AIFM3 had a binding activity
for FMNL3 with the Vina scores of -8.2 kcal/mol and a
cavity size of 15,190 (Figure 6A).

To evaluate whether AIFM3-FMNL2 had probability to
bind the MgATP compound, we ranked molecular docking
between AIFM3 and MgATP, and also FMNL3 and
MgATP. Molecular docking between AIFM3 and MgATP
showed a binding energy Vina score in the range of (–6.4)
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Table I. The list of 43 proteins uniquely expressed in scramble-treated CCA cell lines. 

Protein name                                                                                                                                                                                Gene name

Apoptosis-inducing factor, mitochondrion-associated 3                                                                                                               AIFM3
Autoimmune regulator                                                                                                                                                                     AIRE
Carbamoyl-phosphate synthetase 2, aspartate transcarbamylase, and dihydroorotase                                                                 CAD
C-fos induced growth factor                                                                                                                                                           FIGF
Dyskeratosis congenita 1, dyskerin                                                                                                                                                DKC1
Formin-like protein 3                                                                                                                                                                     FMNL3
FOS-like antigen 2                                                                                                                                                                         FOSL2
Forkhead box P3                                                                                                                                                                            FOXP3
G elongation factor, mitochondrial 1                                                                                                                                             GFM1
Interleukin 5 receptor, alpha                                                                                                                                                           IL5RA
Isoleucyl-tRNA synthetase 2, mitochondrial                                                                                                                                 IARS2
Isoleucyl-tRNA synthetase                                                                                                                                                              IARS
Matrix metallopeptidase 2                                                                                                                                                              MMP2
Matrix metallopeptidase 7                                                                                                                                                               MMP7
Nuclear factor kappa B subunit 1                                                                                                                                                  NFKB1
Oligoadenylate synthetase-like                                                                                                                                                       OASL
Phosphatidylinositol-4,5-bisphosphate 3-kinase, catalytic subunit alpha                                                                                  PIK3CA
Purinergic receptor P2Y, G-protein coupled, 2                                                                                                                             P2RY2
Ribosomal protein L18                                                                                                                                                                   RPL18
Ribosomal protein L15                                                                                                                                                                   RPL15
Ribosomal protein L13                                                                                                                                                                   RPL13
Ribosomal protein L11                                                                                                                                                                   RPL11
Ribosomal protein L23                                                                                                                                                                   RPL23
Ribosomal protein L24                                                                                                                                                                   RPL24
Ribosomal protein S2                                                                                                                                                                      RPS2
Ribosomal protein S4                                                                                                                                                                      RPS4
Ribosomal protein S5                                                                                                                                                                      RPS5
Ribosomal protein S6                                                                                                                                                                       RPS6
Ribosomal protein S3                                                                                                                                                                      RPS3
Ribosomal protein S3A                                                                                                                                                                  RPS3A
Ribosomal protein S8                                                                                                                                                                       RPS8
Ribosomal protein S11                                                                                                                                                                   RPS11
Ribosomal protein S13                                                                                                                                                                   RPS13
Ribosomal protein S14                                                                                                                                                                   RPS14
Ribosomal protein S4, X-linked                                                                                                                                                    RPS4X
Ribosomal protein S16                                                                                                                                                                   RPS16
Ribosomal protein S19                                                                                                                                                                   RPS19
Ribosomal protein S20                                                                                                                                                                   RPS20
Ribosomal protein S23                                                                                                                                                                   RPS23
Zinc finger protein SNAI1                                                                                                                                                             SNAIL1
Topoisomerase 1                                                                                                                                                                               TOP1
RAC- beta serine/threonine-protein kinase                                                                                                                                     AKT2
WD repeat domain 3 WDR3                                                                                                                                                           WDR3



- (–9.4) kcal/mol and cavity size 354-14,192. Therefore,
AIFM3 has strong binding to MgATP with Vina score -9.4
kcal/mol and cavity size 14,192 (Figure 6B). Moreover,
FMNL3 and MgATP showed binding energy Vina score in
the range of (–6.9) - (–10.3) kcal/mol and cavity size 526-

17,170. Thus, FMNL3 had strong binding to MgATP with
Vina score –10.3 kcal/mol and cavity size 17,170 (Figure
6C). These results were similar to those obtained with
STITCH. Thus, AIFM3 possibly interacts with FMNL3 via
MgATP.

CANCER GENOMICS & PROTEOMICS 19: 35-49 (2022)

42

Figure 5. Correlation of mRNA expression levels between formin-like protein 3 (FMNL3) and phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic
subunit alpha (PIK3CA), zinc finger protein SNAI1 (SNAIL1), nuclear factor kappa B subunit 1 (NFKB1) or matrix metallopeptidase 2 (MMP2)
analyzed with Gene Expression Profiling Interactive Analysis 2 (GEPIA2) tool. (A) Between FMNL3 and PIK3CA, (B) between FMNL3 and SNAIL1,
(C) between FMNL3 and NFKB1, and (D) between FMNL3 and MMP2. Data were retrieved from GEPIA2 tool as log2 of transcript per million
(TPM) and analyzed by Spearman correlation method. Statistically significant at p<0.01, p<0.001 and p<0.0001. 



Aberrant expression of AIFM3 mRNA in patients with CCA 
To access further the possible importance of AIFM3 in CCA,
mRNA expression levels between CCA and normal tissues
were analyzed using TCGA databases on GEPIA2 and
ULCAN (9 normal and 36 cancerous samples). The results of
GEPIA2 and UALCAN showed significantly higher AIFM3
mRNA expression levels in CCA than in normal samples
(p<0.0001) (Figure 7A and B). To explore the association
between clinicopathological parameters with AIFM3

expression levels, stratified analysis was performed based on
tumor grading and metastasis status. As shown in Figure 7C,
AIFM3 expression was significantly higher in patients with
CCA and tumor grade II-IV (p<0.0001), in particular, in
lymph node metastatic CCA (p<0.0001) (Figure 7D).  

Effect of AIFM3 gene silencing on cell migration and
invasion activity of KKU-213A and KKU-213B cell lines.
Since FMNL3, a protein marker for cell migration and
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Figure 6. Cartoon representation of ligand and protein structures with their pocket binding sites. (A) The probability of binding between apoptosis-
inducing factor, mitochondrion-associated 3 (AIFM3) and formin-like protein 3 (FMNL3). Gold ribbon represents FMNL3 protein, red ribbon
represents AIFM3 protein and sticks represent interaction bonds. (B) The probability of binding between AIFM3 and magnesium adenosine
triphosphate (MgATP). The cartoon represents AIFM3 protein. The MgATP at the appropiate position is shown as gold spheres. (C) The probability
of binding between FMNL3 and MgATP. The cartoon represents FMNL3 protein. The MgATP at the appropiate position is shown as green spheres.  



invasion, is likely to be located directly downstream of
AIFM3, and over-expressed in patients with CCA with
lymph node metastasis, we assessed the role of AIFM3 in the
motility of CCA cells. For this purpose, the effects of
AIFM3-gene silencing on the motility of KKU-213A and

KKU213B cells were examined using cell migration and
invasion assays. As shown in Figure 8, suppression of
AIFM3 expression caused significant reduction in the
number of migrated cells compared to the corresponding
scramble controls in both KKU-213A and KKU-213B cells
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Figure 7. The apoptosis-inducing factor, mitochondrion-associated 3 (AIFM3) mRNA expression levels in cholangiocarcinoma (CCA) and normal
tissues retrieved from Gene Expression Profiling Interactive Analysis 2 (GEPIA2) and ULCAN. (A) GEPIA2 analysis of mRNA expression levels of
AIFM3 in patients with CCA. (B) ULCAN analysis of mRNA expression levels of AIFM3. (C-D) The different expression levels of AIFM3 based on
tumor grading and metastasis status were explored in patients with CCA using UALCAN website. Grade 1: Well differentiated (low grade), Grade
2: Moderately differentiated (intermediate grade), Grade 3: Poorly differentiated (high grade), Grade 4: Undifferentiated (high grade); N0: No
regional lymph node metastasis, N1: Metastases in 1 to 3 axillary lymph nodes. Transcript per million (TPM) values are presented as the median
and interquartile range and estimated the significance of difference in mRNA expression levels between groups. The t test was performed using a
PERL script with Comprehensive Perl Archive Network (CPAN) module. *Statistically significant (p<0.0001).  



(p<0.0001 and p=0.0002, respectively) (Figure 8A and C).
Cell invasion assay gave the similar results; after AIFM3
gene silencing, the number of invaded cells was significantly
lower in both KKU-213A and KKU-213B cells compared
with the scramble controls (p<0.0001 and p<0.0001,
respectively) (Figure 8B and D).

Expression of AIFM3 in CCA tissues from patients
with/without lymph node metastasis and its association with
overall survival. The results shown above suggested

potential roles of AIFM3 in migration and invasion of CCA
cells. In our previous study, higher serum AIFM3 levels were
significantly associated with lymph node metastasis and
shorter overall survival of CCA patients (13). Here, we
examined the expression of AIFM3 in CCA tissues with or
without lymph node metastasis. As shown in Figures 9A and
B, AIFM3 staining of CCA cells with lymph node metastasis
(Figure 9A) was far stronger than that of CCA cells without
lymph node metastasis (Figure 9B). H-score analysis
confirmed significantly higher AIFM3 expression in CCA
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Figure 8. Effect of apoptosis-inducing factor, mitochondrion-associated 3 (AIFM3) gene silencing on migration (left panel) and invasion (right
panel) activity of KKU-213A (upper panel) and KKU-213B (lower panel) cells. (A, C) Suppression of cell migration after AIFM3 gene silencing in
Transwell migration assay. (B, D) Suppression of cell invasion after AIFM3 gene silencing in Matrigel-invasion assay. The migrating and invading
cells were counted under light microscopy with an objective lens of 10×. Six randomly selected fields for each membrane filter were counted. Values
are presented as the mean ± SD from three independent experiments running in duplicate. Statistically significantly different compared to scramble
control (SC) at: p<0.001 and p<0.0001.



with lymph node metastasis than in CCA without lymph
node metastasis (p=0.0009) (Figure 9C). Moreover, when
CCA patients were divided into those low and high
expression of AIFM3 using the median H-score of 208 as the
cut off, the median survival time of the high AIFM3
expression group was shorter than that of the low AIFM3

expression group. When the association between AIFM3
expression and the overall survival (OS) time was compared
using the Kaplan–Meier analysis, OS of CCA patients with
high AIFM3 expression was significantly shorter than that of
CCA patients with low AIFM3 expression (325 vs. 526 days;
p=0.020; Figure 9D).
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Figure 9. Representative immunohistochemical staining for apoptosis-inducing factor, mitochondrion-associated 3 (AIFM3) in human
cholangiocarcinoma (CCA) tissues. (A) AIFM3 staining in lymph node metastatic CCA (magnification, ×400); (B) AIFM3 staining in non-lymph
node metastatic CCA; (C) Comparison of H-score between lymph node metastatic CCA and non-lymph node metastatic CCA (n=24). Scatter plots
shows the median and interquartile range of AIFM3 expression. A level of p<0.001 was considered statistically significant using matched-pairs t
test. (D) Kaplan–Meier survival curves of patients with CCA based on H-score of AIFM3. Patients with CCA were divided into low and high
expression using the median value of 208 as cut off for AIFM3. The curves show overall survival of patients with CCA having low expression and
high expression. The survival time was significantly different between low and high AIFM3 expression (log-rank test p=0.020). *Statistical
significance (p<0.05).  



Discussion

AIFM3 is expressed in many types of cells/tissues (10) and can
induce apoptosis through a caspase-dependent manner (10, 11).
AIFM3 is highly expressed in breast cancer tissues and is
significantly associated with the clinical outcome of breast
cancer patients (25). Our recent study revealed that higher
serum AIFM3 levels are associated with lymph node metastasis
and shorter overall survival of patients with CCA (13). In this
study, we intended to elucidate the biological roles of AIFM3
and the related signaling pathways in CCA. For this purpose,
we performed proteomic analysis of AIFM3 gene silenced and
scramble-treated KKU-213A and KKU-213B cells. The results
showed that the putative signaling pathways of AIFM3
involved FMNL3, PIK3CA, AKT2, SNAIL1, NFKB1, MMP2,
and MMP7, all of which are key proteins in cell migration and
metastasis. In particular, molecular structural analysis revealed
a possible direct interaction of AIFM3 with FMNL3, a key
protein of cytoskeletal regulation controlling actin. High
FMNL3 expression promotes nasopharyngeal carcinoma cell
metastasis though TGF-β-1-induced epithelial-mesenchymal
transition (EMT) (26). Furthermore, FMNL3 promotes cell
invasion in colorectal carcinoma via RhoC/FAK pathway and
the actin system (27). In this study, GEPIA analysis showed
positive correlation of FMNL3 mRNA expression with
PIK3CA, SNAIL1, NFKB1, and MMP2. These four molecules
are involved in cell migration/invasion and metastasis via the
SNAIL1/EMT (28) and PI3K/AKT2 pathways (29). Phoomak
et al. reported that MMP7 is in the NFKB downstream
signaling pathway involved in CCA cell migration/invasion
(30). In fact, AIFM3 gene silencing caused significant
reduction in migration and invasion of KKU-213A and
KKU213B cells. In support, it has been shown that FMNL3
inhibition caused significant suppression of cell migration and
invasion of tongue squamous cell carcinoma (TSCC) (31).
AIFM3 gene is located on chromosome 22q11, which has been
implicated in metastasis and progression of colorectal, breast
and prostate cancers (32). Recently, Araujo et al. reported the
high copy numbers of AIFM3 were correlated with stage III-
IV medullary thyroid carcinoma (MTC). They suggested that
AIFM3 is a cancer-related gene (33).

In this study, protein-chemotherapeutic drug interaction
network analysis revealed that both AIFM3 and FMNL3
linked to MgATP, and MgATP is directly associated with
cisplatin, doxorubicin, 5-fluorouracil, and gemcitabine that
are common chemotherapeutic drugs for advanced CCA (34,
35). ATP-dependent transporter is involved in multi-drug
resistance (36), and MgATP-dependent transport is
associated with human multidrug resistance protein 6
(MRP6) to reduce resistance to doxorubicin (37). Possibly,
the AIFM3 mediated pathway might be associated with
carcinogenesis, metastasis and drug resistance via MgATP
regulation. The interaction between AIFM3-FMNL3 and

chemotherapeutic drug via MgATP should be explored
further in vitro and in vivo for better selection of
chemotherapeutic drugs for advanced stage CCA. 

In this study, immunohistochemical staining demonstrated
that AIFM3 protein expression in CCA tissues was
significantly higher in lymph node metastatic CCA than non-
lymph node metastatic CCA. Moreover, OS estimated by
Kaplan–Meier was significantly shorter in patients with high
AIFM3 expression than in those with low AIFM3 expression.
AIFM3 was highly expressed in breast cancer tissues and was
associated with lymph node metastasis and shorter OS/disease-
free survival (DFS) (25). Recently, we reported that serum
AIFM3 levels were higher in CCA patients with lymph node
metastasis compared to those without metastasis (13). Taking
all these into account, AIFM3 expression in CCA tissues and/or
serum can be useful for cancer prognosis.

Conclusion

In the present study, a new role of AIFM3 in metastasis of
CCA cells was identified. AIFM3 was found to be associated
with FMNL3 by STITCH prediction, and CB-Dock revealed
that AIFM3 can bind FMNL3. Suppression of AIFM3
reduced migration and invasion of CCA cells. Therefore, we
presumed that the signaling pathway of AIFM3 in CCA
metastasis is associated to FMNL3. Moreover, AIFM3 was
highly expressed in tissues from patients with CCA with
lymph node metastasis and associated with shorter overall
survival. The current findings demonstrate that AIFM3 could
be useful in the clinical prognosis of CCA.
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