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Tre2-Bub2-Cdc16 (TBC) proteins are conserved in eukaryotic organisms and function as
negative feedback dominating the GAPs for Rab GTPases, while the function of TBC
proteins in melanoma remains unclear. In this study, we observed the differential
expression of 33 TBC genes in TCGA datasets classified by clinical features. Seven
prognostic-associated TBC genes were identified by LASSO Cox regression analysis.
Mutation analysis revealed distinctive frequency alteration in the seven prognostic-
associated TBCs between cases with high and low scores. High-risk score and cluster
1 based on LASSO Cox regression and consensus clustering analysis were relevant to
clinical features and unfavorable prognosis. GSVA analysis showed that prognostic-
associated TBCs were related to metabolism and protein transport signaling pathway.
Correlation analysis indicated the relationship between the prognostic-associated TBCs
with RAB family members, invasion-related genes and immune cells. The prognostic
nomogram model was well established to predict survival in melanoma. What’s more,
interference of one of the seven TBC proteins TBC1D7 was confirmed to inhibit the
proliferation, migration and invasion of melanoma cells in vitro. In summary, we
preliminarily investigated the impact of TBCs on melanoma through multiple
bioinformatics analysis and experimental validation, which is helpful for clarifying the
mechanism of melanoma and the development of anti-tumor drugs.
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INTRODUCTION

Melanoma is the most aggressive skin tumor that accounts for
90% of the deaths caused by skin cancer (1). The incidence has
been continuously rising over the past decades with about
232,100 new cases and 55,500 deaths annually. In 2012, the
world standard incidence fluctuated from 0.2 in southeast Asia
to 7.7 in America, 10.2 in EU and 13.8 in North America every
100,000 people years (2). Multiple risk factors have been
known to be associated with risk for melanoma such as hair,
heteromorphic nevus, family history, age, gender, and increased
exposure to ultraviolet radiation (3, 4). At the early stage of
tumor progression, surgical resection is the primary approach to
convincing a good prognosis. Once it progresses to stages of
metastasis, it’s hard to cure owing to therapy resistance and
recurrence in spite of the application of targeted therapy and
immunotherapy (5, 6). There is an urgent need to clarify the
complexity of pathogenesis during the progression and
treatment of melanoma.

Proteins containing the Tre2-Bub2-Cdc16 (TBC) domain
belong to the Rab-specific GTPase-activating proteins (GAPs)
that are highly conserved in eukaryotic organisms (7). These
proteins regulate the GAPs for Rab GTPases that control the
production of cytokinesis through negative feedback mechanisms.
The family includes 44 predicted proteins and regulates multiple
cellular biological processes such as obesity, epilepsy, allergic
dermatitis and cancer (8). Knowledge about the function of the
TBC family is growing. For examples, TBC1D4 is an Akt substrate
and participates in the transport of glucose transporter 4 (GLUT4)
to the plasma membrane (9, 10). TBC1D3 (also referred to as
PRC17) is overexpressed in prostate cancer and its overexpression
promotes the growth of NIH3T3 cells (11). TBC1D7, the GAP for
Rab17, can significantly promote the growth of lung cancer cells,
and an obvious correlation between the expression of TBC1D7
and poor prognosis is observed (12). TBC1D16 is identified as a
driver of melanoma and promotes the growth of melanoma cells
(13). However, the function of TBC family proteins in melanoma
is largely unknown.

In this study, we conducted a comprehensive analysis of 33
TBC family members and their possible roles in predicting
disease prognosis in melanoma through bioinformatics tools
and experimental validation. These data showed that seven
prognostic-associated TBCs engaged in the progression of
melanoma. A prognostic nomogram model based on the seven
prognostic-associated TBCs was well established in predicting
survival, providing novel insights into the diagnosis and
therapies in melanoma.
MATERIALS AND METHODS

Datasets Analysis
The training set from the Cancer Genome Atlas (TCGA)
database with clinical information and the validation set of the
GEO database (GSE65904) for melanoma patients were
Frontiers in Oncology | www.frontiersin.org 2
downloaded, the clinical information of the patients was
shown in the Supplementary Table 1.

Least Absolute Shrinkage and
Selection Operator (LASSO) Cox
Regression Analysis
The risk assessment model based on TBCs was constructed by
LASSO Cox regression analysis. A total of 33 TBCmembers were
introduced to count the coefficients of LASSO based on the
highest value of lambda described previously (14). The formula
of risk score was created based on its coefficients in multivariate
cox regression analysis and the expression values of the seven
prognostic-associated TBC genes. Melanoma patients in TCGA
dataset were grouped into low-risk group and high-risk group
based on the cut-off point of median risk score.

Alterations of Genes in Melanoma
To explore the genetic alterations in melanoma, melanoma samples
were grouped into low-risk and high-risk groups based on the risk
scores. The mutation frequency of the top 20 genes in the low- and
high-risk groups were counted and displayed, the data of copy
number variations and Human genome reference consortium h19
were downloaded from the TCGA and GISTIC 2.0, respectively
(15). Mutation frequencies of the seven prognostic-associated TBCs
identified in our study was also analyzed.

Consensus Clustering Analysis
Melanoma samples were divided into unique groups through
consensus clustering analysis with the R language “Consensus
Cluster Plus” as reported elsewhere (16). The number of clusters
named K ranging from 2 to 10, and the supreme number of
clusters was decided based on the cumulative distribution curves
and consensus matrices (17). The difference in the expression of
TBC genes and clinical traits between two clusters were displayed
with heat map.

Survival Analysis
Melanoma samples from the TCGA dataset were divided into
groups (high-risk and low-risk or cluster 1 and cluster 2) based
on risk scores or clusters. The Kaplan-Meier curve was used to
compare the overall survival (OS), progression-free interval
(PFI), and disease-specific survival (DSS) between the groups.
Additionally, distant-metastasis survival (DMS) and DSS in GEO
(GSE65904) patients set were also analyzed.

Gene Set Variation Analysis (GSVA)
The R language “GSVA” was used to execute the functional
enrichment analysis to clarify the unique signaling pathways of
TBC families in melanoma, the cutoff value of |correlation
coefficient| > 0.5 was defined (18). Gene Ontology (GO) and Kyoto
Encyclopedia of Genes and Genomes (KEGG) pathway analysis were
carried out with the help of the Molecular Signatures Database
(MSigDB) (19). The correlation between TBCs and RABs family
members that are involved in protein transport and key genes
relevant to the hallmarks of cancer including invasion and
epithelial-mesenchymal transition (EMT) was also investigated.
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Prognostic Nomogram Construction
The prognostic model was established according to univariate
and multivariate Cox regression analyses with P < 0.05. A
nomogram was constructed using “RMS package” (20) to
predict 5- and 10-year OS based on the results produced based
on Cox regression analyses, and the prediction precision of the
prognostic nomogram for OS was assessed by the calibration of
the area under the curve (AUC).

Delineation of the Receiver Operating
Curve (ROC)
ROC and AUC were used to observe the predicted performance
of TBCs, risk scores and clustering in multiple clinical traits
including 5- year OS, 10- year OS and subtypes.

Cell Lines and siRNA Transfection
Melanoma cells A375 and Sk-Mel-28 purchased from American
Type Culture Collection (ATCC) which were cultured in
Dulbecco’s modified Eagle’s medium (BI, Israel) with 10% fetal
bovine serum (FBS) (BI, Israel) at 37°C in 5% CO2. 100nM
siRNA purchased from RIBO Biotechnology was transfected into
for 24–72 h using turbofect (Thermofisher, USA) according the
manufacturer’s instruction.

Quantitative Real-Time PCR
RNA was extracted from melanoma cells A375 and Sk-Mel-28
interfered with si-TBC1D7 and NC as control. cDNA was
synthesized for real-time PCR adopting SYBR Green qPCR
mix (CWBiotech, China). The primers are listed as following:
TBC1D7-Forward: GAGTCCCATGCCAAGGTGATGATG;
TBC1D7- Reverse: TGCGGAGATAGACTTCAGCCTGAG;
GAPDH- Forward: CTTTGGTATCGTGGAAGGACTC;
GAPDH- Reverse: AGTAGAGGCAGGGATGATGT.

Cell Proliferation
Melanoma cells 2.5×103 A375 and Sk-mel-28 interfered with si-
TBC1D7 were seeded into 96 wells and cultured with complete
medium for 24, 48, and 72 h. Cell proliferation was detected with
CCK-8 kit according the manufacturer’s instruction at 450 nM
wavelength, the OD values were detected with microplate
reader (BioTek).

Migration and Invasion
For migration, 1×104 melanoma cells were seeded into the upper
chambers (Corning, USA) with 550ul medium containing 30%
FBS put into the lower chambers and cultured for 24 h. Similarly,
chambers with Matrigel (Corning, USA) embedded were used to
detect invasion with the number of 5×104 cells. After culturing
for 30 h, cells in the upper chambers were removed, transwell
chambers fixed with 4% paraformaldehyde were stained with
0.5% crystal violet. five random fields of vision were captured
and counted.

Statistical Analysis
All the analytic methods were carried out with the R package
(version 3.5.3). Two-tailed Students’ t-test was used to analyze
Frontiers in Oncology | www.frontiersin.org 3
the difference between two subgroups, while the comparison of
multiple subgroups was assessed by a one-way ANOVA. The
prognostic value based on risk scores and clinical traits was
analyzed by univariate and multivariate Cox regression analysis.
The algorithm of partition around medoids (PAM) was
introduced into consensus clustering analysis. The clinical
features’ discrepancy between clusters was assessed by the Chi-
squared test. Comparison of OS, PFI, DSS and DMS between
subgroups (low-risk vs high-risk score, cluster 1 vs cluster 2) was
carried out by Kaplan-Meier, and correlation analysis was
determined by Spearman’s rank correlation coefficient. P< 0.05
was regarded as statistical significance. The Schoenfeld test was
used to evaluate the proportional hazards (PH) assumption.
RESULTS

Relationship Between the mRNA
Expression of TBCs and Clinical
Traits in Melanoma
The workflow designed for the study was displayed in Figure 1.
A total of 33 TBC family members were shown in the TCGA
dataset. mRNA expression levels of some of the TBCs genes
were closely related to some clinical traits of melanoma such as
tumor type, tumor status, age, gender and stage. Specially, we
observed significantly increased mRNA expression level for 10
TBC genes (TBC1D5, TBC1D19, TBC1D13, TBC1D24, TBC1D1,
TBC1D16, TBC1D7, TBC1D14, TBC1D10C, and TBC1D22A),
and decreased mRNA expression level for 21 TBC genes
(TBCK, TBC1D30, TBC1D22B, TBC1D10A, TBC1D17, SGSM1,
SGSM2, SGSM3, TBC1D3, TBC1D2, TBC1D2B, TBC1D20,
TBC1D9B , TBC1D25 , TBC1D21 , TBC1D4 , TBC1D12 ,
TBC1D15, TBC1D23, TBC1D26, and TBC1D28) in skin
cutaneous melanoma (SKCM) compared with normal tissues
(Figure 2A). The mRNA expression levels of 15 genes
(TBC1D10C, TBC1D22A, TBC1D4, TBC1D12, EV15,
TBC1D15, TBC1D23, TBC1D8B, TBC1D19, TBCK, TBC1D5,
TBC1D1, TBC1D30, TBC1D2B and SGSM1) was increased in
cases with metastasis as compared with those only with the
primary focuses (Figure 2B). According to the clinical stage,
differences in the mRNA expression of TBC1D10C, TBC1D7,
TBC1D4, TBC1D1, TBC1D9B, and TBC1D14 were also observed
(Figure 2C). Furthermore, difference between patients stratified
by neoplasm cancer status (with tumor vs tumor free) registered
was also analyzed. We observed a higher mRNA expression of
TBC1D10C, TBC1D4, TBC1D12, TBCK, TBC1D5, TBC1D30 and
a lower expression of TBC1D24 in patients with tumor compared
with tumor free patients (Supplementary Figure 1A). We also
observed differential mRNA expression of TBC1D10C,
TBC1D19, TBC1D5, TBC1D12, EV15, TBC1D23, TBC1D17,
and TBC1D7 in tumor tissue sites (Supplementary Figure 1B).
Age seemed to have no effect on the mRNA expression of the
majority of the TBC family members in melanoma except for
TBC1D4, TBC1D1, TBC1D25, and TBC1D10A (Supplementary
Figure 1C).
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FIGURE 1 | A flowchart designed for the study.
A B C

FIGURE 2 | Relationship between TBCs mRNA expression and clinical features in melanoma. The heat maps based on clustering analysis according to the
subgroups exhibited the differential expression patterns of TBCs (Tumor type: Normal vs Tumor (A), Tumor type: Primary vs Metastasis (B) and Tumor stage: stage0
vs stage1 vs stage2 vs stage3 vs stage4 (C). *p < 0.05, **p < 0.01, ***p < 0.001, **** < 0.0001.
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Identification of Seven Prognostic-
Associated TBC Genes in Melanoma
Based on LASSO Cox Regression
Analysis and Somatic Mutations of
These Genes in Melanoma
Univariate Cox regression analysis was performed to identify
prognostic-associated TBCs genes with melanoma samples from
the TCGA dataset. As shown in Figures 3A–C, 8 of the 33 TBC
genes showed marked prognostic value (p < 0.05). The prognostic-
associated genes were further analyzed with the LASSO Cox
regression model and the minimum partial likelihood deviance
after cross-validation was adopted to identify the optimal lambda
Frontiers in Oncology | www.frontiersin.org 5
value. Seven prognosis-associated TBC genes including TBC1D13,
TBC1D16, TBC1D7, TBC1D8B, TBC1D15, TBC1D19, and
TBC1D10C were identified (Figures 3D–F). Comparison of the
transcription levels of the seven prognostic-associated TBC genes
with the TCGA melanoma dataset showed that the relative mRNA
expression of 5 gens (TBC1D10C, TBC1D19, TBC1D16, TBC1D13
and TBC1D7) were significantly upregulated, 1 (TBC1D15) was
significantly downregulated, while 1 (TBC1D8B) was comparable in
the SKCM as compared with the normal tissues (Supplementary
Figure 2A). Changes in protein expression levels of these 7
representative TBCs in melanoma with immunohistochemistry
staining data based on the online Human Protein Atlas was also
A

B

D

E

FC

FIGURE 3 | Identification of prognostic-associated TBCs from TCGA. (A–C) Univariate Cox regression analyses were finished to screen prognostic-associated TBCs
from TCGA. (D–F) LASSO coefficients of the seven prognostic-associated TBCs were calculated and displayed. *p < 0.05, **p < 0.01, ***p < 0.001, **** < 0.0001.
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analyzed. As shown in Supplementary Figures 3A–D, protein
expression of TBC1D10C, TBC1D19, TBC1D16, and TBC1D13
were increased significantly in melanoma tissues.

We further analyzed the occurrence of somatic mutations in
the TBC genes and their influences on melanoma prognosis.
Somatic mutations were observed in 212 (96.36%) and 198
(89.59%) of 221 samples in subgroups with low- and high-risk
signature, respectively. Both groups shared mutations in 12 genes
(TTN, MUC16, BRAF, DNAH5, ADGRV1, LPR1B, PCLO, RP1,
MGAM, DNAH7, ANK3, and PKHD1L1). The frequency of the
mutations in the low- and high-signature groups were 75 vs 69%
for TTN, 73 vs 60% for MUC16, 54 vs 46% for BRAF, 46 vs 43%
for PCLO, 39 vs 31% for ADGRV1, 39 vs 37% for LRP1B, 39 vs
29% for RP1, 37 vs 31% for MGAM, 37 vs 30% for DNAH7, 35 vs
30% for ANK3, 33 vs 32% for PKHD1L1, and the frequency of
DNAH5 was identical in both groups (49%). We also observed
Frontiers in Oncology | www.frontiersin.org 6
mutations of CSMD2 (35%), DNAH8 (35%), MUC17 (35%),
APOB (34%), DNAH9 (33%), and DSCAM (33%) in low
signature group, and the mutation of HYDIN (32%), FAT4
(32%), FLG (31%), USH2A (29%), CSMD3 (29%), and
THSD7B (29%) in the high signature group (Figures 4A, B).
What’s more, mutations in the seven prognostic-associated TBC
genes were observed in 56 (11.99%) of the 467 TCGA samples,
among which TBC1D8 showed the most frequent mutation with
a frequency of 6%. It’s worth noting that missense mutation was
the most common type of mutation for these genes (Figure 4C).

Higher Seven Prognostic-Associated TBCs
Risk Score Resulted in Worse Prognosis
and Metastasis in Melanoma Patients
The seven prognostic-associated TBC genes screened out from
the LASSO Cox regression analysis were fitted into a formula
A

B

C

FIGURE 4 | The mutation frequency of top 20 genes and seven prognostic TBC genes in melanoma. (A, B). Mutated oncogenes in melanoma were distributed into low
and high risk-score subgroups. The mutation frequency of top 20 genes. (C). Frequency of the seven prognostic TBC genes in total samples from the TCGA dataset.
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based on gene expression level to calculate the risk score with the
coefficient of each gene identified by multivariate Cox regression
analysis. The risk score = −0.026×exp (TBC1D8B) + 0.034×exp
(TBC1D7) − 0.114×exp (TBC1D19) + 0.086×exp (TBC1D16) −
0.043 × exp (TBC1D15) + 0.279×exp (TBC1D13) − 0.151×exp
(TBC1D10C). The heat map exhibited the expression patterns of
seven prognostic-associated TBC genes in TCGA dataset
according to the risk scores (Figure 5A). Comparison of the
risk scores among subgroups according to clinical characteristics
were shown in Figure 5B. A higher mean risk score with Breslow
depth value ≥3 compared with Breslow depth value <3 was
observed (Figure 5B). According to melanoma Clark levels, the
risk score of Clark level V was higher than that of the Clark level
II and III, respectively (Figure 5B). Those died patients showed a
significantly higher mean risk score than the alive patients.
Patients with tumor also showed higher risk scores as
compared with tumor-free patients (Figure 5B). Metastasis
patients also showed higher risk scores than the primary
patients, and the risk score was the highest in patient with
distant metastasis (Figure 5B). Melanoma patients were
grouped into low- and high-risk subgroups based on the
median risk score. The high-risk patients showed poor
outcomes in comparison with the low-risk patients in terms of
OS, PFI, and DSS (Figure 5C). Patients were further divided into
primary and metastasis melanoma based on the tumor type. In
the primary patients, no difference in OS and DSS was observed
between the high and low risk groups, except for a shorter PFI in
high risk patients (Supplementary Figure 4A). However, in
patients with metastasis, the high-risk subgroup showed
remarkably poorer OS, PFI, and DSS (Figure 5D). Similarly,
patients in the high-risk subgroup showed a shorter DMS and
DSS than those in the low-risk subgroup in the validation GSE
dataset (GSE65904) (Supplementary Figure 4B). These findings
indicated that the TBCs-based diagnosis model is of
excellence sensitivity.

Consensus Clustering Analysis of
Melanoma Indicated Poor Prognosis in the
Cluster With Higher Expression of the
Prognostic-Associated TBC Genes
To explore the potential predictive value of TBC family
members, melanoma samples were analyzed by consensus
clustering analysis. The results from the cumulative
distribution function (CDF) curves and consensus matrixes
showed the best performance as the optimal number of
clusters k was set at 2 (k=2) (Figures 6A, B). Principal
component analysis also showed differential mRNA expression
in TBC genes between the two clusters (Figure 6C). Clustering
analysis based on the prognostic-associated TBC genes
integrated with clinical traits showed that the cluster 1 was
associated with tumor status (Figure 6C). Difference in mRNA
expression of the prognostic-associated TBC genes between the
two groups were also observed, specifically, a higher expression
of TBC1D16, TBC1D7, TBC1D19, TBC1D8B, TBC1D15, and a
lower expression of TBC1D10C was observed in cluster 1.
Patients in cluster 1 showed obviously shorter OS and DSS for
Frontiers in Oncology | www.frontiersin.org 7
the TCGA melanoma dataset (Figure 6E), though no difference
in PFI was observed (Supplementary Figure 4C). When
stratified by primary and metastasis characteristics, no
difference in OS and DSS between the clusters except for a
shorter PFI in cluster 1 was observed for the primary patients
(Supplementary Figure 4E). For the metastasis patients, cluster
1 showed obviously shorter OS and DSS (Figure 6F) but
comparable PFI than cluster 2 (Supplementary Figure 4D).

Pathway Analysis and Correlation Analysis
of the Seven Prognostic-Associated TBC
Genes
GSVA analysis was conducted to investigate the possible
biological functions of the TBC genes in melanoma. The top 10
signaling pathways with significant differences were selected from
GO and KEGG analysis. Majority of these associated pathways
are involved in the metabolism of signaling molecules such as
purine metabol i sm, aminoacyl tRNA biosynthes is ,
glycosylphosphatidylinositol GPI anchor biosynthesis, oxidative
phosphorylation, glycolysis and dicarboxylate. Some pathways
were involved in transportation such as protein export, lysosome,
aromatic amino acid transport, inner-mitochondrial membrane
organization, protein transmembrane import into intracellular
organelle. Also, pathways related to the regulation of apoptotic
DNA fragmentation and negative regulation of cell cycle arrest
were also observed (Figure 7A). Potential biological function
analysis of the seven prognostic-associated TBC genes showed
that TBC1D16, TBC1D13 and TBC1D7 were strongly correlated
with pathways described above (Supplementary Figures 5A, B).

The main function of Rab proteins is to recruit effector
molecules to promote the activation of downstream traffic
events. Therefore, we analyzed the correlation of mRNA
expression of the seven prognostic-associated TBC genes with
27 Rab family genes reported by literatures (Figure 7B). Strong
correlations between the prognostic-associated TBCs and RAB
genes were observed. Positive correlation between TBC1D18 and
10 Rab genes (RAB18, RAB12, RAB14, RAB33B, RAB11A,
RAB2A, RAB8R, RAB10, RAB22A, and RAB6A) was observed.
TBC1D15 also correlated with 10 Rab genes (RAB18, RAB12,
RAB14, RAB33B, RAB11A, RAB2A, RAB8B, RAB10, RAB22A,
and RAB6A). TBC1D19 correlated extensively with 10 of the Rab
genes (RAB18, RAB12, RAB14, RAB33B, RAB11A, RAB2A,
RAB8B, RAB10, RAB22A, and RAB6A).

Correlations between the 7 prognostic-associated TBC genes
and invasion-related genes including BSG, EGFR, matrix
metalloproteinases (MMP2, MMP7, MMP9, MMP14, MMP1,
and MMP3) and EMT-related genes (TWIST1, VIM, CDH2,
ACTA2, and ZEB1) were also analyzed. Specifically, TBC1D10C
was correlated positively with MMP9, MMP7 and EGFR.
TBC1D16 correlated positively with MMP14 and BSG.
TBC1D13 was correlated positively with MMP2, MMP14, BSG
and EGFR. TBC1D19 was correlated positively with MMP2,
MMP14 and EGFR (Figure 7C). In addition, TBC1D8B,
TBC1D10C, TBC1D15, TBC1D13, and TBC1D19 were
correlated positively with TWIST1, VIM, CDH2, ACTA2, and
ZEB1, respectively (Figure 7D).
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A

B

D

C

FIGURE 5 | The clinical characteristics and survival analysis based on risk score. (A) The risk score model of the seven prognostic-associated TBCs in melanoma
was constructed based on the coefficient of LASSO. The distributions of clinical characteristics and the seven prognostic-associated TBCs expression based on the
risk scores are showed with heat map. (B) The differences in risk score within various subgroups classified by clinical features including Breslow value, Clark level,
Gender, Age, Vital status, Tumor status, Tumor type and Meta in the melanoma TCGA dataset. *p < 0.05, **p < 0.01, ***p < 0.001, NS. p > 0.05. Kaplan ± Meier
survival analyses demonstrated the differences in OS, PFI and DSS based on risk scores (High vs Low) in tumor tissues (C) and Metastasis tissues (D) from TCGA.
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Associations Between the Seven
Prognostic-Associated TBC Genes
With Immune Characteristics
To determine whether there was correlation between the seven
prognosis-associated TBC genes and immune cells, a further
analysis with immune cells including monocytic lineage, T cells,
CD8 T cells, cytotoxic lymphocytes, NK cells, B lineage, myeloid
Frontiers in Oncology | www.frontiersin.org 9
dendritic cells, neutrophils, endothelial cells plus fibroblasts were
analyzed. Differential expression profiles of immune cells in
melanoma from the TCGA dataset was indicated by the
heatmap (Figure 8A). Correlation between the seven
prognostic-associated TBC genes with the immune cells was
shown in Figure 8B. The results showed TBC1D8B, TBC1D10C,
TBC1D15, and TBC1D19 were correlated with immune
A B

D

E

F

C

FIGURE 6 | Construction of cluster model and the clinical characteristics and survival analysis based on clusters. (A) Clustering by the consensus clustering
algorithm with k= 2 to 10. The cumulative distribution function (CDF) plot of the TBCs mRNA expression in melanoma from TCGA. k=2 was defined as the optimal
number. (B) Consensus matrix for 2 clusters. The dark blue rectangles show the samples assigned to the 2 clusters while the light blue lines represent the
unassigned samples. (C) The distributions of clinical features and the seven prognostic associated TBCs expression according to the clusters (cluster 1 vs cluster 2)
in TCGA are showed by heat maps. (D) Comparisons of risk score values between subgroups separated by clinicopathological characteristics. Kaplan ± Meier
survival analyses demonstrated the differences in OS and DSS based on clusters (cluster 1 vs cluster 2) in tumor tissues (E) and Metastasis tissues (F) from TCGA.
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A
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D
C

FIGURE 7 | GSVA analyses and correlation analysis. (A) GSVA analyses for the seven prognostic-associated TBCs. The distribution of risk scores, clinical
characteristics and gene set enrichment of different pathways was displayed by heatmap. (B) Correlation analysis between the seven prognostic TBCs and several
important RAB family (C) Correlation analysis between the seven prognostic TBCs and and invasion related genes (MMP2, MMP9, MMP7, MMP14, BSG, EGFR,
MMP1, and MMP3). (D) Correlation analysis between the seven prognostic TBCs and EMT associated genes (TWIST1, VIM, CDH2, ACTA2, and ZEB1).
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signatures. Interestingly, TBC1D10C was found to be correlated
with T cells, CD8 T cells, cytotoxic lymphocytes, NK cells, B
lineage, monocytic lineage and myeloid dendritic cells. Only
weak correlations between TBC1D16, TBC1D13, TBC1D7, and
immune cells were observed.

Prognostic Nomogram Model Constructed
Based on Age, Stage, Risk Score, and
Primary Focus Predicted OS in Melanoma
Univariate and multivariate Cox analyses were used to assess the
independent prognostic index associated with the clinical
outcomes of patients. Results of multivariate Cox analysis
showed that age (HR=1.02, P=0.0015), stage 2 (HR=1.76,
P=0.0019), risk score (HR=2.43, P=7.42E-6), and primary focus
(HR=1.87, P=0.0413) were independent prognostic indicators for
OS. The Clark level II and Breslow value showed significance in the
univariate Cox analysis but lost in the multivariate Cox analysis.
No remarkable gender difference was observed (Supplementary
Table 2). The results of Figures 9A–D showed the Schoenfeld tests
value (Global Schoenfeld test = 0.8366, Age, p = 0.8829; Stage2, p =
0.3545; Primary, p = 0.9737; Risk score, p = 0.4448), indicating that
Frontiers in Oncology | www.frontiersin.org 11
each variable met the requirements for proportional hazards test
(PH) (PH>0.05). Four significant prognostic variables identified in
the Cox regression model were introduced to construct the
nomogram model. As shown in Figure 9E, each factor was given
a score on the axis, the points of all variables were joined together
and the outcome was depended on the position on the survival axis
based on the total score. Calibration curves confirmed the degree
of precision of the nomogram, and the OS predicted by the
nomogram was in accordance with 5-year OS and 10-year OS
(Figure 9F). The AUC values under the ROC curve were 0.752 and
0.845, respectively, in predicting the 5-year and 10-year OS for
melanoma patients (Figure 9G). Survival analysis showed a
significant difference in term of OS between the two groups (p<
0.0001) (Figure 9H).

Interference of TBC1D7 Expression
Inhibits Melanoma Cell Proliferation,
Migration, and Invasion
In order to further investigate the function role of TBC proteins
in melanoma, TBC1D7, one of TBC proteins was chosen for
subsequent functional validation. As shown in Figure 10A,
A

B

FIGURE 8 | Associations between the seven prognostic-associated TBC genes with immune characteristics. (A) The relationship of the distributions of clinical
features and immune cells in TCGA is showed by heat maps. (B) Correlation analysis between the seven prognostic TBCs and immune cells.
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TBC1D7 mRNA expression in both melanoma cell lines A375
and Sk-Mel-28 were successfully interfered with siRNA which
was confirmed by RT-PCR, and two sequences of them were
selected to explore the effect of TBC1D7 on melanoma cells.
TBC1D7 deficiency induced by siRNA suppressed the
proliferation of melanoma cells A375 and Sk-Mel-28 obviously
(Figure 10B). To further determine whether TBC1D7 could
inhibit the metastasis of melanoma, Boyden chambers were used
to assess melanoma cell migration and invasion. The results
showed that depletion of TBC1D7 in both melanoma cell lines
A375 and Sk-Mel-28 impeded the ability of migration (Figure
Frontiers in Oncology | www.frontiersin.org 12
10C). Similarly, suppression of TBC1D7 with siRNA also
inhibited the invasion of melanoma cells remarkably (Figure
10D). Collectively, these results suggested that TBC1D7 inhibits
the migration and invasion ability of melanoma cells.
DISCUSSION

Melanoma is a highly mutated and metastatic cancer originated from
the malignant transformation of melanocytes. Men are at a 40%
increased risk in their lifetime to be diagnosed with melanoma (21).
A B

D

E F

G H

C

FIGURE 9 | Prognostic nomogram model was constructed for predicting OS. (A–D) The plots of Schoenfeld residual were showed for age (A) stage II (B) Primary
(C) risk (D) in the prognostic nomogram. (E) The prognostic nomogram for melanoma patients was established dependent on four crucial factors. (F) The calibration
curve of OS predicted by nomogram. The predicted possibility of OS is responded to x-axis and the observed OS is responded to the y-axis. (G) The curve of ROC
based on the prognostic nomogram at 5-year and 10-year OS. (H) Comparison of OS between two groups (Strata 1 vs Strata 2).
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FIGURE 10 | Interference of TBC1D7 expression inhibits melanoma cell migration and invasion. (A) The relative mRNA levels of TBC1D7 at 36 h after transfection
with si-TBC1D7-1, si-TBC1D7-2, si-TBC1D7-3 and NC as control in melanoma cells A375 and Sk-Mel-28 were measured by RT-PCR. GAPDH was used as a
control. *p <, **p < 0.01, ***p < 0.001. (B) Melanoma cells A375 and Sk-Mel-28 interfered with si-TBC1D7, 2.0 x 103 cells planted into 96-well cultured for 24, 48,
72 h, CCK-8 kits were used to detect the proliferation at OD450nM following the manufacturer’s instruction. Each group have 5 replicates(n=5) with 3 independent
experiments. ****p < 0.0001. (C) A number of 1 x 104 cells were seeded into the upper chambers with 550ul medium containing 30% FBS put into the lower
chambers. Chambers after cultured for 24 h were fixed with 4% paraformaldehyde, stained with crystal violet and imaged by microscope. Representative images of
migration of A375 and Sk-Mel-28, the numbers of magration cells per field were calculated, and the results are presented as the mean ± SD (n = 3). ***p < 0.001,
****p < 0.0001. (D) 5 x 104 cells were seeded in the chambers embed with matrigel cultured for 30 h and performed as material and methods. Representative
images of invasion of A375 and Sk-Mel-28, the numbers of invasion cells per field were also calculated. *p < 0.05, **p < 0.01.
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As the incidence of melanoma progressively increasing, illuminating
the complicated pathogenesis and risk factors are crucial. TBC
family members are classical GAPs negatively regulating the
hydrolysis of GTP, the latter is engaged in the cycles of RABs
(22). TBCs are involved in the pathogenesis of various diseases
such as dermatitis, obesity, bacterial infection and tumorigenesis
(8). Some TBCs may act as oncogenes that affect disease survival
and metastasis. For example, TBC1D3 is observed to be
overexpressed in breast cancer by promoting oxidized low-
density lipoprotein receptor 1 expression required for cell
migration involving in TNFa/NF-kB signaling (23). Daigo Y
et al. discovered the activation of TBC1D7 in lung cancer and
suppression of TBC1D7 inhibited the growth of lung cancer cells
(12). However, few studies have focused on functions of TBC
family members in melanoma.

In this study, we conducted a comprehensive analysis of the
characteristics of 33 TBC genes in melanoma. We firstly analyzed
the relationship between mRNA expression of TBC genes and
clinical features such as age, gender, tumor type and stage in
melanoma. We observed a strong correlation between mRNA
expressions of some of TBC genes such as TBC1D10C, TBC1D4,
TBC1D23 and clinical-pathological features (Figure 2). Seven
prognosis associated TBCs genes including TBC1D13, TBC1D16,
TBC1D7, TBC1D10C, TBC1D19, TBC1D8B, and TBC1D15 were
identified in melanoma. Few studies have focused on the roles of
these TBC genes in melanoma. TBC1D13 is a specific GAP of
RAB35 that plays a crucial effect on the trafficking of GLUT4 in
adipocytes (24). Interestingly, the role of TBC1D13 in melanoma
remains unknown. Evidence has shown that TBC1D16 is a driver
of melanoma (13). Hypomethylation of TBC1D16 leads to the
activation of TBC1D16 transcription in melanoma, and the short
isoform of TBC1D16 (TBC1D16-47KDa) promotes melanoma
growth and metastasis through interacting with RAB5C and
regulating EGFR signaling (25). Knockdown of TBC1D7 resulted
in the activation of mTORC1 signaling, and enhanced cell
growth (26). Interests in TBC1D10C are mainly focused on
immune response (27, 28). Two pieces of literature reported
TBC1D19, one showed that TBC1D19 acted upon cell polarity
and decreased TBC1D19 expression contributed to the
disruption of odontoblast polarity and apoptosis (29).
Interference of TBC1D8B increased basal autophagy and
exocytosis through inhibiting the expression of RAB11 which
plays a crucial role in the pathogenesis of nephrotic syndrome
(30). TBC1D15 controlled glucose uptake through RAB7 in late
endosomal pathway impacting GLUT4 translocation (31).
Bibliography retrieval on above genes showed that the function
of these TBC genes is unclear, the role of these TBCs in the
melanoma is largely unknown. Somatic alteration analysis
showed genomic alterations in both the high- and low-risk
groups, and the mutant frequency of TBC1D8 is the highest
among the seven TBC genes (Figure 4). Hemizygous missense
mutations in TBC1D8B have also been reported in families with
nephrotic syndrome (30). However, little is known about the
functional significance of genomic alteration of these TBCs.

We used LASSO Cox regression analysis to calculate the risk
score according to the seven most meaningful TBC genes in this
Frontiers in Oncology | www.frontiersin.org 14
study. We observed a higher risk score related to clinical-
pathological characteristics of melanoma such as Breslow value
(>3), Clark level IV, V, vital status (dead), tumor status (with
tumor), tumor type (metastasis). In addition, a higher risk score
was also associated with shorter OS and DSS (Figure 5).
Consensus clustering analysis grouped the patients into two
clusters, the principal component analysis further demonstrated
differential expression of the TBC genes between the two clusters.
Cluser1 showed shorter OS and DSS (Figure 6). The potential
function of TBC genes in melanoma may include vesicular
transport such as protein export, amino acid transport, and
protein transmembrane import (Figure 7). Take TBC1D15 as
an example, Ishihara N et al. reported that Fis1 acts as a
mitochondrial recruitment factor for TBC1D15 which is
engaged in the regulation of mitochondrial morphology (32).
Senga T et al. discovered that knockdown of TBC1D15 resulted
in the activation of RhoA and membrane blebbing, which was
blocked by inhibiting RhoA signaling (33). TBC1D15 acts as a
GAP of Rab7 in regulation of the lysosomal morphology (34).
Aberrant intracellular transport is involved in type 2 diabetes,
immune deficiencies and cancer (35),. Besides, correlation analysis
indicated a positive correlation with signal molecule synthesis,
apoptosis and cell cycle arrest (36, 37). TBC/RABGAPs regulate
the malignant behavior involved in the regulation of RABs. Nearly
a half of RABs have been identified as substrates for TBC/
RABGAP family members. Results of correlation analysis for the
seven prognostic associated TBCs and RABs in our study
indicated that the same TBC gene might be regulated by various
RABs, and the same RAB gene might be regulated by different
TBCs. TBC1D8B is observed to regulate autophagy and exocytosis
interacting with RAB11 (30). As could be seen from Figure 7,
TBC1D8B might be regulated by RAB18, RAB12, RAB14,
RAB33B, RAB2A, RAB8B, RAB10, RAB22A, RAB17 except for
RAB11A. Meanwhile, RAB18 might be regulated by TBC1D8B,
TBC1D15, TBC1D19, which gave us hints that the complex
mechanism of TBCs regulated by RABs. We also investigated
the correlation of the seven prognostic-associated TBCs between
MMP-related genes (MMP2, MMP9, MMP7, MMP14, BSG,
EGFR, MMP1, MMP3) and EMT-associated genes (TWIST1,
VIM, CDH2, ACTA2, ZEB1), which also indicated a central role
of TBCs in melanoma. As reported in the literature, TBC1D16 as a
driver of melanoma is a Rab4A GAP that is engaged in the
trafficking of transferrin receptor and EGFR (38). TBC1D8B can
interact with RAB11B that is involved in vesicular recycling
(30, 39).

Immune microenvironment is also key important for tumors
(40–42). Melanoma patients are supposed to develop immune
responses against specific tumor antigens (43). Therefore, We also
investigate the role of immune cells in melanoma, and correlation
analysis of the seven prognostic-associated TBC genes with
immune cells showed that differential variations of the seven
genes regarding immune cells, especially for TBC1D10C (Figure
8). As reported, TBC1D10C is identified to be related with immune
response in head and neck squamous cell carcinoma (27), and
artificial neural networks analysis also confirmed the involvement
of TBC1D10C in immune response through TCGA (28),
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suggesting the possible mechanisms of these TBCs in regulation of
the immune microenvironment.

We also constructed a prognostic nomogram for predicting OS
of melanoma and found the independent prognostic indicators such
as age, risk score based on the expression levels of the seven TBC
genes, stage 2 and primary focus (Figure 9). What’s more, TBC1D7,
one of the seven TBC proteins was chosen for further experimental
validation, TBC1D7 is the third subunit of TSC1/TSC2 associated
with autophagy (26). It has been reported that TBC1D7 is related
with various diseases such as intellectual disability, megalencephaly
(44), diabetes (45) and tumor (12). Highly expression of TBC1D7
was related with poor outcome in non-small cell lung cancer
(NSCLC), and suppression of TBC1D7 inhibits the growth of
lung cancer cells, which might be a promising target in cancer
therapy (12). By using mass spectrometry-based quantitative
proteomic method, a recent study by Qi et al. observed that
TBC1D7 is a potential driver for melanoma cell invasion by
transwell assay, and higher TBC1D7 expression is associated with
poor outcome as analyzed by the TCGA and GEO (GSE65904) data
(46). In our study, we also observed that interference of TBC1D7
expression inhibited the proliferation, migration and invasion of
melanoma cells A375 and Sk-Mel-28 in vitro (Figure 10),
suggesting the potential role of TBC1D7 in melanoma. Different
from the study by Qi et al., we investigated the association of mRNA
expression of TBCs and the clinical traits in melanoma, and we
observed that in spite of TBC1D7, six other prognostic-associated
TBC genes TBC1D13, TBC1D16, TBC1D7, TBC1D8B, TBC1D15,
TBC1D19, and TBC1D10C were also identified by LASSO Cox
regression analysis In addition, mutations profile of these genes was
also analyzed. A risk score model, cluster model and prognostic
nomogram model which were well established to predict the OS.
What’s more, the pathway analysis and correlation analysis of the
seven prognostic-associated TBC genes with RAB proteins,
invasion-associated genes (i.e BSG, EGFR and MMP) and EMT-
associated genes (i.e TWIST1, VIM, CDH2, ACTA2, and ZEB1)
were also explored. Immune microenvironment is another key
factor promoting the malignant phenotype of melanoma, and we
also conducted an analysis to understand the relationship between
the seven prognostic-associated TBC genes and immune cells
hoping for finding clues under the view of immune
microenvironment for melanoma. However, more experiments
needed to be performed to investigate the detailed mechanism of
TBC1D7 in melanoma cells, and the biological function of the seven
prognostic-associated TBCs in melanoma is still largely unknown,
further study should be clarified the effect of TBCs on melanoma.
CONCLUSION

This study identified seven prognostic-associated TBCs based on
comprehensive bioinformatics analysis of TBCs expression
profiles and clinical features. The prognostic model of the
seven prognostic-associated TBCs showed a good performance
in the prediction of survival. Correlation between the prognostic-
associated TBCs and RAB family members, invasion-related
genes and immune cells are also observed. The nomogram
Frontiers in Oncology | www.frontiersin.org 15
integrating the seven prognostic-associated TBCs and clinical
features could be more accurate in predicting the survival of
melanoma patients. What’s more, Interference of TBC1D7 was
confirmed to inhibit the migration and invasion in melanoma
cells in vitro, indicating the potential therapeutic role of TBC
proteins in melanoma.
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SUPPLEMENTARY FIGURE 1 | Relationship between TBCs mRNA expression
with clinical features in melanoma. The heat maps based on clustering analysis
according to the subgroups exhibited the differential expression patterns of TBCs
(Tumor status: tumor-free vs with-tumor, Metastasis type: RCS vs RLN vs DM and
Age: young vs old). *p < 0.05, **p < 0.01, ***p < 0.001, **** < 0.0001.

SUPPLEMENTARY FIGURE 2 | The differential expression of the seven
prognostic-associated TBC genes. The differential expression of the seven
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prognostic-associated TBC genes between normal tissues and tumor tissues in the
TCGA dataset. ***p <0.001, NS. p > 0.05.

SUPPLEMENTARY FIGURE 3 | Protein expression of TBCs detecting by
immunohistochemical assay based on online websites. Immunohistochemical
staining showed the images of the protein expression of TBC1D10C (A), TBC1D19
(B), TBC1D16 (C), and TBC1D13 (D) in normal skin tissues and melanoma tissues
from the Human Protein Atlas website (www.proteinatlas.org).

SUPPLEMENTARY FIGURE 4 | Survival analyses based on risk score and
clusters. (A) Kaplan ± Meier survival analyses demonstrated the differences
in OS, PFI and DSS based on risk scores (High vs Low) in primary tissues
from TCGA. (B) Kaplan ± Meier survival analyses demonstrated the
Frontiers in Oncology | www.frontiersin.org 16
differences in DMS and DSS based on risk scores (High vs Low) in tumor
tissues from the GEO dataset (65904). (C) Kaplan ± Meier survival analyses
demonstrated the differences in PFI based on clusters (cluster 1 vs
cluster 2) in tumor tissues. (D) Kaplan ± Meier survival analyses
demonstrated the differences in PFI based on clusters (cluster 1 vs cluster 2)
in metastasis tissues. (E) Kaplan ± Meier survival analyses demonstrated the
differences in OS, PFI and DSS based on clusters (cluster 1 vs cluster 2) in
primary tissues.

SUPPLEMENTARY FIGURE 5 | GO and KEGG analysis. (A, B) Correlation
analysis between the seven prognostic TBCs and the top 10 significant pathways
from GO and KEGG analysis.
REFERENCES

1. Houghton AN, Polsky D. Focus on melanoma. Cancer Cell (2002) 2(4):275–8.
2. Schadendorf D, van Akkooi ACJ, Berking C, Griewank KG, Gutzmer R,

Hauschild A, et al. Melanoma. Lancet (2018) 392(10151):971–84.
3. Liu-Smith F, Farhat AM, Arce A, Ziogas A, Taylor T, Wang Z, et al. Sex

differences in the association of cutaneous melanoma incidence rates and
geographic ultraviolet light exposure. J Am Acad Dermatol (2017) 76(3):499–
505.e3.

4. Carr S, Smith C, Wernberg J. Epidemiology and Risk Factors of Melanoma.
Surg Clinics North Am (2020) 100(1):1–12.

5. Tracey EH, Vij A. Updates in Melanoma. Dermatol Clin (2019) 37(1):73–82.
6. Mishra H, Mishra PK, Ekielski A, Jaggi M, Iqbal Z, Talegaonkar S. Melanoma

treatment: from conventional to nanotechnology. J Cancer Res Clin Oncol
(2018) 144(12):2283–302.

7. Wei Z, Zhang M, Li C, Huang W, Fan Y, Guo J, et al. Specific TBC Domain-
Containing Proteins Control the ER-Golgi-Plasma Membrane Trafficking of
GPCRs. Cell Rep (2019) 28(2):554–66.e4.

8. Frasa MA, Koessmeier KT, Ahmadian MR, Braga VM. Illuminating the
functional and structural repertoire of human TBC/RABGAPs. Nat Rev Mol
Cell Biol (2012) 13(2):67–73.

9. Chen S, Wasserman DH, MacKintosh C, Sakamoto K. Mice with AS160/
TBC1D4-Thr649Ala knockin mutation are glucose intolerant with reduced
insulin sensitivity and altered GLUT4 trafficking. Cell Metab (2011) 13(1):68–79.

10. Kane S, Sano H, Liu SC, Asara JM, Lane WS, Garner CC, et al. A method to
identify serine kinase substrates. Akt phosphorylates a novel adipocyte protein
with a Rab GTPase-activating protein (GAP) domain. J Biol Chem (2002) 277
(25):22115–8.

11. Pei L, Peng Y, Yang Y, Ling XB, Van Eyndhoven WG, Nguyen KC, et al.
PRC17, a novel oncogene encoding a Rab GTPase-activating protein, is
amplified in prostate cancer. Cancer Res (2002) 62(19):5420–4.

12. Sato N, Koinuma J, Ito T, Tsuchiya E, Kondo S, Nakamura Y, et al. Activation
of an oncogenic TBC1D7 (TBC1 domain family, member 7) protein in
pulmonary carcinogenesis. Genes Chromosomes Cancer (2010) 49(4):353–67.

13. Akavia UD, Litvin O, Kim J, Sanchez-Garcia F, Kotliar D, Causton HC, et al. An
integrated approach to uncover drivers of cancer. Cell (2010) 143(6):1005–17.

14. Goeman JJ. L1 penalized estimation in the Cox proportional hazards model.
Biom J Biom Z (2010) 52(1):70–84.

15. Mermel CH, Schumacher SE, Hill B, Meyerson ML, Beroukhim R, Getz G.
GISTIC2.0 facilitates sensitive and confident localization of the targets of focal
somatic copy-number alteration in human cancers.Genome Biol (2011) 12(4):R41.

16. Wilkerson MD, Hayes DN. ConsensusClusterPlus: a class discovery tool with
confidence assessments and item tracking. Bioinf (Oxford Engl) (2010) 26
(12):1572–3.

17. Datta S, Datta S. Comparisons and validation of statistical clustering
techniques for microarray gene expression data. Bioinf (Oxford Engl) (2003)
19(4):459–66.

18. Hanzelmann S, Castelo R, Guinney J. GSVA: gene set variation analysis for
microarray and RNA-seq data. BMC Bioinf (2013) 14:7.

19. Liberzon A, Birger C, Thorvaldsdottir H, Ghandi M, Mesirov JP, Tamayo P.
The Molecular Signatures Database (MSigDB) hallmark gene set collection.
Cell Syst (2015) 1(6):417–25.
20. Nunez E, Steyerberg EW, Nunez J. [Regression modeling strategies]. Rev
Espanola Cardiol (2011) 64(6):501–7.

21. Prado G, Svoboda RM, Rigel DS. What’s New in Melanoma. Dermatol Clin
(2019) 37(2):159–68.

22. Gabernet-Castello C, O’Reilly AJ, Dacks JB, Field MC. Evolution of Tre-2/
Bub2/Cdc16 (TBC) Rab GTPase-activating proteins. Mol Biol Cell (2013) 24
(10):1574–83.

23. Wang B, Zhao H, Zhao L, Zhang Y, Wan Q, Shen Y, et al. Up-regulation of
OLR1 expression by TBC1D3 through activation of TNFalpha/NF-kappaB
pathway promotes the migration of human breast cancer cells. Cancer Lett
(2017) 408:60–70.

24. Davey JR, Humphrey SJ, Junutula JR, Mishra AK, Lambright DG, James DE,
et al. TBC1D13 is a RAB35 specific GAP that plays an important role in
GLUT4 trafficking in adipocytes. Traffic (Copenhagen Denmark) (2012) 13
(10):1429–41.

25. Vizoso M, Ferreira HJ, Lopez-Serra P, Carmona FJ, Martinez-Cardus A,
Girotti MR, et al. Epigenetic activation of a cryptic TBC1D16 transcript
enhances melanoma progression by targeting EGFR. Nat Med (2015) 21
(7):741–50.

26. Dibble CC, Elis W, Menon S, Qin W, Klekota J, Asara JM, et al. TBC1D7 is a
third subunit of the TSC1-TSC2 complex upstream of mTORC1. Mol Cell
(2012) 47(4):535–46.

27. Song Y, Pan Y, Liu J. The relevance between the immune response-related
gene module and clinical traits in head and neck squamous cell carcinoma.
Cancer Manage Res (2019) 11:7455–72.

28. Choy CT, Wong CH, Chan SL. Embedding of Genes Using Cancer Gene
Expression Data: Biological Relevance and Potential Application on
Biomarker Discovery. Front Genet (2018) 9:682.

29. Choi SJ, Song IS, Feng JQ, Gao T, Haruyama N, Gautam P, et al. Mutant DLX
3 disrupts odontoblast polarization and dentin formation. Dev Biol (2010) 344
(2):682–92.

30. Kampf LL, Schneider R, Gerstner L, Thunauer R, Chen M, Helmstadter M,
et al. TBC1D8B Mutations Implicate RAB11-Dependent Vesicular Trafficking
in the Pathogenesis of Nephrotic Syndrome. J Am Soc Nephrol (2019) 30:
(12):2338–53.

31. Wu J, Cheng D, Liu L, Lv Z, Liu K. TBC1D15 affects glucose uptake by
regulating GLUT4 translocation. Gene (2019) 683:210–5.

32. Onoue K, Jofuku A, Ban-Ishihara R, Ishihara T, Maeda M, Koshiba T, et al.
Fis1 acts as a mitochondrial recruitment factor for TBC1D15 that is involved
in regulation of mitochondrial morphology. J Cell Sci (2013) 126(Pt 1):176–85.

33. Takahara Y, Maeda M, Hasegawa H, Ito S, Hyodo T, Asano E, et al. Silencing
of TBC1D15 promotes RhoA activation and membrane blebbing. Mol Cell
Biochem (2014) 389(1-2):9–16.

34. Peralta ER, Martin BC, Edinger AL. Differential effects of TBC1D15 and
mammalian Vps39 on Rab7 activation state, lysosomal morphology, and
growth factor dependence. J Biol Chem (2010) 285(22):16814–21.

35. Yang Z, Shen H, He W, Ouyang L, Guo Y, Qian F, et al. Expression of
TBC1D16 Is Associated with Favorable Prognosis of Epithelial Ovarian
Cancer. Tohoku J Exp Med (2018) 245(3):141–8.

36. Haley R, Wang Y, Zhou Z. The small GTPase RAB-35 defines a third pathway
that is required for the recognition and degradation of apoptotic cells. PLoS
Genet (2018) 14(8):e1007558.
October 2020 | Volume 10 | Article 579625

http://www.proteinatlas.org
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Tang et al. Tre2-Bub2-Cdc16 Proteins as Prognosis Model
37. Li W, Zou W, Zhao D, Yan J, Zhu Z, Lu J, et al. C. elegans Rab GTPase
activating protein TBC-2 promotes cell corpse degradation by regulating the
small GTPase RAB-5. Dev (Cambridge Engl) (2009) 136(14):2445–55.

38. Vizoso M, Esteller M. Targeting melanoma: unusual epigenetics reveals the
dynamic rewiring of metastatic cells. Epigenomics (2015) 7(7):1079–81.

39. Dorval G, Kuzmuk V, Gribouval O, Welsh GI, Bierzynska A, Schmitt A, et al.
TBC1D8B Loss-of-Function Mutations Lead to X-Linked Nephrotic
Syndrome via Defective Trafficking Pathways. Am J Hum Genet (2019) 104
(2):348–55.

40. Chen J, Chen Z. The effect of immune microenvironment on the progression and
prognosis of colorectal cancer.Med Oncol (Northwood Lond Engl) (2014) 31(8):82.

41. Li DY, Tang YP, Zhao LY, Geng CY, Tang JT. Antitumor effect and immune
response induced by local hyperthermia in B16 murine melanoma: Effect of
thermal dose. Oncol Lett (2012) 4(4):711–8.

42. Yang MQ, Du Q, Varley PR, Goswami J, Liang Z, Wang R, et al. Interferon
regulatory factor 1 priming of tumour-derived exosomes enhances the
antitumour immune response. Br J Cancer (2018) 118(1):62–71.

43. Ouyang Z, Wu H, Li L, Luo Y, Li X, Huang G. Regulatory T cells in the
immunotherapy of melanoma. Tumour Biol J Int Soc Oncodev Biol Med
(2016) 37(1):77–85.
Frontiers in Oncology | www.frontiersin.org 17
44. Gai Z, Chu W, Deng W, Li W, Li H, He A, et al. Structure of the TBC1D7-
TSC1 complex reveals that TBC1D7 stabilizes dimerization of the TSC1 C-
terminal coiled coil region. J Mol Cell Biol (2016) 8(5):411–25.

45. Ren S, Huang Z, Jiang Y, Wang T. dTBC1D7 regulates systemic growth
independently of TSC through insulin signaling. J Cell Biol (2018) 217(2):517–26.

46. Qi TF, Guo L, Huang M, Li L, Miao W, Wang Y. Discovery of TBC1D7 as a
Potential Driver for Melanoma Cell Invasion. Proteomics (2020) 20(14):
e1900347.

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

Copyright © 2020 Tang, Peng, Zhu, Zhou, Liu, Cheng, Chen and Chen. This is an
open-access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) and the copyright owner(s) are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply with
these terms.
October 2020 | Volume 10 | Article 579625

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

	Tre2-Bub2-Cdc16 Family Proteins Based Nomogram Serve as a Promising Prognosis Predicting Model for Melanoma
	Introduction
	Materials and Methods
	Datasets Analysis
	Least Absolute Shrinkage and Selection Operator (LASSO) Cox Regression Analysis
	Alterations of Genes in Melanoma
	Consensus Clustering Analysis
	Survival Analysis
	Gene Set Variation Analysis (GSVA)
	Prognostic Nomogram Construction
	Delineation of the Receiver Operating Curve (ROC)
	Cell Lines and siRNA Transfection
	Quantitative Real-Time PCR
	Cell Proliferation
	Migration and Invasion
	Statistical Analysis

	Results
	Relationship Between the mRNA Expression of TBCs and Clinical Traits in Melanoma
	Identification of Seven Prognostic-Associated TBC Genes in Melanoma Based on LASSO Cox Regression Analysis and Somatic Mutations of These Genes in Melanoma
	Higher Seven Prognostic-Associated TBCs Risk Score Resulted in Worse Prognosis and Metastasis in Melanoma Patients
	Consensus Clustering Analysis of Melanoma Indicated Poor Prognosis in the Cluster With Higher Expression of the Prognostic-Associated TBC Genes
	Pathway Analysis and Correlation Analysis of the Seven Prognostic-Associated TBC Genes
	Associations Between the Seven Prognostic-Associated TBC Genes With Immune Characteristics
	Prognostic Nomogram Model Constructed Based on Age, Stage, Risk Score, and Primary Focus Predicted OS in Melanoma
	Interference of TBC1D7 Expression Inhibits Melanoma Cell Proliferation, Migration, and Invasion

	Discussion
	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


