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Thoracic malignancies are a common type of cancer and area major global health
problem. These complex diseases, including lung cancer, esophageal cancer, and
breast cancer, etc. have attracted considerable attention from researchers. Potential
gene-cancer associations can be explored by demonstrating the association between
clinical data and gene expression data. Emerging evidence suggests that the
transcriptome plays a particularly critical role as a diagnostic biomarker in pathology
and histology studies. Thus, there is an urgent need to develop a platform that allows
users to perform a comprehensive prognostic analysis of thoracic cancers. Here, we
developed TTSurv, which aims to correlate coding and noncoding genes with cancers by
combining high-throughput data with clinical prognosis. TTSurv focuses on the
application of high-throughput data to detect ncRNAs, such as lncRNAs and
microRNAs, as novel diagnostic and prognostic biomarkers. For a more
comprehensive analysis, a large amount of public expression profile data with clinical
follow-up information have been integrated into TTSurv. TTSurv also provides flexible
methods such as a minimum p-value algorithm and unsupervised clustering methods that
can classify thoracic cancer samples into different risk groups. TTSurv will expand our
understanding of ncRNAs in thoracic malignancies and provide new insights into their
application as potential prognostic/diagnostic biomarkers.

Keywords: noncoding RNAs, thoracic malignancy, prognostic biomarkers, high-throughput analysis,
biological database
INTRODUCTION

Thoracic malignancies are the most common type of cancers (1, 2), and their biomarkers have been
the focus of medical research. In clinical studies, numerous genes have been strongly associated with
the onset and progression of cancer lesions, usually manifested by the dysregulation of genes in the
functional pathways of cancer. As research progresses, noncoding RNAs are gradually transforming
from nonsense transcriptional products to regulators that mediate cellular processes, including
chromatin remodeling, transcription, post-transcriptional modifications, and signal transduction.
The versatility of noncoding RNAs allows them to participate in multiple biological processes and
influence many different molecular targets. Therefore, noncoding RNAs are considered key
regulators of physiological programs during the development of disease. Mutations and the
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dysregulation of noncoding RNAs play a critical role in cancer
(3). Based on clinical information, prognosis, as a measure of
genes in cancer, is often recognized as the most critical factor (4).
By combining clinical patient survival data with their gene
expression data, we are able to target genes whose expression
is highly correlated with survival, and many experiments have
demonstrated the potential of such genes as biomarkers for
cancer diagnosis in general. For example, hsa-mir-196b and
Nek2 are specifically expressed in patients with pancreatic
ductal adenocarcinoma (5); RP13-30A9.2, RP11-488I20.9, and
other genes are specifically expressed in patients with esophageal
squamous cell carcinoma and has prognostic value (6); and
decreased expression of ALDH5A1 predicts prognosis in
patients with ovarian cancer (7). Currently, gene expression
data and survival data for related samples have been published
in several public databases and this information can be
downloaded by researchers. The integration and analysis of
these two types of data will yield more valuable information
and broaden the scope of cancer research. In addition, a more
comprehensive and objective conclusion can be obtained by
comparing the survival analysis results obtained for the same
gene in different datasets. However, there is an urgent need for an
efficient data processing platform that can effectively analyze and
process the increasingly large amounts of data.

When undertaking a survival analysis, it is often necessary to
group patients according to certain metrics and compare the risk
differences between groups, but the different cutoff values have
important implications for the outcome, and there is currently a
lack of a gold standard for cutoff values. Several databases exist
that can be used to conduct a survival analysis of the expression
profiling data, such as Kaplan-Meier Plotter, LOGpc, and
OncoLnc online tools, but there is still a need for a biologically
meaningful cutoff value. Users often differentiate samples using
thresholds, such as median/trichotomies/quartiles, which are
merely mathematical and do not express biological properties,
or they calculate the division values multiple times, which is
often time-consuming and lacks a scientific basis. Classifying
samples multiple times and performing the Cox test can
determine the optimal grouping and find the best separation
point among continuous variables. It has been shown to be useful
in the analysis of tumor size (8, 9), cell cycle phase estimation
measurements (10), and gene copy number (11). Most data-
dependent segmentation methods (e.g., mean, median, and
quartiles) may not represent the true prognostic power of the
predictors. However, the minimum p-value method uses
statistical methods and clinical information guidance to
systematically determine an optimal grouping value after
grouping the sample multiple times. Therefore, we consider the
cutoff value obtained by this method to be biologically
meaningful (9) so we applied this approach to analyze
expression profiles. In addition, the prognostic impact of genes
on cancer patients can vary depending on the differences in the
datasets selected by the researchers. For example, the choice of
TCGA (12) data versus GEO (13) data can also have an impact
on the analysis results, so a common test of multiple sample sets
is usually required to produce results with higher confidence. In
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the current study and analysis, plotting survival curves alone
does not provide strong evidence about the impact of changes in
gene expression on patient survival. This suggests that more
evidence is needed to illustrate the relationship between gene
expression profiles and patient survival in multiple dimensions.
Therefore, while providing different classification algorithms, we
also provide a variety of visualization charts to better illustrate
the results for users. For example, when multiple genes are
passed into the same cancer dataset, we provide a forest plot
and a correlation plot to visualize the relationship between all
genes and when analyzing the survival of a single gene in cancer,
we provide an integrated plot of the patient’s survival time,
survival status, and the expression of that gene.

In summary, we have developed TTSurv. It is a large
collection of cancer-related expression profiles and their
associated clinical data that can be found in public databases
such as GEO and TCGA. TTSurv also provides a minimum p-
value method to calculate the best cutoff value for the user while
allowing the user to manually submit the separation value. In
addition, we classified the samples according to the expression
value of the dataset and performed unsupervised tests. By
providing multiple ways to classify samples, we can uncover all
possible associations between genes and cancer. In addition, we
also provide integration algorithms for multi-gene analysis to
integrate the target gene set, which allows the user to analyze the
entire gene set as a whole. Finally, the database provides an
overall assessment of the prognostic value of genes in multiple
datasets, which will gives researchers more experimental
opportunities and more valuable analysis results.
MATERIALS AND METHODS

Data Collection and Processing
Expression profiling data and survival data were obtained from
the TCGA and GEO public datasets (Figure 1A). We applied the
following selection criteria to further organize the data: 1. it
contains sample prognostic information, 2.it uses a large sample
size (sample size > 50), and 3. the probes of the platform are
annotated with public identifiers (e.g., Gene Symbol, GenBank,
UniGene ID, etc.). The expression profiles were derived from the
series matrix files for each GEO dataset and log2-transformed.We
collected 72 datasets containing 16143 samples from 31 cancers
involving 61032 genes (Tables S1 and S2). The probe-gene
annotation information was derived from the GEO database,
and each probe was mapped to an Ensembl-ID by querying the
UniGene database for the accompanying public identifier.
Minimum P-Value Algorithm
The minimum p-value method has been validated in clinical
trials (14), and this method is also supported statistically (15).
Accordingly, we used the minimum p-value algorithm to obtain
the best grouping by undertaking multiple grouping and a
survival analysis of both groups to filter the cutoff value
corresponding to the minimum log-rank p-value.
May 2021 | Volume 11 | Article 691310
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First, patients were ranked according to the expression values
of a given gene. Patients were then divided into two groups (high
and low) at all potential cut-off points, and the difference in risk
between the two groups was estimated using the log-rank test.
The best cut point that gave the most significant p-value (P-
minimum) was then selected (Figure 1B).
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Gene Integration Algorithm
The survival analysis, performed with multiple genes in a
particular cancer, also provides a risk score model that
considers the strength and the positive and negative
associations between each RNA and survival probability. This
means that we can assess the association between the expression
FIGURE 1 | Global view of the TTSurv database. (A) illustrates the data sources and subsequent data processing by TTSurv; (B, C) show the user interface
illustrating how the user searches for data and the results obtained; and (C) shows the results provided by TTSurv and its backend components.
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of the entire set of genes and the survival of cancer patients. For
each patient, the risk score was calculated by weighting the linear
combination of all RNA expression values with the Cox
regression coefficients.

Riskscore =o
n

i=1
bi Exp (Ci)

where bi is the Cox regression coefficient for each RNA
(denoted by Ci), n is the number of RNAs in the gene set, and
Exp(Ci) is the expression value of RNA Ci in the corresponding
sample. Patients were classified into high expression and low
expression groups according to the different classifications (16).

Database Construction
The TTSurv online server was developed using Tomcat V7.0. We
manually classified the data into miRNA expression profile data,
and lncRNA and mRNA expression profile data. Each expression
profile matrix was stored separately with its prognostic
information in MySQL (V5.5). The data were visualized using
Datatables, echart, highchart, and other plugins, and all statistical
analyses were performed using the R framework (V3.6.0) (Figure
1C). TTSurv also supports the current mainstream browsers
(e.g., Microsoft Edge, Google Chrome, Firefox, and Safari) and
can be freely accessed at http://www.bio-server.cn/TTSurv.
RESULTS

Diverse Pre-Result Presentation Interface
On the home page of TTSurv (Figure 2A), users can access the
quick search page via the menu bar above or the quick-start
button on the scroll bar of the home page (Figure 2B). The quick
search only provides a matching mode for single or multiple
genes (it should be noted that the maximum number of multi-
gene queries is 10) with a single cancer dataset ID to query the
relationship between the gene of interest and the target cancer
dataset. When using the Quick Search function on the
homepage, users need to click the Analyze button and then
click “View Result” to return to the homepage to view the results.
We have adopted three methods to display the pre-results in the
result display screen. The user can click on the gene/dataset
name in the ribbon diagram to see “Gene-all diseases/” or
“Disease-all genes” (Figure 2C), click on the edge of the
diagram to get a single gene-disease association, or click on the
outer part or the edges of the graph to obtain a single gene-
disease association. On the force-directed graph, the user can
click on a node in a force-directed single disease and gene. On the
bubble diagram, the user can click on the nodes in the bubble
diagram to obtain the results of the survival analysis for the
specific genes in the corresponding diseases (Figure 2D).

Search Interface and Results Presentation
Users can access the search interface through “more analysis” in
the home page rotation or by using the “Search” button in the
upper menu where we additionally provide a multi-gene-multi-
disease query (Figures 3A, B). Through this interface (Figure 3C),
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users can click the “Example” button to view the preset results
for single disease-single gene/single disease-multiple gene/
multiple disease-multiple genes, or query by clicking the
dataset name in the Cancer List and entering the gene name in
the RNA List. In this interface, we provide additional features for
users to change the color of high/low expression lines in the
survival plot and submit user-defined group cut values. Similarly,
after clicking “Analyze” in the search interface, you will get the
same result display interface as the home page and it can be used
in the same way as the home page (Figure 3D). In the result
display page, we provide the table of analysis results and three
types of graphs, and users can easily access the results by using
the “Copy,” “Excel” and “CSV” buttons above. In the analysis
results, we provide the Gene Symbol, the Ensembl ID, the name
of the disease queried, and the corresponding dataset name with
the number of samples in the dataset. The results of the Cox
survival analysis, including COX-P, HR values, and the COX
coefficient, are also included. Users can obtain the resulting
graph by clicking the “View” button on the right side of the
table. In addition, users can view the results of (1) sample
grouping by self-submitted cutoff values, (2) sample grouping
by cutoff values calculated using the minimum p-value
algorithm, and (3) sample classification by unsupervised
clustering (Figure 3E).

Flexible Classification
User-submitted cutoff values. Typically, users are used to
grouping samples using mathematically meaningful split values
(e.g., quartiles, means, and medians), and we also provide this
feature to explore more possibilities (Figure 3F). Figure 3G
represents the Kaplan-Meier survival analysis of the samples
after grouping the sample set according to the segmentation
points uploaded by the user and Figure 3H represents the p-
value and the segmentation value obtained at each step when the
samples are grouped step by step. Figure 3I consists of three
parts. The first part is the survival time of each sample and the
second part represents the gene expression of the target gene in
each sample. The gene expression and risk status of the sample
can be used to intuitively find whether the gene is a protective/
risk factor for that type of disease. The third part shows gene
expression as a heatmap, which is used to visually compare the
gene expression and the survival of the patient in the first part.
Figure 3J shows a forest plot drawn from the HR values of all
incoming genes in a particular cancer dataset and Figure 3K
shows the correlation coefficients between all genes in the same
data set.

The cutoff value was obtained by the minimum p-value
method. The image displayed in this result is the same as the
cutoff value submitted by the user. It should be noted that the
separator value of this result was calculated using the minimum
p-value algorithm.

The results were obtained using unsupervised clustering for
sample grouping. Unsupervised clustering can also be used to
group the samples into high/low expression values based on gene
expression. In this interface, we provide not only the KM curves
but also a heat map of the expression profile after clustering
(Figure 3L).
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Example Application
As shown in the Figures 4A–I, we searched the search interface for
the survival of XIST and PUSL1 in GSE42568 (breast cancer
expression profile) and found that the HR value of XIST was <1,
while the Cox p-value was less than 0.05. These values indicated
that it was a plausible protective factor, which has been confirmed
in previous experiments (17, 18). In contrast, the expression profile
of the PUSL1 gene was opposite to that of the XIST gene, while a
Frontiers in Oncology | www.frontiersin.org 5
Cox-p<0.05, indicates that it is a plausible risk factor (Figure 4A).
Figure 4C shows that when the samples were divided into two
groups according to gene expression, the samples in the high
expression group had a longer survival time and a lower
mortality rate. The difference between the two groups with
different expressions was more significant when the samples were
divided into two parts by the minimum p-value. In Figure 4C,
although more samples labeled as “dead” were clustered in the low
FIGURE 2 | The use process and a demonstration of the results provided by TTSurv. (A) The data source for TTSurv and the usage of QucikSearch. (B) Introduction to
advanced search in the search interface. (C) Two kinds of charts in Pre-Result, where users can get the analysis results by clicking parts of the chart. (D) Schematic diagram
of the data table and images in the result page.
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XIST expression samples, the low expression group had a higher
five-year survival rate (52.1%) relative to the XIST high expression
samples (7.9%), which confirms the above results that XIST is a risk
factor in this dataset. Currently, only a few studies have focused on
the PUSL1 gene and our survival analysis shows that it may be
linked to the prognosis for breast cancer, which will help
researchers discover new biomarkers for cancer. Similarly, we can
click on the “Sum” row results to see the overall impact of the gene
set on the survival of the sample, and in this overall analysis we can
see that the combined effect of XIST and PUSL1 can have a more
detrimental effect on patients. This result allows us to determine
which effect is greater when protective and risk factors act together
in the same patient. Figure 4G shows the overall expression of this
Frontiers in Oncology | www.frontiersin.org 6
gene, and we can see that the samples have higher mortality and a
shorter survival time when the overall gene expression trend is high,
which is consistent with the results obtained from the survival time
graph and the KM curve.

We used another example to illustrate the single-gene
multi-disease analysis function provided by TTSurv. We
found that the same gene is expressed differently in different
cancers and in different datasets for the same cancer in terms
of prognosis (Figure 5). Previous experiments have verified
that MALAT1 plays a key role in breast cancer. For example,
MALAT1 inhibits breast cancer metastasis (19) and MALAT1
promotes angiogenesis in breast cancer (20). However, the
results obtained after the survival analysis were different.
FIGURE 3 | The user interfaces and results of TTSurv. (A) Home page of TTSurv. (B) Quick search interface of TTSurv. (C) Query interface of TTSurv. (D) Pre-
Result interface of TTSurv. (E) The result table and figures of TTSurv. (F) The diagram display of TTSurv. (G) The KM survival curve map. (H) The P-value curve
obtained after each grouping. (I) The Survival time & gene expression integration map. (J) The forest plot. (K) The gene correlation plot. (L) The heat map obtained
by unsupervised clustering.
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FIGURE 4 | Prognosis of XIST and PUSL1 in the sample set GSE42568. (A) shows the results of the prognostic analysis of XIST and PUSL1. (B, C) show the KM
survival curves and survival time-gene expression association plots for XIST, respectively. (D, E) show KM survival and the survival time-gene expression association
plots for PUSL1, respectively. (F, G) KM survival curves and survival time-gene expression association plots for the SUM group (integrated data for XIST and
PUSL1), respectively.Forest plot of the two genes in the breast cancer sample set. (H) Expression correlation plot between the XIST and PUSL1 genes, which shows
that the two genes affect the survival status of patients independently of each other (I).
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MALAT1 did not show a correlation with breast cancer
prognosis in all datasets, indicating that the selection of the
dataset can have an impact on the prognostic analysis results
for this gene in cancer, and demonstrates the necessity of using
multiple sample sets. For example, in the TCGA-BRCA and
GEO-GSE42568-BRCA datasets, the risk values for MALAT1
were different, indicating that different samples have an impact
on the survival analysis. By providing multiple sets of samples,
we are able to provide users with a more general analysis of
whether there is an association between the target gene and
a particular cancer, thus providing a more comprehensive and
objective analysis.
Frontiers in Oncology | www.frontiersin.org 8
To demonstrate the single-gene multi-disease survival
analysis function, we show the effect of the TPM2 gene on
patient survival status in six cancer datasets (which were
‘TCGA-COAD’, ‘TCGA-ACC’, ‘TCGA-BLCA’, ‘TCGA-OV’,
‘TCGA-LIHC’, and ‘TCGA-KIRC’). Figure 6, shows the results
of the survival analysis with survival curves for TPM2 in six
cancer datasets. Similarly, TPM2 has been demonstrated in
previous experiments to be a diagnostic marker for colorectal
cancer and breast cancer. For example, hypoxia-induced TPM2
methylation is associated with chemoresistance and poor
prognoses for breast cancer (21), and is also associated
between epigenetic silencing of TPM2 and colorectal cancer
FIGURE 5 | Prognostic analysis of MALAT1 in multiple data sets. MALAT1 shows different prognoses in different datasets of the same cancer, and users can use
the results to make comprehensive and objective conclusions.
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(22). TPM2 has also been found to have potential as a diagnostic
marker for patients with adrenocortical carcinoma as well as
bladder urothelial carcinoma, and similar findings will provide
guidance to researchers.
DISCUSSION

There are already several online tools capable of performing
online survival data analyses, including Kaplan-Meier Plotter
(23), GENT (24) and ITTACA (25). TTSurv improves the
functionality of previously published databases, which often
Frontiers in Oncology | www.frontiersin.org 9
lack more flexible grouping algorithms and a comprehensive
analysis and presentation of results. For example, although the
Kaplan-Meier Plotter database can automatically select the best
cutoff value, it cannot provide results other than survival curves
and cutoff plots. With the increasing abundance of clinical data
and high-throughput data, biomarkers associated with cancer
patient survival will be confirmed by more comprehensive
survival analysis studies. TTSurv aims to discover biomarkers
closely associated with patient survival status and provide
support for the analysis results through the collection and
integration of public data and analysis. The biomarkers we
provide can be used to reveal individual pathologies and drive
FIGURE 6 | Survival analysis results for TPM2 in multiple datasets. Users can analyze the survival of a gene for pancreatic cancer using the single gene-multiple
disease function. “*” indicates p-value <0.05, “**” indicates p-value <0.01.
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the development of precision medicine research. Most online
analysis tools tend to give one-sided results (including
inadequate legends and grouping) and are dependent on
data volume.

In the future, we plan to collect more data samples and
provide improved functionality, and we will continue to improve
our database in the following areas: (i) collecting more newly
released datasets for thoracic tumors; (ii) adding more
visualizations: e.g., forest plots based on their HR values in
single-gene multi-datasets; and (iii) improving the annotation
of probes that cannot be annotated in the current dataset. We
believe that TTSurv will be a useful resource for researchers at
many stages from target discovery to target validation through
continuous updates. We believe that through continuous
updates, TTSurv will become an important online survival
analysis tool and provide researchers with powerful aid in a
variety of ways.
CONCLUSIONS

TTSurv is unique because it can group samples in multiple ways
to find more possible associations between target genes and
cancer. We provide an integration algorithm that analyzes the set
of user-submitted genes as a whole for a more comprehensive
analysis and more valuable conclusions. At the same time, the
multiple outcome data we provide offer strong support for the
augmentation of gene-cancer associations. We hope that TTSurv
will be a useful resource for cancer researchers at multiple stages,
from target discovery to target validation.
Frontiers in Oncology | www.frontiersin.org 10
DATA AVAILABILITY STATEMENT

Publicly available datasets were analyzed in this study. This data
can be found here: http://www.bio-server.cn/TTSurv.
AUTHOR CONTRIBUTIONS

YQ, MX, YZ and QG conceived and designed the experiments.
YH, QL, and PW analyzed data. YQ and MX collected the data.
YH and PW validated the method and data. YQ and QG wrote
this manuscript. All authors contributed to the article and
approved the submitted version.
FUNDING

This work was supported by the National Natural Science
Foundation of China [81902646 and 32070622], Heilongjiang
Provincial Natural Science Foundation [LH2020H046];
Postdoctoral Science Foundation of China [2020M670922];
Postdoctoral Foundation of Heilongjiang Province [LBH-
Z19077 and LBH-Q20047].
SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fonc.2021.691310/
full#supplementary-material
REFERENCES

1. Harbeck N, Gnant M. Breast Cancer. Lancet (2017) 389(10074):1134–50.
doi: 10.1016/S0140-6736(16)31891-8

2. Dai J, Yang P, Cox A, Jiang G. Lung Cancer and Chronic Obstructive
Pulmonary Disease: From a Clinical Perspective. Oncotarget (2017) 8
(11):18513–24. doi: 10.18632/oncotarget.14505

3. Anastasiadou E, Jacob LS, Slack FJ. Non-Coding RNA Networks in Cancer.
Nat Rev Cancer (2018) 18(1):5–18. doi: 10.1038/nrc.2017.99

4. Latha NR, Rajan A, Nadhan R, Achyutuni S, Sengodan SK, Hemalatha SK,
et al. Gene Expression Signatures: A Tool for Analysis of Breast Cancer
Prognosis and Therapy. Crit Rev Oncol Hematol (2020) 151:102964.
doi: 10.1016/j.critrevonc.2020.102964

5. Mishra NK, Southekal S, Guda C. Survival Analysis of Multi-Omics Data
Identifies Potential Prognostic Markers of Pancreatic Ductal
Adenocarcinoma. Front Genet (2019) 10:624. doi: 10.3389/fgene.2019.00624

6. Zhang L, Li P, Liu E, Xing C, Zhu D, Zhang J, et al. Prognostic Value of a five-
lncRNA Signature in Esophageal Squamous Cell Carcinoma. Cancer Cell Int
(2020) 20:386. doi: 10.1186/s12935-020-01480-9

7. Tian X, Han Y, Yu L, Luo B, Hu Z, Li X, et al. Decreased Expression of
ALDH5A1 Predicts Prognosis in Patients With Ovarian Cancer. Cancer Biol
Ther (2017) 18(4):245–51. doi: 10.1080/15384047.2017.1295175

8. Liu H, Yang Y, Chen C, Wang L, Huang Q, Zeng J, et al. Reclassification of
Tumor Size for Solitary HBV-related Hepatocellular Carcinoma by Minimum
P Value Method: A Large Retrospective Study. World J Surg Oncol (2020) 18
(1):185. doi: 10.1186/s12957-020-01963-z

9. Vanniyasingam T, Rodseth RN, Lurati Buse GA, Bolliger D, Burkhart CS,
Cuthbertson BH, et al. Predicting the Occurrence of Major Adverse Cardiac
Events Within 30 Days of a Vascular Surgery: An Empirical Comparison of
the Minimum P Value Method and ROC Curve Approach Using Individual
Patient Data Meta-Analysis. Springerplus (2016) 5:304. doi: 10.1186/s40064-
016-1936-8

10. Kronqvist P, Kuopio T, Collan Y. Quantitative Thresholds for Mitotic Counts
in Histologic Grading: Confirmation in Nonfrozen Samples of Invasive Ductal
Breast Cancer. Ann Diagn Pathol (2000) 4(2):65–70. doi: 10.1016/s1092-9134
(00)90013-3

11. Jensen KC, Turbin DA, Leung S, Miller MA, Johnson K, Norris B, et al. New
Cutpoints to Identify Increased HER2 Copy Number: Analysis of a Large,
Population-Based Cohort With Long-Term Follow-Up. Breast Cancer Res
Treat (2008) 112(3):453–9. doi: 10.1007/s10549-007-9887-y

12. Tomczak K, Czerwinska P, Wiznerowicz M. The Cancer Genome Atlas
(TCGA): An Immeasurable Source of Knowledge. Contemp Oncol (Pozn)
(2015) 19(1A):A68–77. doi: 10.5114/wo.2014.47136

13. Barrett T, Troup DB, Wilhite SE, Ledoux P, Rudnev D, Evangelista C, et al. Ncbi
GEO: Mining Tens of Millions of Expression Profiles–Database and Tools Update.
Nucleic Acids Res (2007) 35(Database issue):D760–5. doi: 10.1093/nar/gkl887

14. Lin Y. Robust Inference for Responder Analysis: Innovative Clinical Trial
Design Using a Minimum P-Value Approach. Contemp Clin Trials Commun
(2016) 3:65–9. doi: 10.1016/j.conctc.2016.04.001

15. Liu Y, Xie J. Accurate and Efficient P-Value Calculation Via Gaussian
Approximation: A Novel Monte-Carlo Method. J Am Stat Assoc (2019) 114
(525):384–92. doi: 10.1080/01621459.2017.1407776

16. Wang P, Guo Q, Hao Y, Liu Q, Gao Y, Zhi H, et al. LnCeCell: A
Comprehensive Database of Predicted lncRNA-associated ceRNA Networks
at Single-Cell Resolution. Nucleic Acids Res (2021) 49(D1):D125–D33.
doi: 10.1093/nar/gkaa1017

17. Xing F, Liu Y, Wu SY, Wu K, Sharma S, Mo YY, et al. Loss of XIST in Breast
Cancer Activates Msn-c-Met and Reprograms Microglia Via Exosomal
May 2021 | Volume 11 | Article 691310

http://www.bio-server.cn/TTSurv
https://www.frontiersin.org/articles/10.3389/fonc.2021.691310/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fonc.2021.691310/full#supplementary-material
https://doi.org/10.1016/S0140-6736(16)31891-8
https://doi.org/10.18632/oncotarget.14505
https://doi.org/10.1038/nrc.2017.99
https://doi.org/10.1016/j.critrevonc.2020.102964
https://doi.org/10.3389/fgene.2019.00624
https://doi.org/10.1186/s12935-020-01480-9
https://doi.org/10.1080/15384047.2017.1295175
https://doi.org/10.1186/s12957-020-01963-z
https://doi.org/10.1186/s40064-016-1936-8
https://doi.org/10.1186/s40064-016-1936-8
https://doi.org/10.1016/s1092-9134(00)90013-3
https://doi.org/10.1016/s1092-9134(00)90013-3
https://doi.org/10.1007/s10549-007-9887-y
https://doi.org/10.5114/wo.2014.47136
https://doi.org/10.1093/nar/gkl887
https://doi.org/10.1016/j.conctc.2016.04.001
https://doi.org/10.1080/01621459.2017.1407776
https://doi.org/10.1093/nar/gkaa1017
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Qi et al. Exploring Multi-Gene Prognosis
miRNA to Promote Brain Metastasis. Cancer Res (2018) 78(15):4316–30.
doi: 10.1158/0008-5472.CAN-18-1102

18. Huang YS, Chang CC, Lee SS, Jou YS, Shih HM. Xist Reduction in Breast Cancer
Upregulates AKT Phosphorylation Via HDAC3-mediated Repression of PHLPP1
Expression. Oncotarget (2016) 7(28):43256–66. doi: 10.18632/oncotarget.9673

19. Kim J, Piao HL, Kim BJ, Yao F, Han Z, Wang Y, et al. Long Noncoding RNA
MALAT1 Suppresses Breast Cancer Metastasis. Nat Genet (2018) 50
(12):1705–15. doi: 10.1038/s41588-018-0252-3

20. Huang XJ, Xia Y, He GF, Zheng LL, Cai YP, Yin Y, et al. MALAT1 Promotes
Angiogenesis of Breast Cancer. Oncol Rep (2018) 40(5):2683–9. doi: 10.3892/
or.2018.6705

21. Zhang J, Zhang J, Xu S, Zhang X, Wang P, Wu H, et al. Hypoxia-Induced
TPM2 Methylation is Associated With Chemoresistance and Poor Prognosis
in Breast Cancer. Cell Physiol Biochem (2018) 45(2):692–705. doi: 10.1159/
000487162

22. Cui J, Cai Y, Hu Y, Huang Z, Luo Y, Kaz AM, et al. Epigenetic Silencing of
TPM2 Contributes to Colorectal Cancer Progression Upon RhoA Activation.
Tumour Biol (2016) 37(9):12477–83. doi: 10.1007/s13277-016-5103-1

23. Szasz AM, Lanczky A, Nagy A, Forster S, Hark K, Green JE, et al. Cross-
Validation of Survival Associated Biomarkers in Gastric Cancer Using
Frontiers in Oncology | www.frontiersin.org 11
Transcriptomic Data of 1,065 Patients. Oncotarget (2016) 7(31):49322–33.
doi: 10.18632/oncotarget.10337

24. Shin G, Kang TW, Yang S, Baek SJ, Jeong YS, Kim SY. GENT: Gene
Expression Database of Normal and Tumor Tissues. Cancer Inform (2011)
10:149–57. doi: 10.4137/CIN.S7226

25. Elfilali A, Lair S, Verbeke C, La Rosa P, Radvanyi F, Barillot E. ITTACA: A
New Database for Integrated Tumor Transcriptome Array and Clinical Data
Analysis. Nucleic Acids Res (2006) 34(Database issue):D613–6. doi: 10.1093/
nar/gkj022

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 © 2021 Qi, Xin, Zhang, Hao, Liu, Wang and Guo. 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.
May 2021 | Volume 11 | Article 691310

https://doi.org/10.1158/0008-5472.CAN-18-1102
https://doi.org/10.18632/oncotarget.9673
https://doi.org/10.1038/s41588-018-0252-3
https://doi.org/10.3892/or.2018.6705
https://doi.org/10.3892/or.2018.6705
https://doi.org/10.1159/000487162
https://doi.org/10.1159/000487162
https://doi.org/10.1007/s13277-016-5103-1
https://doi.org/10.18632/oncotarget.10337
https://doi.org/10.4137/CIN.S7226
https://doi.org/10.1093/nar/gkj022
https://doi.org/10.1093/nar/gkj022
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

	TTSurv: Exploring the Multi-Gene Prognosis in Thousands of Tumors
	Introduction
	Materials and Methods
	Data Collection and Processing
	Minimum P-Value Algorithm
	Gene Integration Algorithm
	Database Construction

	Results
	Diverse Pre-Result Presentation Interface
	Search Interface and Results Presentation
	Flexible Classification
	Example Application

	Discussion
	Conclusions
	Data Availability Statement
	Author Contributions
	Funding
	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
  /CreateJDFFile false
  /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

  /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


