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Abstract

A growing number of evidence has indicated that long non-coding RNAs (lncRNA) may have many functions in the
development and progression of cancer, and cloud serve as good diagnostic and prognostic biomarkers in cancers.
However, these studies often revealed the changes of lncRNAs within a specific cancer type. Here, we focused on
BLACAT1 and provided a comprehensive pan-cancer analysis to evaluate the diagnostic and prognostic values of
BLACAT1. The expression data of BLACAT1 were came from the quantitative real-time polymerase chain reaction
(qRT-PCR) and The Cancer Genome Atlas (TCGA) database, respectively. Our results showed that the change of serum
BLACAT1 expression was similar to those in matched tissues. The expression level of BLACAT1 both in serum and
tissues in multiple cancer types were significantly upregulated compared to those of matched non-cancer participants.
The serum BLACAT1 had a high diagnostic performance among these 12 types of cancer. The relative AUC of serum
BLACAT1 in cancer patients ranged from 0.833 to 0.967 compared to that in healthy subjects. Surprisingly, Kaplan-Meier
survival analysis revealed that the high expression level of BLACAT1 was significantly associated with poor overall survival
only in uterine corpus endometrial carcinoma (p = 0.002, log-rank test). These findings demonstrated that BLACAT1 could
act as a non-specific diagnostic biomarker for cancers and a potential biomarker for prognosis prediction of
endometrial cancer.
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Background
Although the advance in surgical techniques and chemo-
radiotherapy, cancer is still one of the diseases that
threaten human beings’ health and lives seriously.
Blood-based tumor markers have always been a hot spot
of research for diagnostic and prognostic markers as
they are noninvasive and highly reproducible at low cost.
Many molecular markers have been reported to predict
the occurrence and treatment of cancer [1–3]. However,
no specific or sensitive biomarkers have been confirmed

and used in clinical practice to predict the occurrence
and outcome of cancer up to now. According to the sys-
tematically calculation from American Cancer Society,
the sensitivity of a prostatic specific antigen cutoff of
4.0 ng/mL was 21% for detecting any prostate cancer
(PC) and 51% for detecting high-grade cancers (Gleason
≥8) [4]. Liu et al. had reported that the sensitivity and
specificity of the diagnostic marker carcinoembryonic
antigen for colorectal cancer (CRC) were 46.1% and
89.2%, respectively [5]. Serum alpha-fetoprotein, as a
gold standard in hepatocellular carcinoma (HCC) de-
tection, has low diagnostic accuracy, with sensitivities
ranging from a mere 18–60% and a specificity of
~85–90% [6].
Long non-coding RNAs (lncRNAs) have many func-

tions in various pathophysiological processes [7–10].
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The dysregulation of lncRNAs plays pivotal roles in
many kinds of diseases, particularly in cancer [11–13].
The lncRNAs circulating in serum/plasma are relatively
stable because they are not degraded by RNase even in
the complex environment in vivo [14]. Thus, the
lncRNAs could be acted as potential diagnostic or prog-
nostic markers in multiple types of cancer [15–18].
BLACAT1, known as linc-UBC1, is found on human
chromosome 1q32.1 and has a transcript of 2616 kb
with just one exon [19]. It was firstly reported as a nega-
tive prognostic factor for lymph node metastasis and
survival in bladder cancer (BLC) [20]. Our previous re-
search has shown that BLACAT1 was upregulated in
CRC tissues compared to adjacent normal tissues and
could serve as a novel diagnostic biomarker [21].
However, these studies have just explored the clinical and
biological significance in a specific cancer type. Thus, the
diagnostic and prognostic values of BLACAT1 in many
other cancer types are still unclear.
In this study, we evaluated the diagnostic value of

serum BLACAT1 across 12 common types of cancers,
and used RNA-seq datasets of The Cancer Genome
Atlas (TCGA) to evaluate the prognostic value of
BLACAT1 in 14 types of cancers. Our results showed
that BLACAT1 could serve as a non-specific diagnostic
marker for these types of cancer and prognostic marker
only in endometrial cancer (EMC).

Result
Serum BLACAT1 could be served as a non-specific biomarker
for the diagnosis in cancer
To test whether BLACAT1 was a specific biomarker for
a specific cancer type, we used the qRT-PCR to measure
1080 serum samples in 12 common types of cancer and
the corresponding benign lesions and healthy subjects
(Additional file 1: Table S1). These 12 different types of
cancer included: HCC, lung cancer (LC), breast cancer
(BC), ovarian cancer (OC), EMC, cervical cancer (CC),
PC, gastric cancer (GC), esophagus cancer (EC), thyroid
cancer (TC), BLC and nasopharynx cancer (NPC). For
the diagnostic value of serum BLACAT1 in CRC was re-
ported in our previous article, the CRC was not included
in present study [21]. According to the qRT-PCR con-
firmation results, serum BLACAT1 was performed well
in distinguishing cancer from healthy subjects in these
12 types of cancer, which was not able to distinguish
cancer from benign lesions in BC, OC, PC and NPC
(Additional file 1: Figure S1). To further investigate the
diagnostic performance of serum BLACAT1, we then
performed an ROC curve analysis. With significantly dif-
ferentiated level in cancer subjects as compared with
healthy subjects, the relative AUC of serum BLACAT1
in these 12 types of cancer was from 0.833 to 0.967
(Fig. 1). The diagnostic values of serum BLACAT1 in 12
types of cancer were summered in Table 1.

Fig. 1 The ROC analyses for serum BLACAT1 in discriminating 8 types of cancer from matched benign lesion. (a) bladder cancer; (b) cervical
cancer; (c) esophagus cancer; (d) endometrial cancer; (e) gastric cancer; (f) hepatocellular carcinoma; (g) lung cancer; (h) hyroid cancer
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Table 1 BLACAT1 could act as a non-specific diagnostic biomarker for these common cancers

variable cancer vs benign cancer vs healthy benign vs healthy

p-value FC AUC p-value FC AUC p-value FC AUC

hepatocellular carcinoma 0.01 2.4 0.7 <0.01 5.3 0.878 <0.01 2.2 0.891

lung cancer <0.01 2.8 0.81 <0.01 5.3 0.967 0.06 1.9 –

breast cancer <0.01 1.8 – <0.01 2.9 0.864 0.04 1.6 –

ovarian cancer <0.01 1.6 – <0.01 3.1 0.933 <0.01 1.9 –

endometrial cancer <0.01 2.2 0.751 <0.01 6.6 0.932 <0.01 2.9 0.987

cervical cancer <0.01 2.6 0.782 <0.01 5.9 0.963 <0.01 2.3 0.891

prostate cancer 0.111 1.6 – <0.01 4.1 0.833 <0.01 2.6 0.827

gastric cancer <0.01 2.6 0.808 <0.01 4.5 0.933 0.02 1.7 –

esophagus cancer <0.01 2.7 0.781 <0.01 6.2 0.933 <0.01 2.3 0.966

hyroid cancer <0.01 2.1 0.762 <0.01 2.9 0.933 0.76 1.4 –

bladder cancer <0.01 2.9 0.722 <0.01 4.7 0.833 0.047 1.6 –

nasopharynx cancer 0.01 1.6 – <0.01 2.4 0.867 <0.01 1.5 –

FC: fold-change; p: p-value by students’ T-test; AUC: Area under ROC curve

Fig. 2 Kaplan-Meier survival curves for 11 cancer types. The expression values of BLACAT1 were classified into high or low BLACAT1 expression
groups according to the mean expression level. 1 represented high expression group. 2 represented low expression group. (a) colon
adenocarcinoma; (b) lung squamous cell carcinoma; (c) lung adenocarcinoma; (d) cervical squamous cell carcinoma; (e) thyroid carcinoma; (f)
bladder urothelial carcinoma; (g) esophageal carcinoma; (h) head and neck squamous cell carcinoma; (i) stomach adenocarcinoma; (j) rectum
adenocarcinoma; (k) uterine corpus endometrial carcinoma. The OS of uterine corpus endometrial carcinoma patients with a high expression of
BLACAT1 decreased significantly compared with those with a low level of BLACAT1 (p=0.002, log-rank test)
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Evaluated the prognostic value of BLACAT1 in 14 types of
cancer based on TCGA database
Based on the TCGA database, we could conduct a pan-
cancer analysis to evaluate the relative expression level
of BLACAT1 in the 14 types of cancer between cancer
tissues and adjacent normal tissues (Additional file 1:
Table S2). The 14 common types of cancer were down-
loaded from TCGA: breast invasive carcinoma (BRCA);
lung adenocarcinoma (LUAD); uterine corpus endomet-
rial carcinoma (UCEC); head and neck squamous cell
carcinoma (HNSC); thyroid carcinoma (THCA); lung
squamous cell carcinoma (LUSC); prostate adenocarcin-
oma (PRAD); colon adenocarcinoma (COAD); stomach
adenocarcinoma (STAD); bladder urothelial carcinoma
(BLCA); liver hepatocellular carcinoma (LIHC); cervical
squamous cell carcinoma (CESC); esophageal carcinoma
(ESCA); rectum adenocarcinoma (READ). The LIHC
and PRAD were removed from our study for the missing
value greater than 10%. As shown in Additional file 1:
Figure S2, the change of BLACAT1 expression in serum
was similar in matched tissues. The BRCA had not
significant difference in the mean expression value of
BLACAT1 (fold-change = 1.29, p-value = 8.44E-06). The
expression level of BLACAT1 in COAD was consistent
with our previous study [18]. Meanwhile, we found that
high expression of BLACAT1 was associated with ad-
vanced TNM staging in COAD, READ and THCA,
indicating that BLACAT1 might be an oncogene in
these types of cancer (Additional file 1: Table S3). We
also found, unexpectedly, that the gender also exhib-
ited a significant correlation with high expression
BLACAT1 in COAD and HNSC (p = 0.01 and 0.034,
respectively). These results could provide us a new
and useful reference to explain the difference in prog-
nosis between male and female with high expression
of BLACAT1 in COAD and HNSC. These data encour-
aged us to explore the prognostic value of BLACAT1
expression in these types of cancer. Surprisingly,
Kaplan-Meier survival analysis revealed that there was
no statistical difference among these cancers except
the UCEC (Fig. 2). The OS of UCEC patients with a
high expression of BLACAT1 decreased significantly
compared with those with a low level of BLACAT1
(p = 0.002, log-rank test). This result suggested that
high BLACAT1 expression could be regarded as a
specific prognostic factor In UCEC. This result was
inconsistent with the previous studies that reported
the BLACAT1 could act as a prognostic factor in GC,
BLC and CRC [19–21]. One possible reason was that
normal tissues were fewer than cancer tissues in
TCGA database. For instance, there are only three
normal tissues in cervical squamous cell carcinoma.
Therefore, this result needed further investigation in a
larger patient cohort.

Functional enrichment analysis of BLACAT1 and its related
genes
To explore the potential mechanisms of BLACAT1 in
cancer, the Multi-Experiment Matrix (MEM) was used
to distinguish genes related to BLACAT1. The top 100
genes were selected for GO and KEGG pathway analyses
(Additional file 1: Figure S3). As our results showed,
these genes were involved in many different biological
processes and molecular functions (Additional file 1:
Figure S4). However, only one KEGG pathways (the
Hippo signaling pathway) were significant in our study.
The Hippo signaling pathway is an evolutionarily con-
served kinase cascade involved in organ size control,
tissue homeostasis and cancer [22, 23]. Previous reports
suggested that the Hippo signaling pathway was involved
in EMC tumorigenesis and correlated with a poor prog-
nosis [24–26]. The consistent result was also found in
our study.

Conclusion
We provided a comprehensive pan-cancer analysis of
BLACAT1 expression based on serum samples and the
TCGA data in multiple cancer types. Our results dem-
onstrated that BLACAT1 increased with non-specificity
in cancer tissues and serum compared with healthy con-
trols. In this sense, BLACAT1 could act as a non-
specific diagnostic biomarker for cancer and potential
biomarker for prognosis prediction of EMC.

Additional file

Additional file 1: Table S1.The clinical features of the patients. Table S2.
Clinical features of the patients from TCGA database. Table S3. The
correlation analysis between BLACAT1 expression and clinicopathologic
factors in different types of cancer. Figure S1. The expression levels of
BLACAT1 in 12 types of cancer patients and its comparison with those in
the serum of matched non-cancer participants. Figure S2. Expression levels
of BLACAT1 in 12 types of cancer tissues and normal tissues. The black
horizontal lines were median values with standard deviation. The p values
were determined by the two-tailed Student’s t-test. Figure S3. Gene
network of the related genes of BLACAT1. BLACAT1 was shown as
yellow node, and the related genes were shown as red nodes. The
related genes were enriched by the MEM. The top 100 genes were selected
for further analysis. Figure S4. The enriched GO items (biological process
and molecular function) with BLACAT1-related genes. (DOCX 26265 kb)
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