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a b s t r a c t
Background: Cross talk of tumor–immune cells at the gene expression level has been an area of intense
research. However, it is largely unknown at the alternative splicing level which has been found to play
important roles in the tumor–immune microenvironment.
Results: Here, we re-exploited one transcriptomic dataset to gain insight into tumor–immune interactions from the point of AS level. Our results showed that the AS profiles of triple-negative breast cancer
cells co-cultured with activated T cells were significantly changed but not Estrogen receptor positive
cells. We further suggested that the alteration in AS profiles in triple-negative breast cancer cells was largely caused by activated T cells rather than paracrine factors from activated T cells. Biological pathway
analyses showed that translation initiation and tRNA aminoacylation pathways were most disturbed
with T cell treatment. We also established an approach largely based on the AS factor–AS events associations and identified LSM7, an alternative splicing factor, may be responsible for the major altered events.
Conclusions: Our study reveals the notable differences of response to T cells among breast cancer types
which may facilitate the development or improvement of tumor immunotherapy.
How to cite: Zhao L, Yang X, Feng C, et al. Triple-negative breast cancer cells respond to T cells severely at
the alternative splicing layer. Electron J Biotechnol 2021;50.https://doi.org/10.1016/j.ejbt.2021.01.001
Ó 2021 Pontificia Universidad Católica de Valparaíso. Production and hosting by Elsevier B.V. This is an
open access article under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).

1. Introduction
With the development of immunotherapy such as checkpoint
blockers and other therapeutic strategies, tumor–immune interactions are drawing more and more attention. The leukocyte composition of TILs (Tumor Infiltrating Lymphocytes) in breast cancer is
predominantly consistent of activated CD8+ cytotoxic T lymphocytes (CTLs) which play an important role in surveillance [1]. It
has been reported that cancer cells escape surveillance in various
ways such as loss of antigen expression and MHC components
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[2], shedding of NKG2D ligands [3], and development of IFN-c
insensitivity [4]. Although extensive studies have provided insights
into tumor–immune cross talk at the gene expression level [5],
how cancer cells respond at alternative splicing (AS) level is largely
unknown.
AS means is a mechanism through which cells generate multiple messenger RNAs (mRNA) from a single genomic locus through
the inclusion or exclusion of specific exons in pre-mRNA processing [6]. The comparison of mRNA with genomic sequences showed
viral sequences are removed from the pre-mRNA prior to the
export into the cytosol and the remaining sequences are joined
together [7]. Almost all mammalian polymerase II transcripts
undergo this process called pre-mRNA splicing. Due to splicing,
only a small fraction of sequences from the primary transcripts
are joined together to form the mature mRNA [7]. It is now clear
that the vast majority of pre-mRNAs contain exons that can be
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Fig. 1. Gene level expression analyses of TNBC and ER+ cells under T cell co-culturing and conditional-media form T cell treatments. Graphical presentation of AS in Cancer (B)
Principal component analysis (PCA) was performed using 18,984 genes across 6 MDA-MB-231 samples and 6 MCF7 samples under different treatments. MDA-MB-231_activated_cell:
MDA-MB-231 co-cultured with activated CD8+ cell; MDA-MB-231_activated_media: MDA-MB-231 co-cultured with activated CD8+ media; MDA-MB-231_activated_both: MDAMB-231 co-cultured with activated CD8+ cells and media. (C) Unsupervised clustering of MDA-MB-231 samples and MCF7 samples with different treatments using expression profiles
in (B). (D) Overlapping genes of MDA-MB-231_cell genes and MDA-MB-231_media genes. MDA-MB-231_cell genes: significantly differentially expressed genes between MDA-MB231 co-cultured with activated CD8+ cells and MDA-MB-231 co-cultured with deactivated CD8+ cells. MDA-MB-231_media genes: significantly differentially expressed genes
between MDA-MB-231 co-cultured with activated CD8+ media and MDA-MB-231 co-cultured with deactivated CD8+ media. (E) Overlapping of MCF7_cell genes and MCF7_media
genes. MCF7_cell genes: significantly different expressed genes between MCF7 co-cultured with activated CD8+ cells and MCF7 co-cultured with deactivated CD8+ cells. MCF7_media
genes: significantly different expressed genes between MCF7 co-cultured with activated CD8+ media and MCF7 co-cultured with deactivated CD8+ media. (F) Venn plot showing the
overlapping genes in (D and E). GO biological processes enriched in MDA-MB-231_media genes (G), MDA-MB-231_cell genes (H), MCF7_media genes (I), MCF7_cell genes (J).
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to genes. Mitochondrial genes, ribosomal genes, and genes possessing less than five raw reads in half the samples were removed.
Differential expression analyses were realized using the Bioconductor edgeR package 1.6 [21]. Significant genes were determined
by an adjusted P-value of <0.05 after the Benjamini and Hochberg
multiple testing corrections and a log2 transformed fold change >2
or < 82.

alternatively included into the mature mRNA or removed from it,
which is called alternative splicing. This process is implemented
and regulated largely by the expression of the core splicing factors
and alternative splicing factors [8]. These factors splice a premRNA by multiple ways to finally produce several mRNAs which
can be translated into different protein variants with different
functions (Fig. 1A). Recently, it is evidenced that AS regulated
almost all the cancer hallmarks, including escaping surveillance
[9]. It is well-known that the aberrant expression of HLA (human
leukocyte antigen) molecules on the surface of tumor cells produced at the AS level is one of the escaping mechanism [10]. For
example, a splice isoform of MHC-I with exon 7 missing, which
stimulates the response of cytotoxic T lymphocytes, is more effective in hampering melanoma growth in mice than the canonical
variant [11]. Thus, systematically studying the tumor–immune
interactions at the AS level would increase our understanding of
the molecular mechanisms of T cell surveillance and cancer cell
escape.
Aminoacylation process transfer RNAs (tRNAs) with amino acid
establishes the rules of the genetic code which are catalyzed by an
ancient group of 20 enzymes known as aminoacyl tRNA synthetases (AARSs) [12]. It has been proved that the etiology of cancer is connected to specific aminoacyl tRNA synthetases [12,13].
For example, tryptophanyl-tRNA synthetase (WARS) directly regulates angiogenesis as pro- and anti-angiogenic cytokines [14]. EPRS
(glutamyl-prolyl tRNA synthetase) negatively regulates this process via translational suppression of vascular endothelial growth
factor-A [15]. Tyrosyl-tRNA synthetase is secreted and cleaved into
two distinct cytokines that work in angiogenesis as well as in the
immune response [16,17]. The specific roles of aminoacylation processes in the immune response of tumor cells are largely unknown.
Here, we characterized the AS profile response to T cell treatment in ER+ (Estrogen receptor positive) and triple-negative breast
cancer cells (TNBC) by re-exploiting a previous study [5]. We found
remarkable differences in AS profile alteration in responding to T
cells in ER+ and TNBC. We also found that translation initiation
and tRNA aminoacylation pathways were significantly altered during T cell treatment in TNBC. Using our established approach, we
found that the expression of LSM7 was involved in the major proportion of altered AS events in TNBCs.

2.3. Alternative splicing (AS) analyses
The recommend pipeline of Mixture of Isoforms (MISO) (version
0.5.4) [22] was used to process mRNA-Seq data and estimate the
percentage of splicing isoforms (W values, for ‘‘percent spliced isoform”). Significantly different AS events between samples were
determined by Bayes factor >6 and |DPSI| > 0.2.
2.4. Principal component analyses (PCA)
PCA was separately performed on two different levels of profiles: gene expression level and AS level. For the first one, the gene
expression profile comprising of 18,984 genes of each sample was
accounted in PCA. Gene expression was normalized across samples
with the method of reads per million mapped reads (RPM). For the
second analysis, a total of 31,323 AS events that possess values
across 12 samples were accounted in the PCA. The prcomp package
from R was used to perform PCA and the default parameters were
used.
2.5. Functional enrichment analyses
Functional enrichment of Gene Ontology (GO) terms was conducted with web server DAVID 6.8 [23]. P < 0.05 was set to identify
significantly enriched biological processes.
2.6. Protein–protein interaction analyses
Web server STRING [24] was utilized to explore the protein–
protein interactions. Default parameters were applied. We established AS factor–AS events association method to weight the
importance of AS factors in the regulation of AS events. To isolate
the key AS factor responsible for the altered AS profiles in TNBC
when co-culturing with activated T cells, we established AS factor–AS events association method to weight the importance of
AS factors in the regulation of the AS events. Firstly, we adopted
the comprehensive list of AS factors in our previous study [25],
which comprises of a total of 222 putative and experimentally supported splicing factors. We further identified 12 AS factors out of
222 AS factors who showed significant expression alteration after
activated-T cell treatment in TNBC (fold change > 2 and student’s
t-test P < 0.05). Secondly, we adopted one previous study with
44 transcriptomic profiles from breast cancer cell lines (accession:
GSE96860). Then, we used the number of significant association
events, which showed significant correlation with the expression
of AS factor (|R| > 0.2 and P < 0.0001), to weight the importance
of each AS factor in the regulation of AS profiles.

2. Materials and methods
2.1. Data used
To gain insight into tumor–immune cell cross talk, we reanalyzed one previously published dataset (GSE73527). The overall
design of this study was to co-culture MDA-MB-231 or MCF7 cells
with PBMCs (peripheral blood mononuclear cells) alone or the conditioned media or a combination of both for 24 h and then harvest
for further analysis. PBMCs were treated with monoclonal antibody
CD3 and CD28 in 1 ml of RPMI-1640 media supplemented with
10% fetal bovine serum (FBS) for 48 h. The media was collected
and defined as conditioned media. Control experiments were performed in the same manner except that isotype control antibodies
were used. For detailed experimental design and treatment procedures, please refer to paper [5] and Table S1.

3. Results

2.2. Gene level expression analyses

3.1. Data quality confirmation

Paired-end reads were mapped to the human genome primary
assembly (GRCh37) [18], and the Ensembl human gene annotation
for GRCh37 gene build was used to improve the accuracy of the
mapping with STAR software (version 2.4.2a) [19]. FeatureCounts
(version 1.4.6-p5) [20] was performed to assign sequence reads

In the past decade, we have witnessed that the immunotherapy
has revolutionized the research and treatment of many types of
cancers and making tumor–immune interactions come into focus.
To increase our understanding of tumor–immune cell interactions,
we re-explored one previous study [5], which compared
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cells responded positively to T cell immune surveillance (Fig. 2A).
Specifically, when focusing on MDA-MB-231, we can see that
MDA-MB-231 under treatment of conditional-media from
activated T cell (MDA-MB-231_activated_media), co-cultured with
activated T cells (MDA-MB-231_activated_cell) or both (MDA-MB231_activated_both) were notably detached from treatment of
conditional-media from the deactivated T cell (MDA-MB231_deactivated_media), co-cultured with deactivated T cell
(MDA-MB-231_deactivated_cell)
or
both
(MDA-MB-231_
deactivated_both). When focusing on the activated treatments,
we can see that the AS profiles from treatment of co-cultured activated T cell (MDA-MB-231_activated_cell) and both (MDA-MB231_activated_both) were similar, which was different from treatment with conditional-media from activated T cell (MDA-MB231_activated_media), which indicated that cell contact imposed
greater effects on the AS regulation than activated-T-media
(Fig. 2A). Unsupervised clustering results also supported that breast
cancer cells were separated into different groups from those of
control groups based on AS profiles both in MDA-MB-231 and
MCF7 cells (Fig. 2B).
Above results suggested that the AS profiles in TNBC breast cancer were dramatically disturbed by treating with activated cells or
media, whereas the AS profiles in MCF7 were slightly altered
(Fig. 2A). Thus, we further identified which AS events and the corresponding biological pathways were affected in MDA-MB-231 by
activated T cell treatment. We identified cell-specific responding
AS events by intersecting the altered AS events in MDA-MB231_activated_cell and MDA-MB-231_activated_both. 526 cellspecific altered splicing events were isolated (Table S3). Similarly,
37 media-specific altered splicing events were identified
(Table S4). Interestingly, there were no media-specific altered
events after intersecting with cell-specific altered events
(Fig. 2C). Venn plot of Fig. 2E showed the altered AS events among
4 conditions (MCF7_media_AS, MCF7_cell_AS, MDA-MB231_media_AS, and MDA-MB-231_cell_AS).
Next, we performed GO enrichment analyses with the altered
cell-specific AS events in MDA-MB-231 to explore the disturbing
biological pathways. GO terms such as translational initiation,
tRNA aminoacylation for protein translation, NF-KB signaling pathway, and T cell receptor signaling pathway were significantly
enriched in cell-specific altered AS events (Fig. 2D). KEGG pathway
results showed that RNA transport, Shigellosis, and AminoacyltRNA biosynthesis pathways were enriched in cell-specific altered
AS events (Fig. 2F). Briefly, RNA transport and aminoacyl-tRNA
biosynthesis-related pathways were significantly enriched in T
cell-specific altered AS events.
Considering that translation initiation, tRNA aminoacylation,
and T cell receptor signaling pathways were comprehensively
affected by T cells at the AS profile. Then, we further analyzed
the three most affected pathways including the translational
initiation, tRNA aminoacylation for protein translation, and T
cell receptor signaling at the AS level. Protein–protein interaction analyses showed that proteins from each pathway have
extensive interactions, which suggested the AS may exert comprehensive affections to these biological pathways (Fig. 3A–C).
Three examples of altered splicing events were shown in
Fig. 3D–3F. AS event of PSMA4 from T cell receptor signaling
pathway was significantly altered (delta PSI = 0.17), which
suggested that third exon were more included after activecell treatment. LARS from the tRNA aminoacylation pathway
showed the similar trend. The second exon in figure was dramatically included after activate-cell treatment. The exon inclusion/exclusion events affected the function of genes and further
disturbed the pathways through protein–protein interaction
networks (Fig. 3A–C).

immunophenotype between the TNBC cell line (MDA-MB-231) and
the ER+ breast cancer cell line (MCF7) under various treatments
(co-cultured with activated-T cells or conditioned media from
activated-T cells or a combination of both) (Table S1). Here, we first
evaluated the data quality by principal component analysis (PCA)
based on the assumption that samples from the same cell type
under the same treatment should distribute closely to each other.
PCA was carried out with 18,984 genes and our results showed that
samples were divided into different groups according to the cell
types and treatments (Fig. 1B). Also, recapitulating the result from
PCA results in that samples from the same cell type under the same
treatment distribute closely to each other (Fig. 1C). Thus, both PCA
and unsupervised clustering results preliminarily confirmed the
dataset quality.
To further investigate the biological pathways disturbed by different treatments in MDA-MB-231 and MCF7 cells, we identified
co-cultured activated T cell-specific response genes and
conditional-media-specific response genes in MDA-MB-231 and
MCF7 cells. Specifically, we identified co-cultured activated T cell
response genes by intersecting the differentially expressed genes
among co-cultured treatment and conditional-media treatment.
Finally, 1218 and 551 differentially expressed genes were found
when treated with conditional-media from activated T cells and
co-cultured with activated T cells in MDA-MB-231. 1095 and
1245 differentially expressed genes were found when treated with
conditional-media and co-cultured in MCF7. The number of genes
responding to conditional-media and co-cultured treatment in
MDA-MB-231 and MCF7 cells were shown in Fig. 1D–E, respectively, and there were 221 common genes across four conditions
(Fig. 1F). The corresponding biological processes disturbed by each
treatment were showed in Fig. 1G–J. Generally, immune response,
interferon-gamma-mediated signaling pathway, inflammatory
response, and type I interferon signaling pathway were significantly enriched in the above four conditions. Because activatedmedia-treatment and activated-cell-treatment correspond to
specific gene sets alterations in both MDA-MB-231 and MCF7 cell
lines (Fig. 1D and 1E). These results showed that activated T cells
exert its functions through cell-specific and soluble mediaspecific regulations and these results also confirmed the reliability
of the laboratory experiment. To show the disturbed pathways
enriched from up-regulated and down-regulated genes, we also
provided the Table S2 which containing DEGs and GO termed from
up-regulated and down-regulated genes from each condition.
3.2. ER+ and TNBC cells showed remarkably different responses to
activated T cells at the AS level
To further investigate how activated T cells educate different
breast cancer cells at the AS level, we derived AS profiles from each
sample by performing Mixture of Isoforms pipeline (MISO) [22]
according to its recommended procedure (https://miso.readthedocs.io/en/fastmiso/). Delta PSI > 0.2 and Bayes factor > 6 were
applied to identify statistically different splicing events between
control samples and treatment samples. Finally, a total of 31,323
splicing events with values across 12 samples were isolated for
subsequent analyses. Firstly, PCA was used to characterize the
genetic distances among samples. Our results showed the remarkable difference between MCF7 samples and MDA-MB-231 samples.
MCF7 samples of different treatments distribute tightly together
and the result suggested MCF7 cells negatively respond to cocultured activated-T cell and conditional-media treatments on AS
levels.
However, control MDA-MB-231 samples and those with different treatments including activated T cells and activated T media
were notably separated, which indicated that AS profiles of TNBC
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Fig. 2. ER+ and TNBC cells showed remarkably different responses to activated T cells and biological processes enrichment analyses of genes at the AS level. PCA analysis of AS
profiles of MCF7 cells and MDA-MB-231 cells under different treatment. (B) Unsupervised clustering of AS profiles of MCF7 cells and MDA-MB-231 cells under different
treatment. (C) The overlap of altered AS events in TNBC under activated-T cells treatment and activated-T media treatment. (D) The overlap of altered AS events in TNBC and
ER+ cells under activated-T cell treatment and activated-T-media treatment. (E) GO analyses of genes in altered AS events in TNBC cells. (F) KEGG analyses of genes in altered
AS events in TNBC cells.
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Fig. 3. Protein–protein interaction network analyses of genes from the most affected three pathways in TNBC. Protein–protein interaction networks from translation
initiation pathway (A), tRNA aminoacylation pathway (B), and T cell receptor signaling pathway (C). Sashimi plots showing three representative AS events between control
and treatment samples from translation initiation pathway (D), tRNA aminoacylation pathway (E) and T cell receptor signaling pathway (F).
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3.3. The expression of LSM7 explained the major part of AS profile
alteration in TNBC

expression in breast cancer cells co-cultured with activated T cells
(Fig. 4D).

Considering AS profiles are largely regulated by AS factors, then
we established an approach to identify the splicing factors responsible for the AS profile altered in TNBC co-cultured with activated
T cells (Section 2). Firstly, we identified 12 AS factors out of 222 AS
factors which showed significant expression alteration after activated T cell treatment in TNBC (fold change >2 and student’s ttest P < 0.05) (Fig. 4A). Meanwhile, we also detected the expression of 12 AS factors in MCF7 cell samples to investigate whether
the expression alteration during T cell treatment was specific to
TNBC cells. Our results showed that the expression levels of these
12 AS factors were not obviously changed between control samples and treatment samples in MCF7 cells, which suggested that
these AS factors’ expression changes were specific to TNBC cell
line (Fig. 4B). Secondly, the number of AS events associated with
these splicing factors in MDA-MB-231 was calculated (Fig. 4C).
The top splicing factors which explained the most MDA-MB-231
cell AS events were LSM7, which explained 143 splicing events.
Survival analysis showed that patients with high expression of
LSM7 had poor survival which was consistent with the higher

4. Discussion
There is a rapid pace of development of immunotherapies, making AS, an important mechanism providing neoantigens or immune
targets came into focus [26]. Here, we characterized the AS
responses of TNBC cells and ER+ breast cancer cells to activated T
cells. We carried out PCA at two different levels: gene expression
level and alternative splicing level. Both TNBC and ER+ cells
respond to activated T cells similarly at the gene expression level.
However, TNBC and ER+ cells show a remarkably different response
to activated T cells at the AS level. Mainly, we found that ER+ breast
cancer cells showed a slight response, whereas TNBC cells showed
dramatic response to activated T cells. GO analysis showed that
amino-tRNA pathway was significantly enriched within the altered
AS events. These results suggested the existence of different AS
regulation mechanisms between TNBC and ER+ breast cancer cells
which is supported with our previous study showing that TNBC
possesses significant different AS profiles comparing to other three
breast cancer subtypes [25].

Fig. 4. Identification of putative splicing factors responsible for the altered AS events in TNBC co-cultured with activated T cells. (A) 12 AS factors were identified as
significantly differentially expressed genes after activated T cell treatment in TNBC. (B) Expression of the 12 AS factors in ER+ cells after activated T cell treatment. (C) The
number of significant associated altered AS events in T cell treatment with the 12 AS factors in TNBC cells. (D) The expression of LSM7 associated with overall survival in
breast cancer patients.
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We also identified the putative responsible splicing factor LSM7,
which explained the major part of altered AS events in TNBC coculturing with T cells.
Through a combination of differentially expressed AS factors
and AS events, we identified 12 AS factors, which explains the most
altered splicing events in TNBC co-culturing with activated T cells
(Fig. 4C). Meanwhile, we found that these 12 AS factors showed no
significant differences in MCF7 cells when co-cultured with activated T cells (Fig. 4B). This may explain why MCF7 showed slight
response to activated T cells.
tRNA aminoacylation pathway may serve as the effector of T
cell treatment at the AS level in TNBC. Another interesting phenomenon was that amino-tRNA pathway was extensively affected
during T cell co-culture treatment. As we have known, transfer
RNA (tRNA), considered as a housekeeping molecule [27], mainly
participates in protein translation by transporting amino acids to
the ribosome. Accumulating evidence has shown that tRNAs are
closely related to various physiological and pathological processes
including regulation of the proper functioning of the immune system [28]. Indoleamine 2,3-dioxygenase (IDO) is a rate-limiting
enzyme that catabolizes tryptophan to produce bioactive catabolites called ‘‘kynurenines” and is involved in inflammation, autoimmunity, and tumorigenesis [29]. Munn et al., [30] observed that
IDO overactivation could lead to an increase in the level of
uncharged tRNATrp. These uncharged tRNAs then activated general control nonderepressible 2 (GCN2) kinase, which mediated cell
cycle arrest and anergy induction in response to IDO in T cells.
Noonepalle et al., [5] showed that MDA-MD-231 cells were able
to transcribe more IDO1 than MCF7 cells when co-culturing with
activated T cells. Thus, taken together, the tRNA aminoacylation
pathway is at least regulated by two factors: IDO1 and AS. But
whether IDO1 and AS act alone or interact mutually and how they
confer to the T cell response deserve more investigation. There are
some deficiencies in our study, for example, experimental knockdown of LSM7 under activated T cells would more strongly support
the importance of its roles in AS regulation and T cell response.
In summary, our data revealed an important distinguishing
attribute of TNBC at the AS level comparing to ER+ breast cancer
cells, which has significant implications for immunotherapy.

[2] Marincola FM, Jaffee EM, Hicklin DJ, et al. Escape of human solid tumors from
T-cell recognition: molecular mechanisms and functional significance. Adv
Immunol 2000;74:181–273. https://doi.org/10.1016/S0065-2776(08)60911-6.
[3] Groh V, Wu J, Yee C, et al. Tumour-derived soluble MIC ligands impair
expression of NKG2D and T-cell activation. Nature 2002;419(6908):734–8.
https://doi.org/10.1038/nature01112. PMid: 12384702.
[4] Kaplan DH, Shankaran V, Dighe AS, et al. Demonstration of an interferon
gamma-dependent tumor surveillance system in immunocompetent mice.
Proc Natl Acad Sci USA 1998;95(13):7556–61. https://doi.org/10.1073/
pnas.95.13.7556. PMid: 9636188.
[5] Noonepalle SK, Gu F, Lee EJ, et al. Promoter methylation modulates
indoleamine 2,3-dioxygenase 1 induction by activated T cells in human
breast cancers. Cancer Immunol Res 2017;5(4):330–44. https://doi.org/
10.1158/2326-6066.CIR-16-0182. PMid: 28264810.
[6] Inoue K, Fry EA. Aberrant splicing of estrogen receptor, HER2, and CD44 genes
in breast cancer. Genet Epigenet 2015;7:19–32. https://doi.org/10.4137/GEG.
S35500. PMid: 26692764.
[7] Kelemen O, Convertini P, Zhang Z, et al. Function of alternative splicing. Gene
2013;514(1):1–30. https://doi.org/10.1016/j.gene.2012.07.083. PMid: 22909801.
[8] Black DL. Mechanisms of alternative pre-messenger RNA splicing. Annu Rev
Biochem
2003;72(1):291–336.
https://doi.org/10.1146/annurev.
biochem.72.121801.161720. PMid: 12626338.
[9] Oltean S, Bates DO. Hallmarks of alternative splicing in cancer. Oncogene
2014;33(46):5311–8. https://doi.org/10.1038/onc.2013.533. PMid: 24336324.
[10] Rouas-Freiss N, Bruel S, Menier C, et al. Switch of HLA-G alternative splicing in
a melanoma cell line causes loss of HLA-G1 expression and sensitivity to NK
lysis. Int J Cancer 2005;117(1):114–22. https://doi.org/10.1002/ijc.21151.
PMid: 15880415.
[11] Rodríguez-Cruz TG, Liu S, Khalili JS, et al. Natural splice variant of MHC class I
cytoplasmic tail enhances dendritic cell-induced CD8+ T-cell responses and
boosts anti-tumor immunity. PLoS ONE 2011;6(8):. https://doi.org/10.1371/
journal.pone.0022939. PMid: 21860662e22939.
[12] Rajendran V, Kalita P, Shukla H, et al. Aminoacyl-tRNA synthetases: Structure,
function, and drug discovery. Int J Biol Macromol 2018;111:400–14. https://
doi.org/10.1016/j.ijbiomac.2017.12.157. PMid: 29305884.
[13] Park SG, Schimmel P, Kim S. Aminoacyl tRNA synthetases and their
connections to disease. Proc Natl Acad Sci USA 2008;105(32):11043–9.
https://doi.org/10.1073/pnas.0802862105. PMid: 18682559.
[14] Wakasugi K, Slike BM, Hood J, et al. A human aminoacyl-tRNA synthetase as a
regulator of angiogenesis. Proc Natl Acad Sci USA 2002;99(1):173–7. https://
doi.org/10.1073/pnas.012602099. PMid: 11773626.
[15] Ray PS, Fox PL. A post-transcriptional pathway represses monocyte VEGF-A
expression and angiogenic activity. EMBO J 2007;26(14):3360–337210.
https://doi.org/10.1038/sj.emboj.7601774. PMid: 17611605.
[16] Yang XL, Schimmel P, Ewalt KL. Relationship of two human tRNA synthetases
used in cell signaling. Trends Biochem Sci 2004;29(5):250–6. https://doi.org/
10.1016/j.tibs.2004.03.002. PMid: 15130561.
[17] Wakasugi K, Slike BM, Hood J, et al. Induction of angiogenesis by a fragment of
human tyrosyl-tRNA synthetase. J Biol Chem 2002;277(23):20124–6. https://
doi.org/10.1074/jbc.C200126200. PMid: 11956181.
[18] Galperin MY, Fernandez-Suarez XM, Rigden DJ. The 24th annual Nucleic Acids
Research database issue: a look back and upcoming changes. Nucleic Acids Res
2017;45(9):5627. https://doi.org/10.1093/nar/gkx021. PMid: 28100696.
[19] Dobin A, Davis CA, Schlesinger F, et al. STAR: ultrafast universal RNA-seq
aligner.
Bioinformatics
2013;29(1):15–21.
https://doi.org/10.1093/
bioinformatics/bts635. PMid: 23104886.
[20] Liao Y, Smyth GK, Shi W. FeatureCounts: an efficient general purpose program
for assigning sequence reads to genomic features. Bioinformatics 2014;30
(7):923–30. https://doi.org/10.1093/bioinformatics/btt656. PMid: 24227677.
[21] Robinson MD, McCarthy DJ, Smyth GK. edgeR: a Bioconductor package for
differential expression analysis of digital gene expression data. Bioinformatics
2010;26(1):139–40. https://doi.org/10.1093/bioinformatics/btp616. PMid:
19910308.
[22] Katz Y, Wang ET, Airoldi EM, et al. Analysis and design of RNA sequencing
experiments for identifying isoform regulation. Nat Methods 2010;7
(12):1009–15. https://doi.org/10.1038/nmeth.1528. PMid: 21057496.
[23] Huang da W, Sherman BT, Lempicki RA. Systematic and integrative analysis of
large gene lists using DAVID bioinformatics resources. Nat Protoc 2009;4
(1):44–57. https://doi.org/10.1038/nprot.2008.211. PMid: 19131956.
[24] Szklarczyk D, Morris JH, Cook H, et al. The STRING database in 2017: qualitycontrolled protein-protein association networks, made broadly accessible.
Nucleic Acids Res 2017;45(D1):D362–8. https://doi.org/10.1093/nar/gkw937.
PMid: 27924014.
[25] Ke H, Zhao L, Zhang H, et al. Loss of TDP43 inhibits progression of triplenegative breast cancer in coordination with SRSF3. Proc Natl Acad Sci USA
2018;115(15):E3426–35. https://doi.org/10.1073/pnas.1714573115. PMid:
29581274.
[26] Frankiw L, Baltimore D, Li G. Alternative mRNA splicing in cancer
immunotherapy. Nat Rev Immunol 2019;19(11):675–87. https://doi.org/
10.1038/s41577-019-0195-7. PMid: 31363190.
[27] Mellor AL, Lemos H, Huang L. Indoleamine 2,3-dioxygenase and tolerance:
where are we now?. Front Immunol 2017;8:1360. https://doi.org/
10.3389/fimmu.2017.01360. PMid: 29163470.
[28] Zhu C, Sun B, Nie A, et al. The tRNA-associated dysregulation in immune
responses and immune diseases. Acta Physiol (Oxf) 2020;228(2):. https://doi.
org/10.1111/apha.13391e13391.

Conflicts of Interest
The authors declare no conflict of interest.
Financial support
This research was funded by Yunnan Applied Basic Research
Projects [grant No. 2016FB038] and National Natural Science Foundation of China [grant No. 31801249], Scientific Research Fund Project of Yunnan Education Department [grant No. 2019J1313].
Code availability
All inhouse codes used in this study have been deposited in
https://github.com/Hongleigithub/Triple-negative-breast-cancercells-respond-to-T-cells-severely-at-the-alternative-splicing-layer.
Supplementary material
https://doi.org/10.1016/j.ejbt.2021.01.001.
References
[1] Ruffell B, Au A, Rugo HS, et al. Leukocyte composition of human breast cancer.
Proc Natl Acad Sci USA 2012;109(8):2796–801. https://doi.org/10.1073/
pnas.1104303108. PMid: 21825174.
66

Electronic Journal of Biotechnology 50 (2021) 59–67

L. Zhao, X. Yang, C. Feng et al.

[30] Munn DH, Sharma MD, Baban B, et al. GCN2 kinase in T cells mediates
proliferative arrest and anergy induction in response to indoleamine 2,3dioxygenase.
Immunity
2005;22(5):633–42.
https://doi.org/10.1016/j.
immuni.2005.03.013. PMid: 15894280.

[29] Katz JB, Muller AJ, Prendergast GC. Indoleamine 2,3-dioxygenase
in T-cell tolerance and tumoral immune escape. Immunol Rev
2008;222:206–21. https://doi.org/10.1111/j.1600-065X.2008.00610.x. PMid:
18364004.

67

