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Alternative splicing allows for the expression of multiple RNA and protein isoforms from one gene, making it a major contributor to transcriptome and proteome diversification in eukaryotes. Advances in next generation sequencing technologies and genome-wide analyses have recently underscored the fact that the vast majority of multi-exon genes under normal physiology engage in alternative splicing in tissue-specific and developmental-specific manner. On the other hand, cancer cells exhibit remarkable transcriptome alterations partly by adopting cancer-specific splicing isoforms. These isoforms and their encoded proteins are not insignificant byproducts of the abnormal physiology of cancer cells, but either drivers of cancer progression or small but significant contributors to specific cancer hallmarks. Thus, it is paramount that the pathways that regulate alternative splicing in cancer, including the splicing factors that bind to pre-mRNAs and modulate spliceosome recruitment. In this review, we present a few distinct cases of alternative splicing in cancer, with an emphasis on their regulation as well as their contribution to cancer cell phenotype. Several categories of splicing aberrations are highlighted, including alterations in cancer-related genes that directly affect their pre-mRNA splicing, mutations in genes encoding splicing factors or core spliceosomal subunits, and the seemingly mutation-free disruptions in the balance of the expression of RNA-binding proteins, including components of both the major (U2-dependent) and minor (U12-dependent) spliceosomes. Given that the latter two classes cause global alterations in splicing that affect a wide range of genes, it remains a challenge to identify the ones that contribute to cancer progression. These challenges necessitate a systematic approach to decipher these aberrations and their impact on cancer. Ultimately, a sufficient understanding of splicing deregulation in cancer is predicted to pave the way for novel and innovative RNA-based therapies.
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SPLICING IS AN EVOLUTIONARY CONSERVED AND ESSENTIAL STEP IN GENE EXPRESSION IN EUKARYOTES

Most genes in eukaryotes contain intervening sequences (introns) that disrupt the expressed sequences (exons). Introns in eukaryotes are much longer (median size ~1,000 bp but can be >100,000 bp) compared to exons (median size ~120 bp), making introns the major contributors to the sequence of genes. After transcription, in order for the expressed transcript (pre-mRNA) to become a suitable message for downstream processes such as translation of the encoded protein, the pre-mRNA from any multi-exon gene has to undergo extensive processing to remove the introns by an extraordinary molecular machine, the spliceosome. Given their large size, introns add a long time, sometimes hours, to the transcription process of genes in eukaryotes. Thus, introns present a conundrum as their transcription, just to be spliced out and degraded, seems to be a wasteful process both in terms of the time it takes to transcribe them and the energy consumed in their transcription as well as their removal and degradation. In addition, the splicing process needs to be extremely efficient as well as be executed with high fidelity. Efficiency is required to make sure all introns are removed from the pre-mRNA on time and in a coordinated manner. Fidelity is of paramount importance because joining exons with any mistake of even one base could have catastrophic effects on the reading frame. Furthermore, the cis-sequences or splice sites at the boundaries of each intron are too simple, sometimes degenerate and highly redundant outside the actual splice sites to serve alone as efficient landmarks for spliceosome assembly. Taken together, these features of introns and splicing in general make the presence of introns in eukaryotes counterintuitive. However, introns are not simply extra sequences that are removed by splicing, but rather have several advantages such as coupling multiple RNA processing events for higher gene expression efficiency as well as regulation and providing a checkpoint for quality control of the mRNA. They also allow any gene that harbor them to have a tremendous capacity for diversification through the process of alternative splicing. Thus, it is likely that the advantages of harboring introns outweigh the disadvantages as their presence in eukaryotic genomes and to some extent their position in the genes are highly conserved (Fedorov et al., 2002; Rogozin et al., 2003), in some cases between humans and the plant Arabidopsis thaliana.

DIVERSIFICATION OF TRANSCRIPTOMES BY ALTERNATIVE SPLICING

The advent of high-throughput sequencing has uncovered the fact that most multi-exon genes in eukaryotes undergo at least one event of alternative splicing (Pan et al., 2008), generating two or more distinct mRNAs from the same gene, with the number of alternatively spliced transcripts potentially staggering for some genes. Interestingly, many such transcripts are expressed in a tissue-specific manner, at specific developmental stage, or in a disease-specific manner (Castle et al., 2008; Wang et al., 2008). While the function of some of these alternative transcripts is not always immediately interpretable or even recognized, a plethora of work indicates that alternatively spliced exons are translated and tend to encode important domains in the encoded polypeptide (Kalsotra and Cooper, 2011; Ellis et al., 2012; Weatheritt et al., 2016; Tapial et al., 2017). This suggests an evolutionary conserved molecular design for transcriptome diversification without the need to expand the genome that would require creating genes that are homologous to existing ones that serve similar yet distinct functions (Nilsen and Graveley, 2010).

Alternative splicing is a term used to collectively refer to several splicing events. As shown in Figure 1, there are various distinct forms of alternative splicing, including alternative exons (cassette exons: skipped/included whole exons), retained introns, and alternative 5′ and 3′ splice sites (5′ ss and 3′ ss). There are also several less obvious alternative splicing events that are tightly coupled to and could be a consequence of transcription regulation such as alternative first and last exons. Nevertheless, all these events are well documented in eukaryotes with remarkable impacts on transcriptome diversification. One class of alternative splicing, intron retention, is often overlooked because it is interpreted as a splicing mistake that lead to an intron not being spliced out. While this might be true in several cases, a lot of evidence points to intron retention being regulated to control the expression of genes post-transcriptionally. In fact, cancer cells of all types are characterized by high levels of retained intron, leading to a higher diversity of their transcriptomes compared to normal cells (Dvinge and Bradley, 2015).
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FIGURE 1. Alternative splicing as a source of diversification. A schematic diagram that depicts the various types of alternative splicing events that potentially exist in cells.



Intron retention and its regulation are obvious in a class of introns referred to as minor or U12 introns, which are conserved in almost all eukaryotes. Unlike the vast majority of introns in cells, which rely on the canonical spliceosome that is composed of U1, U2, U4, U5, and U6 snRNPs for their splicing, minor introns utilize a less abundant and seemingly less efficient spliceosome that is made of U11, U12, U4atac, U5, and U6atac snRNPs. Around 800 minor introns in the human genome are embedded in genes that function in signal transduction and information relay, cell cycle control and DNA damage repair (Turunen et al., 2013). We previously showed that hundreds of U12 introns are extremely conserved and are used as molecular switches that provide rapid control of gene expression that does not depend on transcription of new pre-mRNA especially when the gene product is needed instantaneously such as when cells are under stress (Younis et al., 2013). Given the functions of the genes that host minor introns, it is likely that they are regulated in a similar fashion in cancer.

MECHANISMS OF SPLICING REGULATION

It is of note that some documented alternative splicing events constitute only a small fraction of the processed mRNA that are expressed at any given time. While this suggests that such alternative splicing events represent the expected biological noise of a process that is extremely active in cells, we argue that these events are tightly regulated and serve significant roles in various cell types and tissues. More specifically, the low abundance of these events in one cell type could have evolved to be so because the encoded protein from these specific splicing isoforms have a cell type- or condition-specific function. In addition, some of these events are only expressed at a high level when cells are faced with certain environmental conditions, such as stress, in when the specific splicing isoform becomes absolutely required (Younis et al., 2013). Thus, exhaustive searches are now needed to identify these conditions in which these isoforms become abundant and their function more significant. Finally, some disease tissues show enrichment of these events, suggesting specific functions. This infers that the abundance of specific alternatively spliced transcripts as well as the choice of the specific alternative splicing events for a given pre-mRNA are under tight regulation. This regulation is dictated by both cis-elements in the pre-mRNA itself and trans-factors such as RNA binding proteins (RBPs). The fact that the human genome encodes for thousands of RBPs, of which a big fraction functions in RNA splicing and its regulation strongly supports the notion that alternative splicing is not random but rather a highly regulated process and a key step in gene expression regulation.

Splicing factors historically have been classified into hnRNPs, which typically suppress splicing, and SR proteins, which tend to have a positive role in splicing regulation. However, a more thorough analysis of the function of any given hnRNP or SR protein quickly reveals that they do not always conform to these classifications. The ultimate role of an RBP in splicing regulation depends on multiple factors. These include the strength and context of its binding sites on the pre-mRNA in addition to either competitive or cooperative binding of multiple RBPs on or around the regulated exon or intron. This combinatorial regulation makes it very hard to predict the splicing outcome of reduced or increased binding of a single splicing factor in normal or diseased cells. Another complication is that a splicing factor is likely to regulated pre-mRNA splicing of other splicing factors in endless feedback loops and complex networks. A better approach to understand the regulation of alternative splicing in a given condition requires a systems biology approach in which the expression status and targets of multiple if not all RBPs be assessed to start building these networks of co-regulated pathways.

DEREGULATION OF ALTERNATIVE SPLICING IN CANCER

All data to date indicate that alternative splicing is a well-designed process that is tightly regulated in order to produce a network of alternatively spliced transcripts, which we refer to in this review as the splice-ome (spliceome). Work in the last two decades have moreover showed that the spliceome is significantly altered in disease states, such as cancer (Reviewed in, David and Manley, 2010; Chabot and Shkreta, 2016; Scotti and Swanson, 2016). In fact, every hallmark of cancer can be represented by several examples of proto-oncogenes, tumor suppressor genes, or other genes whose splicing is altered to produce isoforms that are needed for the transformation process (Oltean and Bates, 2014). In this review, we do not aim to provide a comprehensive list of all the cancer-related abnormal alternative splicing events, but rather highlight a few that exemplify a deregulated splicing program in cancer that is not a byproduct of the cancer phenotype but a driving force in cancer development and maintenance (Table 1). We thus discuss four main categories of splicing aberrations: (1) Cancer-specific splicing alterations in oncogenes and tumor suppressor genes. (2) Cancer-specific mutations in splicing factors. (3) Changes in upstream signaling pathways that deregulate splicing factors. And (4) aberrations in spliceosomal components that are linked to cancer. The involvement of alternative splicing in the 10 hallmarks of cancer has been reviewed elsewhere (Sveen et al., 2016). Here we summarize some of these changes to point to the fact that the cancer phenotype in several cancer types is heavily reliant on altering one or several splicing choices.


Table 1. Selected examples of genes with cancer-related alternatively spliced isoforms.
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CANCER-SPECIFIC SPLICING ALTERATIONS IN ONCOGENES AND TUMOR SUPPRESSOR GENES

Some of the earliest and most studied examples of alternative splicing events that lead to isoforms amiable for cancer are in genes involved in apoptosis such as the members of the Bcl2 family and several caspases. For example, intron 2 of the Bcl2L1 gene, which encodes the Bcl-X protein, is alternatively spliced. More specifically, the spliceosome has a choice between two 5′ splice sites (5′ ss) for intron 2. Depending on which 5′ ss is chosen, the mRNA produced could be large (Bcl-XL), which encodes a Bcl-X protein with anti-apoptotic function, or small (Bcl-XS), encoding a Bcl-X protein that is missing an essential BH domain and is pro-apoptotic. Another example is Caspase 2 pre-mRNA splicing, whereas the spliceosome faces a choice of including exon 9, generating a caspase 2L mRNA or skipping exon 9, leading to the caspase 2S isoform. The large isoform encodes the pro-apoptotic Casp2L protein, whereas the anti-apoptotic Casp2S protein is encoded by the short isoform. Given that cancer cells are resistant to cell death by apoptosis, they need to ensure the production of Bcl-XS and/or Casp2L. In the absence of mutations in Bcl2L1 and Caspase 2 genes that would affect splice sites or other cis-elements leading to Bcl-XS and Casp2L production, cancer cells reprogram the splicing machinery and/or splicing factors that bind to these pre-mRNAs to ensure that the cancer-specific isoforms are enriched.

Several tumor suppressor genes undergo alternative splicing in cancer that leads to either complete or partial loss of function. For example, complex alternative splicing of TP53, which encodes the p53 protein, generates several isoforms with significant impact on the protein function (Surget et al., 2013). Once activated, by DNA damage for example, p53 can induce cell-cycle arrest in either the G1 or G2 phase of the cell cycle. p53 can also activate Growth Arrest and DNA Damage 45 (GADD45), which regulates cell-cycle arrest in the G2/M phases. Thus, the presence of a functional p53 is essential for the multiple cell cycle checkpoints that allow cells to repair DNA damage or commit to apoptosis. Some of the protein products from the TP53 splicing isoforms are dominant negative, and since p53 acts as a tetramer, the production of these dominant negative subunits, even at low level, can have dramatic effects as they act as poison subunits. Four isoforms of these p53 transcripts are depicted in Figure 2.
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FIGURE 2. TP53 pre-mRNA splicing has significant consequences on the gene product, p53 protein. A schematic diagram of p53 pre-mRNA shows 11 exons (red boxes for canonical exons and blue boxes for cryptic intronic exon 9, i9) and 10 introns (gray lines). The size and shade of the exon indicate whether it is untranslated region (narrow, light red) or coding (wide, dark red). The various domains and the exons encoding them are also indicated (adopted from Surget et al., 2013). These are: Transactivation domains I and II (TAD I and TAD II), proline-rich region (PXXP), DNA-binding domain (DBD), nuclear localization signal (NLS), oligomerization domain (OD), and negative regulation domain (NRD). A fully spliced mRNA containing the 11 canonical exons encodes for full length and functional p53 protein. Several isoforms with various alternative first exons can be generated for p53 pre-mRNA. In this case, the first exon is what is usually exon 5 in the canonical transcript, leading to the production of p53 protein lacking TADs, PXXP, and part of DBD. This truncated p53 is expected to be dominant negative. A similar protein can be encoded by transcripts in which intron 2 is retained, leading to the usage of start codon in exon 4 rather than the canonical start codon in exon 2. On the other hand, retention of intron 9 and/or inclusion of the cryptic intronic exon 9, i9, change the reading frame causing the loss of the encoded amino acids from exons 10 and 11. The resulting p53 proteins lack OD and NRD. These truncated p53 proteins could compete with wild type p53 for DNA binding but are not functional as they cannot oligomerize.



Interestingly, even tumor viruses take advantage of alternative splicing to produce oncoproteins that cause host cell transformation. For example, the production of the two Human Papilloma Virus (HPV) oncoproteins E6 and E7 in patient tissues, which are encoded by one pre-mRNA, depends on alternative splicing. Briefly, unspliced transcripts (that is, the intron is retained) produce the E6 mRNA (and ORF) whereas complete splicing of the pre-mRNA produces the E7 mRNA and ORF. Other transcripts including E6∧E7 or E6*III are generated due to alternative 3′-splice usage (Graham and Faizo, 2017).

These few examples underscore the capacity of alternative splicing to produce two or more proteins from a single gene that could have completely opposite functions with major consequences on cell fate and the transformation process.

CANCER-SPECIFIC MUTATIONS OR ALTERATIONS IN SPLICING FACTORS

Given that cancer cells do reprogram the spliceome, it is not surprising that splicing factors are common targets for deregulation in this disease (Dvinge et al., 2016). These include ESRP1 and ESRP2 (Warzecha et al., 2009), hnRNP A1, hnRNP A2, hnRNP A2/B1, hnRNP H, hnRNP K, and hnRNP M (Moran-Jones et al., 2009; David et al., 2010; Golan-Gerstl et al., 2011; Lefave et al., 2011; Xu et al., 2014; Gallardo et al., 2015), PRPF6 (Adler et al., 2014), PTBP1(Izaguirre et al., 2012), QKI (Zong et al., 2014), RBFOX2 (Shapiro et al., 2011), RBM4, RBM5, RBM6, and RBM10 (Bonnal et al., 2008; Fushimi et al., 2008; Shapiro et al., 2011; Izaguirre et al., 2012; Bechara et al., 2013; Wang et al., 2014; Hernández et al., 2016), as well as SRSF1, SRSF2, SRSF3, SRSF6, and SRSF10 (Karni et al., 2007; Anczuków et al., 2012; Tang et al., 2013; Jensen et al., 2014; Zhou et al., 2014; Kim et al., 2015).

The SR protein SRSF2, for example, is a splicing factor that is commonly mutated in a collection of neoplastic diseases or cancers of immature blood cells known as Myelodisplastic Syndromes (MDS). Interestingly, mutations in SRSF2 that alter its sequence specificity on its target pre-mRNAs are more likely to be linked to MDS than nonsense mutations, indicating that a gain-of-function (binding to differential pre-mRNA targets) rather than loss-of-function of SRSF2 produces a new set of alternatively spliced mRNAs that are relevant to MDS development (Kim et al., 2015).

Of note, not all changes in splicing factors are due to mutations in their encoding genes as mutation-free disruptions in the repertoire of RNA-binding proteins (splicing factors) due to the imbalance in their expression is emerging as a common feature in many diseases including cancer. For example, frequent upregulation of mutation-free SRSF2 is a driver in the development of Hepatocellular Carcinoma (HCC) (Luo et al., 2017). SRSF1, also a splicing factor, is itself an oncogene whose expression is increased in cancers, including breast cancer (Das and Krainer, 2014; Akerman et al., 2015; Anczuków et al., 2015). These alterations in splicing factors, whether due to mutations or altered expression, tend to have large effects on cell phenotype as these splicing factors bind to and regulate the splicing of hundreds of pre-mRNAs. Thus, cancer cells can alter the splicing of a large number of genes by deregulating a handful of splicing factors. While this might seem to be an overkill, evidence does point to the fact that among the thousands of changes, some have distinct and significant effects on the transformation process. For example, SRSF2 mutants in MDS lead to mis-splicing of hundreds of pre-mRNAs, but one of them, the EZH2 pre-mRNA, encoding a transcriptional regulator that is required for maintaining the repressed state of many genes during hematopoiesis, stands out. Hematopoietic cells expressing SRSF2 mutants show higher inclusion of a highly conserved “poison” exon in the EZH2 mRNA, leading to degradation of the mRNA by nonsense-mediated decay and loss-of-function of the EZH2 gene (Kim et al., 2015).

hnRNP proteins also play their share in cancer progression. For example, mis-regulation of a number of hnRNP proteins have been linked to HCC tumor progression, whereas the overexpression of hnRNP A1 in particular has been linked to tumor invasion and metastasis (Zhou Z. J. et al., 2013). The detailed contribution of the RNA splicing-dependent effects of mis-regulation of many hnRNPs in cancer is still under intense investigation by several laboratories and should shed some light on mechanisms as well as potential novel therapeutic targets.

Of note here is that mutations in splicing factors in MDS patients typically cause distinct and sometimes non-overlapping splicing defects, suggesting an alternate underlying mechanism. Indeed, a recent study has uncovered that mutations on distinct splicing factors in MDS commonly cause elevated R-loops, replication stress, and activation of the ataxia telangiectasia and Rad3-related protein (ATR)-Chk1 pathway (Chen et al., 2018). These effects can lead to deregulated transcription pause release, raising the possibility that the MDS phenotype is related to a transcriptional defect rather than a splicing one.

CHANGES IN UPSTREAM SIGNALING PATHWAYS THAT DEREGULATE SPLICING FACTORS

In order to ensure that several splicing factors and other cellular processes are deregulated, the signaling pathways that relay extracellular signals to splicing factors are often targeted in cancer. The SR protein family is often deregulated as the function of SR proteins tightly depends on their phosphorylation status, which itself is regulated by upstream kinases. For example, the splicing of the cassette exons in Caspase 9 pre-mRNA is regulated by the splicing factor SRSF1 leading to either caspase 9a or caspase 9b mRNAs. SRSF1 is itself phosphorylated upon activation of multiple signaling pathways, including the PI3K/AKT pathway. Since AKT signaling is often constitutively activated in cancers, such as lung cancer, this leads to constitutive phosphorylation of SRSF1 and deregulated expression of Caspase 9a/9b (Shultz et al., 2010). A similar pathway involving an AKT-hnRNP U axis has also been shown to regulate Caspase 9a/9b ratio (Vu et al., 2013). This deregulated Caspase 9a/9b ratio has marked consequences on apoptosis and contributes to the ability of cancer cells to resist cell death.

Interestingly, several key components of signaling pathways that are typically deregulated in cancer can themselves be alternatively spliced to produce cancer-specific isoforms. For example, the inclusion of exon 6 in the pre-mRNA of the First Apoptosis Signal (Fas) receptor produces an isoform that encodes a membrane bound receptor that plays a key role in relaying extracellular signal that lead to programmed cell death. On the other hand, the Fas isoform with exon 6 being skipped encodes a soluble protein that does not induce apoptosis upon relevant signaling. Epidermal Growth Factor Receptor (EGFR), Insulin Receptor (INSR), Receptor d'Origine Nantais (RON), and Vascular Endothelial Growth Factor Receptor (VEGFR) are among several receptor tyrosine kinases whose splicing is altered in cancer leading to tumor progression or reduced response to therapy (reviewed in, Abou-Fayçal et al., 2017). In the case of VEGFR, one intron retention leads to the production of a shorter and decoy receptor that is dominant negative (Kendall et al., 1996; Vorlová et al., 2011). Similarly, alternative splicing in EGFR pre-mRNA produces several isoforms, some of which are dominant negative whereas others are constitutively active, leading to enhanced tumorgenicity, migration and invasion (Guillaudeau et al., 2012a,b; Piccione et al., 2012; Zhou M. et al., 2013; Zhou Z. J. et al., 2013; Padfield et al., 2015).

ABERRATIONS IN SPLICEOSOMAL COMPONENTS THAT ARE LINKED TO CANCER

It is remarkable that loss-of-function mutations in core components of the spliceosome are not compatible with life, which speaks to the critical role the spliceosome plays in all cells. However, components of the spliceosome can be mutated without complete loss-of-function leading to widespread alterations in splicing and disease.

Patients with MDS, chronic myelomonocytoic leukemia (CMML), or chronic lymphocytic leukemia (CLL) acquire mutations in the spliceosomal components SF3B1, SF1, PRPF40B, and U2AF35 besides mutations in the splicing factor SRSF2 and ZRSR2, a component of U11/U12 di-snRNP, (Armstrong et al., 2018). Interestingly, SF3B1 and U2AF35 mutation tend to be missense mutations and mutually exclusive, again suggesting that cells with severe aberrations in spliceosome function are not viable (Armstrong et al., 2018). These mutations are drivers in cancer and they strongly correlate with prognosis and clinical phenotype.

On the other hand, several genetic diseases are linked to mutations in core components of the spliceosome. These include retinitis pigmentosa, a progressive neurodegeneration of Rod photoreceptors in the retina, which is linked to mutations in PRPF31, PRPF8, BRR2, PRPF4, or PRPF3. Spinal Muscular Atrophy (SMA) is a severe neurodegenerative disease caused by mutations in SMN1 gene, which encodes a protein that functions in the biogenesis of spliceosomal snRNPs and reduced SMN function in cells has been shown to lead to widespread aberrations in splicing. Mutations in one of the snRNA components of the minor spliceosome, U4atac, have been identified and linked to severe mental retardation and dwarfism, microcephalic osteodysplastic primordial dwarfism type 1 (TALS/MOPD). Despite their low abundance in cells, minor introns are highly conserved and serve as critical molecular switches for the expression of genes that harbor them (Younis et al., 2013). Some of these genes are bona fide oncogenes and tumor suppressor genes, suggesting a role for deregulating minor intron splicing in cancer (Unpublished data).

SYSTEMATIC APPROACHES FOR IDENTIFYING SPLICING ABERRATIONS THAT ARE LINKED TO CANCER

Genetic alterations or mutations in cancer patients that affect the splicing of one gene are relatively easy to study, track, and even propose therapeutic tactics based on fixing the splicing of that one pre-mRNA. However, a major challenge emerges when the alteration is in a splicing factor or core component of the spliceosome as these lead to global (thousands) alterations in splicing affecting a wide range of genes. Still more challenging are cases where the expression of the splicing factors is altered without an obvious underlying genetic mutation. Two of the many challenges are: (1) identifying amongst the thousands of splicing alterations those that significantly contribute to cancer progression, and (2) therapeutically target the splicing factors without having massive side effects that sometimes are worse than the actual disease itself. In order to successfully address these points, it is important to develop a systematic and standardized approach to gain sufficient understanding of splicing deregulation in cancer and their impact on cancer.

Before the advent of next generation sequencing of RNA (referred to here as RNA-seq), transcriptome profiling to identify global splicing changes relied mostly on Gene Expression Exon Microarrays, that contain probes for almost all exons and many introns. While these arrays were a major advance over traditional microarrays with limited number of probes per gene, they tend to be very hard to interpret and generate a lot of false positives if not properly analyzed and replicated. Also, the lack of a large number of probes in introns causes these microarrays to miss a major category of splicing aberration that is intron retention. Nowadays, the gold standard for transcriptome profiling that includes both information on genome-wide expression level changes as well as splicing disruptions is RNA-seq. While this method is both quantitative and qualitative, it has its own challenges as well. As a start, generating the libraries for RNA-seq from high quality RNA is expensive, tedious, and require well trained personnel. The data generated is massive in size (several gigabytes per sample) and requires powerful computing machines for storage as well as analysis. The analysis itself is a major bottleneck. Several off-the-shelf pipelines exist for mapping raw reads and analysis of differential expression of genes. However, these only scratch the surface and do not fully take advantage of the wealth of data generated by any well-designed RNA-seq experiment. For example, there are several publicly available algorithms that attempt to identify splicing alterations from RNA-seq, but our personal experience with these is that they all fail at capturing the real picture as most of them use statistical models that are not suitable for biological systems, leading to identification of an endless list of statistically significant but small changes that have no or little impact on the phenotype. Thus, many laboratories have opted for their own in-house pipelines that are suited for their own analysis but remain far from suited to apply globally. The major challenge in the analysis of RNA-seq data does not detract from the fact that it has been widely used to generate important databases of splicing alterations in many cancers. The list of splicing aberrations in cancer will grow and our understanding of the molecular basis of these changes as well as their contribution to cancer will improve tremendously in the coming years as our ability to standardize the analysis pipeline improves. In fact, we propose that identifying the right splicing isoforms can be so powerful, they should be used as novel biomarkers for many cancer types and subtypes.

Once enough molecular understanding of the splicing aberrations is gained and their impact on cancer is proven, innovative RNA-based therapies are required to correct the splicing alterations or induce splicing changes in cancer cells that make them more susceptible to traditional chemotherapy. Only recently, RNA-based therapies, which include a range of mechanisms such as antisense oligonucleotides, RNAi, anti-miRNA, miRNA mimics, aptamers, ribozymes, and others, seemed far-fetched and unpractical. However, the recent success of antisense oligonucleotides in correcting the splicing of exon 7 of SMN gene in SMA patients and its approval by the FDA speaks to the power of such therapies. In order to start applying such strategies to cancer, it is better to focus first on a few targets with large effects on phenotype. For example, given the large contribution of mis-splicing of genes involved in apoptosis on the ability of cancer cells to resist cell death, these genes are the low hanging fruit. In addition, it is noted that splicing alterations would rarely be the sole driver in cancer progression, we thus do not suggest the use of RNA-based therapies to overcome splicing aberrations as an alternate to traditional therapies, but rather a combination therapy for more effective treatment (we anticipate the effects to be synergistic) with less unfavorable side effects.

AUTHOR CONTRIBUTIONS

EE curated and compiled information toward completion of this review. IY wrote the review.

ACKNOWLEDGMENTS

This publication was made possible by the generous support of the Qatar Foundation through Carnegie Mellon University in Qatar's Seed Research program. The statements made herein are solely the responsibility of the authors.

REFERENCES

 Abou-Fayçal, C., Hatat, A. S., Gazzeri, S., and Eymin, B. (2017). Splice variants of the RTK family: their role in tumour progression and response to targeted therapy. Int. J. Mol. Sci. 18:E383. doi: 10.3390/ijms18020383

 Adler, A. S., McCleland, M. L., Yee, S., Yaylaoglu, M., Hussain, S., Cosino, E., et al. (2014). An integrative analysis of colon cancer identifies an essential function for PRPF6 in tumor growth. Genes Dev. 28, 1068–101084. doi: 10.1101/gad.237206.113

 Agrawal, S., and Eng, C. (2006). Differential expression of novel naturally occurring splice variants of PTEN and their functional consequences in Cowden syndrome and sporadic breast cancer. Hum. Mol. Genet. 15, 777–787. doi: 10.1093/hmg/ddi492

 Akerman, M., Fregoso, O. I., Das, S., Ruse, C., Jensen, M. A., Pappin, D. J., et al. (2015). Differential connectivity of splicing activators and repressors to the human spliceosome. Genome Biol. 16:119. doi: 10.1186/s13059-015-0682-5

 Anczuków, O., Akerman, M., Cléry, A., Wu, J., Shen, C., Shirole, N. H., et al. (2015). SRSF1-regulated alternative splicing in breast cancer. Mol. Cell 60, 105–117. doi: 10.1016/j.molcel.2015.09.005

 Anczuków, O., Rosenberg, A. Z., Akerman, M., Das, S., Zhan, L., Karni, R., et al. (2012). The splicing factor SRSF1 regulates apoptosis and proliferation to promote mammary epithelial cell transformation. Nat. Struct. Mol. Biol. 19, 220–228. doi: 10.1038/nsmb.2207

 Armstrong, R. N., Steeples, V., Singh, S., Sanchi, A., Boultwood, J., and Pellagatti, A. (2018). Splicing factor mutations in the myelodysplastic syndromes: target genes and therapeutic approaches. Adv. Biol. Regul. 67, 13–29. doi: 10.1016/j.jbior.2017.09.008

 Babic, I., Anderson, E. S., Tanaka, K., Guo, D., Masui, K., Li, B., et al. (2013). EGFR mutation-induced alternative splicing of Max contributes to growth of glycolytic tumors in brain cancer. Cell Metab. 17, 1000–1008. doi: 10.1016/j.cmet.2013.04.013

 Bartel, F., Taubert, H., and Harris, L. C. (2002). Alternative and aberrant splicing of MDM2 mRNA in human cancer. Cancer Cell 2, 9–15. doi: 10.1016/S1535-6108(02)00091-0

 Bechara, E. G., Sebestyén, E., Bernardis, I., Eyras, E., and Valcárcel, J. (2013). RBM5, 6, and 10 differentially regulate NUMB alternative splicing to control cancer cell proliferation. Mol. Cell 52, 720–733. doi: 10.1016/j.molcel.2013.11.010

 Bonnal, S., Martínez, C., Förch, P., Bachi, A., Wilm, M., and Valcárcel, J. (2008). RBM5/Luca-15/H37 regulates Fas alternative splice site pairing after exon definition. Mol. Cell 32, 81–95. doi: 10.1016/j.molcel.2008.08.008

 Caldenhoven, E., van Dijk, T. B., Solari, R., Armstrong, J., Raaijmakers, J. A., Lammers, J. W., et al. (1996). STAT3beta, a splice variant of transcription factor STAT3, is a dominant negative regulator of transcription. J. Biol. Chem. 271, 13221–13227. doi: 10.1074/jbc.271.22.13221

 Castle, J. C., Zhang, C., Shah, J. K., Kulkarni, A. V., Kalsotra, A., Cooper, T. A., et al. (2008). Expression of 24,426 human alternative splicing events and predicted cis regulation in 48 tissues and cell lines. Nat. Genet. 40, 1416–1425. doi: 10.1038/ng.264

 Chabot, B., and Shkreta, L. (2016). Defective control of pre-messenger RNA splicing in human disease. J. Cell Biol. 212, 13–27. doi: 10.1083/jcb.201510032

 Chakedis, J., French, R., Babicky, M., Jaquish, D., Howard, H., Mose, E., et al. (2016). A novel protein isoform of the RON tyrosine kinase receptor transforms human pancreatic duct epithelial cells. Oncogene 35, 3249–3259. doi: 10.1038/onc.2015.384

 Chen, L., Chen, J. Y., Huang, Y. J., Gu, Y., Qiu, J., Qian, H., et al. (2018). The augmented R-Loop is a unifying mechanism for myelodysplastic syndromes induced by high-risk splicing factor mutations. Mol Cell 69, 412.e6–25. doi: 10.1016/j.molcel.2017.12.029

 Chen, M., Zhang, J., and Manley, J. L. (2010). Turning on a fuel switch of cancer: hnRNP proteins regulate alternative splicing of pyruvate kinase mRNA. Cancer Res. 70, 8977–8980. doi: 10.1158/0008-5472.CAN-10-2513

 Choi, J. W., Kim, D. G., Lee, A. E., Kim, H. R., Lee, J. Y., Kwon, N. H., et al. (2011). Cancer-associated splicing variant of tumor suppressor AIMP2/p38: pathological implication in tumorigenesis. PLoS Genet. 7:e1001351. doi: 10.1371/journal.pgen.1001351

 Das, S., and Krainer, A. R. (2014). Emerging functions of SRSF1, splicing factor and oncoprotein, in RNA metabolism and cancer. Mol. Cancer Res. 12, 1195–1204. doi: 10.1158/1541-7786.MCR-14-0131

 David, C. J., Chen, M., Assanah, M., Canoll, P., and Manley, J. L. (2010). HnRNP proteins controlled by c-Myc deregulate pyruvate kinase mRNA splicing in cancer. Nature 463, 364–368. doi: 10.1038/nature08697

 David, C. J., and Manley, J. L. (2010). Alternative pre-mRNA splicing regulation in cancer: pathways and programs unhinged. Genes Dev. 24, 2343–2364.

 DiFeo, A., Martignetti, J. A., and Narla, G. (2009). The role of KLF6 and its splice variants in cancer therapy. Drug Resist. Updat. 12, 1–7. doi: 10.1016/j.drup.2008.11.001

 Dvinge, H., and Bradley, R. K. (2015). Widespread intron retention diversifies most cancer transcriptomes. Genome Med. 7:45. doi: 10.1186/s13073-015-0168-9

 Dvinge, H., Kim, E., Abdel-Wahab, O., and Bradley, R. K. (2016). RNA splicing factors as oncoproteins and tumour suppressors. Nat. Rev. Cancer 16, 413–430. doi: 10.1038/nrc.2016.51

 Eckerich, C., Schulte, A., Martens, T., Zapf, S., Westphal, M., and Lamszus, K. (2009). RON receptor tyrosine kinase in human gliomas: expression, function, and identification of a novel soluble splice variant. J. Neurochem. 109, 969–980. doi: 10.1111/j.1471-4159.2009.06027.x

 Ellis, J. D., Barrios-Rodiles, M., Colak, R., Irimia, M., Kim, T., Calarco, J. A., et al. (2012). Tissue-specific alternative splicing remodels protein-protein interaction networks. Mol. Cell 46, 884–892. doi: 10.1016/j.molcel.2012.05.037

 Fedorov, A., Merican, A. F., and Gilbert, W. (2002). Large-scale comparison of intron positions among animal, plant, and fungal genes. Proc. Natl. Acad. Sci. U.S.A. 99, 16128–16133. doi: 10.1073/pnas.242624899

 Feltes, C. M., Kudo, A., Blaschuk, O., and Byers, S. W. (2002). An alternatively spliced cadherin-11 enhances human breast cancer cell invasion. Cancer Res. 62, 6688–6697.

 Fushimi, K., Ray, P., Kar, A., Wang, L., Sutherland, L. C., and Wu, J. Y. (2008). Up-regulation of the proapoptotic caspase 2 splicing isoform by a candidate tumor suppressor, RBM5. Proc. Natl. Acad. Sci. U.S.A. 105, 15708–15713. doi: 10.1073/pnas.0805569105

 Gallardo, M., Lee, H. J., Zhang, X., Bueso-Ramos, C., Pageon, L. R., McArthur, M., et al. (2015). hnRNP K is a haploinsufficient tumor suppressor that regulates proliferation and differentiation programs in hematologic malignancies. Cancer Cell 28, 486–499. doi: 10.1016/j.ccell.2015.09.001

 Golan-Gerstl, R., Cohen, M., Shilo, A., Suh, S. S., Bakàcs, A., Coppola, L., et al. (2011). Splicing factor hnRNP A2/B1 regulates tumor suppressor gene splicing and is an oncogenic driver in glioblastoma. Cancer Res. 71, 4464–4472. doi: 10.1158/0008-5472.CAN-10-4410

 Graham, S. V., and Faizo, A. A. A. (2017). Control of human papillomavirus gene expression by alternative splicing. Virus Res. 231, 83–95. doi: 10.1016/j.virusres.2016.11.016

 Guillaudeau, A., Durand, K., Bessette, B., Chaunavel, A., Pommepuy, I., Projetti, F., et al. (2012a). EGFR soluble isoforms and their transcripts are expressed in meningiomas. PLoS ONE 7:e37204. doi: 10.1371/journal.pone.0037204

 Guillaudeau, A., Durand, K., Rabinovitch-Chable, H., Pommepuy, I., Mesturoux, L., and Robert, S. (2012b). Adult diffuse gliomas produce mRNA transcripts encoding EGFR isoforms lacking a tyrosine kinase domain. Int. J. Oncol. 40, 1142–1152. doi: 10.3892/ijo.2011.1287

 Harper, S. J., and Bates, D. O. (2008). VEGF-A splicing: the key to anti-angiogenic therapeutics? Nat. Rev. Cancer 8, 880–887. doi: 10.1038/nrc2505

 Hernández, J., Bechara, E., Schlesinger, D., Delgado, J., Serrano, L., and Valcárcel, J. (2016). Tumor suppressor properties of the splicing regulatory factor RBM10. RNA Biol. 13, 466–472. doi: 10.1080/15476286.2016.1144004

 Izaguirre, D. I., Zhu, W., Hai, T., Cheung, H. C., Krahe, R., and Cote, G. J. (2012). PTBP1-dependent regulation of USP5 alternative RNA splicing plays a role in glioblastoma tumorigenesis. Mol. Carcinog. 51, 895–906. doi: 10.1002/mc.20859

 Jang, H. N., Lee, M., Loh, T. J., Choi, S. W., Oh, H. K., Moon, H., et al. (2014). Exon 9 skipping of apoptotic caspase-2 pre-mRNA is promoted by SRSF3 through interaction with exon 8. Biochim. Biophys. Acta 1839, 25–32. doi: 10.1016/j.bbagrm.2013.11.006

 Jensen, M. A., Wilkinson, J. E., and Krainer, A. R. (2014). Splicing factor SRSF6 promotes hyperplasia of sensitized skin. Nat. Struct. Mol. Biol. 21, 189–197. doi: 10.1038/nsmb.2756

 Kalsotra, A., and Cooper, T. A. (2011). Functional consequences of developmentally regulated alternative splicing. Nat. Rev. Genet. 12, 715–729. doi: 10.1038/nrg3052

 Karni, R., de Stanchina, E., Lowe, S. W., Sinha, R., Mu, D., and Krainer, A. R. (2007). The gene encoding the splicing factor SF2/ASF is a proto-oncogene. Nat. Struct. Mol. Biol. 14, 185–193. doi: 10.1038/nsmb1209

 Kendall, R. L., Wang, G., and Thomas, K. A. (1996). Identification of a natural soluble form of the vascular endothelial growth factor receptor, FLT-1, and its heterodimerization with KDR. Biochem. Biophys. Res. Commun. 226, 324–328. doi: 10.1006/bbrc.1996.1355

 Kim, E., Ilagan, J. O., Liang, Y., Daubner, G. M., Lee, S. C., Ramakrishnan, A., et al. (2015). SRSF2 mutations contribute to myelodysplasia by mutant-specific effects on exon recognition. Cancer Cell 27, 617–630. doi: 10.1016/j.ccell.2015.04.006

 Koslowski, M., Türeci, O., Bell, C., Krause, P., Lehr, H. A., Brunner, J., et al. (2002). Multiple splice variants of lactate dehydrogenase C selectively expressed in human cancer. Cancer Res. 62, 6750–6755.

 Lefave, C. V., Squatrito, M., Vorlova, S., Rocco, G. L., Brennan, C. W., Holland, E. C., et al. (2011). Splicing factor hnRNPH drives an oncogenic splicing switch in gliomas. EMBO J. 30, 4084–4097. doi: 10.1038/emboj.2011.259

 Li, Y., Hu, X., Song, Y., Lu, Z., Ning, T., and Cai, H. (2011). Identification of novel alternative splicing variants of interferon regulatory factor 3. Biochim. Biophys. Acta 1809, 166–175. doi: 10.1016/j.bbagrm.2011.01.006

 Liu, X., Wang, Y., Chang, G., Wang, F., Wang, F., and Geng, X. (2017). Alternative splicing of hTERT Pre-mRNA: a potential strategy for the regulation of telomerase activity. Int. J. Mol. Sci. 18:567. doi: 10.3390/ijms18030567

 Luo, C., Cheng, Y., Liu, Y., Chen, L., Liu, L., Wei, N., et al. (2017). SRSF2 regulates alternative splicing to drive hepatocellular carcinoma development. Cancer Res. 77, 1168–1178. doi: 10.1158/0008-5472.CAN-16-1919

 Mohr, A., Zwacka, R. M., Jarmy, G., Büneker, C., Schrezenmeier, H., Dohner, K., et al. (2005). Caspase-8L expression protects CD34+ hematopoietic progenitor cells and leukemic cells from CD95-mediated apoptosis. Oncogene 24, 2421–2429. doi: 10.1038/sj.onc.1208432

 Moran-Jones, K., Grindlay, J., Jones, M., Smith, R., and Norman, J. C. (2009). hnRNP A2 regulates alternative mRNA splicing of TP53INP2 to control invasive cell migration. Cancer Res. 69, 9219–9227. doi: 10.1158/0008-5472.CAN-09-1852

 Nilsen, T. W., and Graveley, B. R. (2010). Expansion of the eukaryotic proteome by alternative splicing. Nature 463, 457–463. doi: 10.1038/nature08909

 Okumura, N., Yoshida, H., Kitagishi, Y., Nishimura, Y., and Matsuda, S. (2011). Alternative splicings on p53, BRCA1 and PTEN genes involved in breast cancer. Biochem. Biophys. Res. Commun. 413, 395–399. doi: 10.1016/j.bbrc.2011.08.098

 Olsson, M., and Zhivotovsky, B. (2011). Caspases and cancer. Cell Death Differ. 18, 1441–1449. doi: 10.1038/cdd.2011.30

 Oltean, S., and Bates, D. O. (2014). Hallmarks of alternative splicing in cancer. Oncogene 33, 5311–5318. doi: 10.1038/onc.2013.533

 Padfield, E., Ellis, H. P., and Kurian, K. M. (2015). Current therapeutic advances targeting EGFR and EGFRvIII in glioblastoma. Front. Oncol. 5:5. doi: 10.3389/fonc.2015.00005

 Pan, Q., Shai, O., Lee, L. J., Frey, B. J., and Blencowe, B. J. (2008). Deep surveying of alternative splicing complexity in the human transcriptome by high-throughput sequencing. Nat. Genet. 40, 1413–1415. doi: 10.1038/ng.259

 Paronetto, M. P., Cappellari, M., Busà, R., Pedrotti, S., Vitali, R., Comstock, C., et al. (2010). Alternative splicing of the cyclin D1 proto-oncogene is regulated by the RNA-binding protein Sam68. Cancer Res. 70, 229–239. doi: 10.1158/0008-5472.CAN-09-2788

 Paronetto, M. P., Passacantilli, I., and Sette, C. (2016). Alternative splicing and cell survival: from tissue homeostasis to disease. Cell Death Differ. 23, 1919–1929. doi: 10.1038/cdd.2016.91

 Piccione, E. C., Lieu, T. J., Gentile, C. F., Williams, T. R., Connolly, A. J., and Godwin, A. K. (2012). A novel epidermal growth factor receptor variant lacking multiple domains directly activates transcription and is overexpressed in tumors. Oncogene 31, 2953–2967. doi: 10.1038/onc.2011.465

 Pritchard-Jones, R. O., Dunn, D. B., Qiu, Y., Varey, A. H., Orlando, A., Rigby, H., et al. (2007). Expression of VEGF(xxx)b, the inhibitory isoforms of VEGF, in malignant melanoma. Br. J. Cancer 97, 223–230. doi: 10.1038/sj.bjc.6603839

 Prochazka, L., Tesarik, R., and Turanek, J. (2014). Regulation of alternative splicing of CD44 in cancer. Cell. Signal. 26, 2234–2239. doi: 10.1016/j.cellsig.2014.07.011

 Radisky, D. C., Levy, D. D., Littlepage, L. E., Liu, H., Nelson, C. M., and Fata, J. E. (2005). Rac1b and reactive oxygen species mediate MMP-3-induced EMT and genomic instability. Nature 436, 123–127. doi: 10.1038/nature03688

 Rogozin, I. B., Wolf, Y. I., Sorokin, A. V., Mirkin, B. G., and Koonin, E. V. (2003). Remarkable interkingdom conservation of intron positions and massive, lineage-specific intron loss and gain in eukaryotic evolution. Curr. Biol. 13, 1512–1517. doi: 10.1016/S0960-9822(03)00558-X

 Schwerk, C., and Schulze-Osthoff, K. (2005). Regulation of apoptosis by alternative pre-mRNA splicing. Mol. Cell 19, 1–13. doi: 10.1016/j.molcel.2005.05.026

 Scotti, M. M., and Swanson, M. S. (2016). RNA mis-splicing in disease. Nat. Rev. Genet. 17, 19–32. doi: 10.1038/nrg.2015.3

 Shapiro, I. M., Cheng, A. W., Flytzanis, N. C., Balsamo, M., Condeelis, J. S., Oktay, M. H., et al. (2011). An EMT-driven alternative splicing program occurs in human breast cancer and modulates cellular phenotype. PLoS Genet. 7:e1002218. doi: 10.1371/journal.pgen.1002218

 Shieh, J. J., Liu, K. T., Huang, S. W., Chen, Y. J., and Hsieh, T. Y. (2009). Modification of alternative splicing of Mcl-1 pre-mRNA using antisense morpholino oligonucleotides induces apoptosis in basal cell carcinoma cells. J. Invest. Dermatol. 129, 2497–2506. doi: 10.1038/jid.2009.83

 Shultz, J. C., Goehe, R. W., Wijesinghe, D. S., Murudkar, C., Hawkins, A. J., Shay, J. W., et al. (2010). Alternative splicing of caspase 9 is modulated by the phosphoinositide 3-kinase/Akt pathway via phosphorylation of SRp30a. Cancer Res. 70, 9185–9196. doi: 10.1158/0008-5472.CAN-10-1545

 Singh, A., Karnoub, A. E., Palmby, T. R., Lengyel, E., Sondek, J., and Der, C. J. (2004). Rac1b, a tumor associated, constitutively active Rac1 splice variant, promotes cellular transformation. Oncogene 23, 9369–9380. doi: 10.1038/sj.onc.1208182

 Surget, S., Khoury, M. P., and Bourdon, J. C. (2013). Uncovering the role of p53 splice variants in human malignancy: a clinical perspective. Onco. Targets. Ther. 7, 57–68. doi: 10.2147/OTT.S53876

 Sveen, A., Kilpinen, S., Ruusulehto, A., Lothe, R. A., and Skotheim, R. I. (2016). Aberrant RNA splicing in cancer; expression changes and driver mutations of splicing factor genes. Oncogene 35, 2413–2427. doi: 10.1038/onc.2015.318

 Tang, Y., Horikawa, I., Ajiro, M., Robles, A. I., Fujita, K., Mondal, A. M., et al. (2013). Downregulation of splicing factor SRSF3 induces p53beta, an alternatively spliced isoform of p53 that promotes cellular senescence. Oncogene 32, 2792–2798. doi: 10.1038/onc.2012.288

 Tapial, J., Ha, K. C. H., Sterne-Weiler, T., Gohr, A., Braunschweig, U., Hermoso-Pulido, A., et al. (2017). An atlas of alternative splicing profiles and functional associations reveals new regulatory programs and genes that simultaneously express multiple major isoforms. Genome Res. 27, 1759–1768. doi: 10.1101/gr.220962.117

 Tejedor, J. R., Papasaikas, P., and Valcarcel, J. (2015). Genome-wide identification of Fas/CD95 alternative splicing regulators reveals links with iron homeostasis. Mol. Cell 57, 23–38. doi: 10.1016/j.molcel.2014.10.029

 Turunen, J. J., Niemelä, E. H., Verma, B., and Frilander, M. J. (2013). The significant other: splicing by the minor spliceosome. Wiley Interdiscip. Rev. RNA 4, 61–76. doi: 10.1002/wrna.1141

 van den Heuvel, A. P., Jing, J., Wooster, R. F., and Bachman, K. E. (2012). Analysis of glutamine dependency in non-small cell lung cancer: GLS1 splice variant GAC is essential for cancer cell growth. Cancer Biol. Ther. 13, 1185–1194. doi: 10.4161/cbt.21348

 van Doorn, R., Dijkman, R., Vermeer, M. H., Starink, T. M., Willemze, R., and Tensen, C. P. (2002). A novel splice variant of the Fas gene in patients with cutaneous T-cell lymphoma. Cancer Res. 62, 5389–5392.

 Vorlová, S., Rocco, G., Lefave, C. V., Jodelka, F. M., Hess, K., and Hastings, M. L. (2011). Induction of antagonistic soluble decoy receptor tyrosine kinases by intronic polyA activation. Mol. Cell 43, 927–939. doi: 10.1016/j.molcel.2011.08.009

 Vu, N. T., Park, M. A., Shultz, J. C., Goehe, R. W., Hoeferlin, L. A., Shultz, M. D., et al. (2013). hnRNP U enhances caspase-9 splicing and is modulated by AKT-dependent phosphorylation of hnRNP L. J. Biol. Chem. 288, 8575–8584. doi: 10.1074/jbc.M112.443333

 Wagner, E. J., Curtis, M. L., Robson, N. D., Baraniak, A. P., Eis, P. S., and Garcia-Blanco, M. A. (2003). Quantification of alternatively spliced FGFR2 RNAs using the RNA invasive cleavage assay. RNA 9, 1552–1561. doi: 10.1261/rna.5840803

 Wang, E. T., Sandberg, R., Luo, S., Khrebtukova, I., Zhang, L., Mayr, C., et al. (2008). Alternative isoform regulation in human tissue transcriptomes. Nature 456, 470–476. doi: 10.1038/nature07509

 Wang, Y., Chen, D., Qian, H., Tsai, Y. S., Shao, S., Liu, Q., et al. (2014). The splicing factor RBM4 controls apoptosis, proliferation, and migration to suppress tumor progression. Cancer Cell 26, 374–389. doi: 10.1016/j.ccr.2014.07.010

 Warzecha, C. C., Shen, S., Xing, Y., and Carstens, R. P. (2009). The epithelial splicing factors ESRP1 and ESRP2 positively and negatively regulate diverse types of alternative splicing events. RNA Biol. 6, 546–562. doi: 10.4161/rna.6.5.9606

 Weatheritt, R. J., Sterne-Weiler, T., and Blencowe, B. J. (2016). The ribosome-engaged landscape of alternative splicing. Nat. Struct. Mol. Biol. 23, 1117–1123. doi: 10.1038/nsmb.3317

 Xu, Y., Gao, X., Lee, J. H., Huang, H., Tan, H., Ahn, J., et al. (2014). Cell type-restricted activity of hnRNPM promotes breast cancer metastasis via regulating alternative splicing. Genes Dev. 28, 1191–1203. doi: 10.1101/gad.241968.114

 Younis, I., Dittmar, K., Wang, W., Foley, S. W., Berg, M. G., Hu, K. Y., et al. (2013). Minor introns are embedded molecular switches regulated by highly unstable U6atac snRNA. Elife 2:e00780. doi: 10.7554/eLife.00780

 Zammarchi, F., de Stanchina, E., Bournazou, E., Supakorndej, T., Martires, K., Riedel, E., et al. (2011). Antitumorigenic potential of STAT3 alternative splicing modulation. Proc. Natl. Acad. Sci. U.S.A. 108, 17779–17784. doi: 10.1073/pnas.1108482108

 Zhang, J., and Manley, J. L. (2013). Misregulation of pre-mRNA alternative splicing in cancer. Cancer Discov. 3, 1228–1237. doi: 10.1158/2159-8290.CD-13-0253

 Zhao, Q., Caballero, O. L., Davis, I. D., Jonasch, E., Tamboli, P., Yung, W. K., et al. (2013). Tumor-specific isoform switch of the fibroblast growth factor receptor 2 underlies the mesenchymal and malignant phenotypes of clear cell renal cell carcinomas. Clin. Cancer Res. 19, 2460–2472. doi: 10.1158/1078-0432.CCR-12-3708

 Zhou, M., Wang, H., Zhou, K., Luo, X., Pan, X., Shi, B., et al. (2013). A novel EGFR isoform confers increased invasiveness to cancer cells. Cancer Res. 73, 7056–7067. doi: 10.1158/0008-5472.CAN-13-0194

 Zhou, X., Li, X., Cheng, Y., Wu, W., Xie, Z., Xi, Q., et al. (2014). BCLAF1 and its splicing regulator SRSF10 regulate the tumorigenic potential of colon cancer cells. Nat. Commun. 5:4581. doi: 10.1038/ncomms5581

 Zhou, Y. Q., He, C., Chen, Y. Q., Wang, D., and Wang, M. H. (2003). Altered expression of the RON receptor tyrosine kinase in primary human colorectal adenocarcinomas: generation of different splicing RON variants and their oncogenic potential. Oncogene 22, 186–197. doi: 10.1038/sj.onc.1206075

 Zhou, Z. J., Dai, Z., Zhou, S. L., Fu, X. T., Zhao, Y. M., Shi, Y. H., et al. (2013). Overexpression of HnRNP A1 promotes tumor invasion through regulating CD44v6 and indicates poor prognosis for hepatocellular carcinoma. Int. J. Cancer 132, 1080–1089. doi: 10.1002/ijc.27742

 Zong, F. Y., Fu, X., Wei, W. J., Luo, Y. G., Heiner, M., Cao, L. J., et al. (2014). The RNA-binding protein QKI suppresses cancer-associated aberrant splicing. PLoS Genet. 10:e1004289. doi: 10.1371/journal.pgen.1004289

Conflict of Interest Statement: 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 © 2018 El Marabti and Younis. 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.

OPS/images/fmolb-05-00080-t001.jpg
Gene name protein product

Alterations in cancer-related functions
due to alternative splicing

Cancer-related alternative splicing

References

TP53/p53

Bcl2I1/BeIX

CASP2/Caspase 2

AIMP2/Amp2

BIN1/ My
box-dependent-interacting
protein 1 (Bin1)

TERT /telomerase reverse
transcriptase

CD44/CDA44 antigen

IRF3/Interferon regulatory factor
3

RAC1/Ras-related C3
botulinum toxin substrate 1

STAT3/Signal transducer and
activator of transcription 3

CDH11/Cadherin11

FGFR2/Fibroblast growth factor
receptor 2

KLF6/Kriippel-iike factor 6

MSTiRMacrophage-
stimulating protein receptor or
RON (Recepteur d'origine
Nantais)

VEGFANascular endothelial
growth factor A

CASP8/Caspase-8

FAS/Tumor necrosis factor
receptor superfamily member 6

MCL1/induced myeloid
leukenia cell differentiation
protein (Mcl-1)
MDM2/E3 ubiquitin-protein
ligase (Mdm2)

GLS/Glutaminase

LDHC/\-lactate dehydrogenase
C chain

MAX/ Protein max

PKM/ Pyruvate kinase PKM

CCND1/ G1/S-specific
cyclin-D1

EGFR/ Epidermal growth factor
receptor

PTEN/ Phosphatidylinositol
34,5-trisphosphate
3-phosphatase and
dual-specificity protein
phosphatase (Pter)

Reduced anti-proliferative response to
stress.
Reduced tumor suppression

Apoptoss regulator:
Anti-apoptotic (BCL-X_)
Pro-apoptotic (BCL-Xg)
Apoptosis regulator:
Anti-apoptotic (Casp2s)
Pro-apoptotic (Casp2l)
Apoptosis regulation:
Anti-apoptotic (AIMP2-DX2)
Pro-apoptotic (AIMP2-fulllength)
Reduced tumor suppression and
apoptosis regulation

Reduced repiicative senescence
Loss of telomerase activity in a8, y
deletion isoforms:

Imbalanced regulation of cell division,
migration and adhesion

Reduced cel growth inhibition
Reduced celular senescence through ps3
activation

Reduced cell growth and cel cycle
regulation

Reduced cell-cell adhesion formation and
contact inhibition

Dominant negative regulation of
transcription (STAT3g)

Enhances invasion when the spiice
isoform (with unique intracellular domain)
is expressed with WT Cadherin 11

Promotes EMT and metastasis

Antagonism of tumor suppressor activity

Increased cell motility and invasion

Enhanced pro-angiogenic function

Reduced tumor suppression and
pro-apoptotic activity

Loss of Pro-apoptotic activity

Anti-apoptotic

Reduced p53 binding
Enhanced tumor progression.

Deregulation of glutamate metabolism

o Metabolic rescue in tumor cells
o Deregulation of cellular energetics

Promotion of cell proliferation through
enhanced glycolytic metabolism

o Tumor specific metabolism via
o PKM2 (fetal isoform with Exon10
inclusion)

Promotes cell proliferation

Oncogene

Reduced tumor suppression

Alternative 1t exon

Intron 9 retention

Intron 9 cryptic exon inclusion
Intron 2 retention

Cassette Exon 8

Intron 7 alternative &' ss

o Intron 2 alternative 5 ss

Cassette Exon 9

°

Cassette Exon 2

°

Cassette Exon 12a
Cassette Exon 13

° o

Intron 5 alternative 3’ ss (« deletion)
Cassette Exons 7-8 (B deletion)
Cassette Exon 11 (y deletion)
Combinations of o, and y deletions
Cassette Exon 18

Cassette Exon v6

Cassette Exons v8-10

Cassette Exons v4-5

Cassette Exons vd-7

Cassette Exon 2

Cassette Exon 3

Cassette Exon 6

Combination of Exons 2,3, and 6
skipping

Cassette Exon 3b

60600 60000 0000

o

Intron 22 alternative 3’ ss.

°

o

Intron 13 altemnative (incomplete)
splcing

o

Mutually exclusive exon 8 (lib) or 9 (Iic)

Intron 2 alternative 5 ss.

Cassette Exon 3

Exon 11 skipping with Exon 5 and 6
Inclusion

Exon 5 and 6 skipping with Exon 11
Inclusion

Exon 5,6, and 11 skipping

Exon 6 skipping and Exon 5 inclusion
Partial Exon 5 and 6 splicing
Cassette Exons 6 and 6b

Cassette Exon 7 and 7b

Alternative Intron 6 5’ ss

Altenative Intron 6 3’ ss

Cassette Exon 8

Cassette Exon 8

Altenative Exon 8 and 9 splicing (136
bp insertion between exon 8 and 9)
Cassette Exon 6

Cassette Exon 8

Intron 5 retention

° o

°

o

606000000

oo

o 00

Cassette Exon 2

o

Skipping of Exons 4-9
Skipping of Exons 4-11

Skipping of Exons 5-9

>40 isoforms.

Intron 15 retention leading to cleavage
and polyadenylation in Intron 15 and an
isoform lacking the canonical last 4
exons.

Cassette Exon 3

Skipping of Exon 3-4

Skipping of exons 3, 6, and 7

Cassette Exon7

Cassette Exon 2

Cassette Exon §

Mutually exclusive Exons 9 and 10

6000

°

o000

° o

°

°

Intron 4 retention leading to cleavage
and polyadenylation in Intron 4 and an
isoform lacking the canonical last exon
ALternativer spiicing of a combination of
Exonsda, 10,16, or 17

Skipping of Exon 27

Skipping of Exons 2-22

°

o 0o

Intron 3 retention

Intron 5 retention

Inclusion of partial Intron &

Inclusion of partial Intron 3

Inclusion of §' end of intron H between
Exons 8and 9

Alternative splicing of the end of intron 5
to splicing acceptor site within intron E

6600 0

°

Surget etal, 2013

Paronetto et al.,
2016

Jang etal., 2014

Choi et al., 2011

Anczukéw et al.,
2012

Liuetal, 2017

Prochazka et al.,
2014

Lietal, 2011

Singh et al., 2004;
Radisky et al,
2005

Caldenhoven
etal., 1996;
Zammarchi et al.,
2011

Feltes et al., 2002

Wagner et al.,
2003; Zhao et al.,
2013;
Abou-Faygal et al.,
2017

DiFeo et al., 2009

Zhou et al., 2003;
Eckerich et al.,
2009; Chakedis
etal., 2016

Pritchard-Jones
etal., 2007;
Harper and Bates,
2008

Mot et al., 2005;
Olsson and
Zhivotovsky, 2011
van Doorn et al.,
2002; Schwerk
and
Schulze-Osthoff,
2005; Tejedor
etal., 2015

Shieh et al., 2000

Bartel et al., 2002

van den Heuvel
etal., 2012

Koslowski et al.,
2002

Babic et al.,, 2013

Chen etal., 2010;
Zhang and
Manley, 2013
Paronetto et al.,
2010

Abou-Faygal et al.,
2017

Agrawal and Eng,
2006; Okumura
etal, 2011






OPS/images/fmolb-05-00080-g001.gif
v

IS S

57
uéw Aemotvesior Spikeseusge
=N





OPS/images/fmolb-05-00080-g002.gif
Oonar: WO 0N P0 O o o
Amosids 18 56 e ame dems swass S6em

Encoseaby WWMM
rosacson RNl > roriissen

Aottt g
o =HEREiE- NN
i o
2 wan BRI -,
o—— G —,
sy wlEE. >
s, e, > 5355






OPS/images/cover.jpg
’ frontiers
in Molecular Biosciences

The Cancer Spliceome:
Reprograming of Alternative
Splicing in Cancer









OPS/images/crossmark.jpg
©

2

i

|





OPS/images/logo.jpg
’ frontiers o
in Molecular Biosciences





