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Abstract: RNA activation (RNAa) is a mechanism whereby RNA oligos complementary to genomic
sequences around the promoter region of genes increase the transcription output of their target
gene. Small activating RNA (saRNA) mediate RNAa through interaction with protein co-factors to
facilitate RNA polymerase II activity and nucleosome remodeling. As saRNA are small, versatile
and safe, they represent a new class of therapeutics that can rescue the downregulation of critical
genes in disease settings. This review highlights our current understanding of saRNA biology
and describes various examples of how saRNA are successfully used to treat various oncological,
neurological and monogenic diseases. MTL-CEBPA, a first-in-class compound that reverses CEBPA
downregulation in oncogenic processes using CEBPA-51 saRNA has entered clinical trial for the
treatment of hepatocellular carcinoma (HCC). Preclinical models demonstrate that MTL-CEBPA
reverses the immunosuppressive effects of myeloid cells and allows for the synergistic enhancement
of other anticancer drugs. Encouraging results led to the initiation of a clinical trial combining
MTL-CEBPA with a PD-1 inhibitor for treatment of solid tumors.

Keywords: small activating RNA; saRNA; oligonucleotide therapeutics; RNA activation; cancer
treatment; clinical trial; CEBPA

1. RNA Activation Is a Novel Class of Therapeutics

The hallmark of healthy cellular function is a well-regulated transcriptional program
which expresses the correct dosages of genes at the right space and at the right time. Dys-
regulation (overexpression and/or down regulation) of gene expression results in a broad
range of diseases which include, but is not limited to cancer, autoimmunity, neurological
disorders, developmental syndromes, diabetes, cardiovascular diseases and obesity [1].
Years of clinical research on siRNA (small interfering RNA) and ASO (antisense oligonu-
cleotide) has resulted in the approval of drugs that inhibit overexpression of undesirable
genes, but there remained a need for treatments that can specifically turn genes back on
after downregulation from specific diseases. The solution to this demand presented itself
in the mid-2000s when two research groups independently showed that short RNA oligos
designed to target the promoter region of several genes increased the transcription of their
intended mRNA above basal levels [2,3]. This mechanism is now termed RNA activation
(RNAa).

Distinct from other gene replenishment modalities such as plasmids, virus vectors or
mRNA, RNAa upregulates target expression with molecules that are orders of magnitude
smaller in size, which lowers the overall research and CMC (chemistry, manufacturing and
control) costs. Furthermore, unlike the introduction of aberrant foreign genetic material,
RNAa leverage on the reversible upregulation of endogenous genes to bring about a
safe and well-tolerated change at the cellular level. As most genes use promoters for
transcription regulation, RNAa represents a versatile digital platform whereby therapeutic
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RNA sequences could be directly extracted from the human genomic database. These
attributes make RNAa a highly attractive therapeutic modality. To date, many research
groups have reported the success of applying RNAa to their particular disease models and
the first drug to utilize RNAa is currently in a clinical trial.

2. Molecular Mechanisms of RNAa

The phenomenon of RNAa was described as early as 1969 by Britten and Davidson [4].
More recent publications report how endogenously produced small RNAs can activate the
transcription of genes involved in stem cell differentiation [5] and how microRNAs could
enhance viral replication [6]. In 2006, Li et al. tested exogenously administered synthetic
small RNAs against the promoter regions of human E-cadherin, p21WAF1/CIP1 (p21) and
VEGF. They showed the specific upregulation of the target mRNAs in vitro and termed
these oligos as small activating RNAs (saRNAs) [3]. Later, studies confirmed that RNAa is
an evolutionarily conserved mechanism present in possibly all eukaryotic organisms, from
Caenorhabditis elegans to mammals [7–11].

saRNA is commonly defined as chemically synthesized 21nt-length small double
stranded RNA (dsRNA) oligonucleotides that can positively and reversibly upregulate their
target genes above endogenous level. While many other mechanisms of RNA-mediated
transcriptional increase have been discovered, this review highlights mechanisms that are
strictly mediated by saRNA. The mode of action for saRNA is dependent on the comple-
mentarity at the 5′-region of the antisense or guide strand oligo to the intended target DNA
near or within gene promoters, this is shown by pull-down and ChIP experiments [12,13].
The 2nd to the 8th nucleotide position at the 5′-end of the guide strand defines the seed
region of a saRNA, mutations in this region affect the activity of the saRNA [2,3,12]. Mean-
while, mismatches outside this region are well tolerated even if they occur in consecutive
residues [14]. After cellular internalization, the saRNA is recognized in the cytoplasm by
dsRNA loading factors and is preferentially loaded into AGO2 protein (Figure 1) [12,15].
Knockout and co-IP experiments using biotinylated saRNA confirmed the role of AGO2
for saRNA activity [16]. Furthermore, AGO2 does not induce cleavage of RNA target
complementary to the saRNA, this demonstrates that the ‘slicer activity’ of AGO2 is dis-
pensable for saRNA activity [12,13]. Upon interaction with saRNA, AGO2 discharges one
of the two strands of dsRNA, namely the passenger strand, the retained strand is termed
guide strand and is also named the antisense sequence. By design, retention of the guide
strand is promoted by the addition of modifications to the 5′-end of passenger strand
(e.g., inverted abasic) to lower the chances of AGO2 loading [13]. Several independent
researchers reported the involvement of AGO1 in the mechanism of action of saRNA using
ChIP analysis or siRNA-mediated knockdown [15,17–19]. This suggests that some saRNA
might preferentially use other members of the AGO family (AGO1, 3 and 4) for their
activity.

Several heterogeneous nuclear ribonucleoproteins (hnRNPs), in particular, hnRNPA2/
B1 are required for the saRNA mechanism of action [16,20]. A complex consisting of guide
RNA, hnRNPs and AGO2 is imported into the nucleus where it binds directly to DNA
and facilitates the assembly of an RNA-induced transcriptional activation (RITA) complex
(Figure 1). RITA is made up of RNA helicase A (RHA), RNA polymerase-associated
protein CTR9 homolog (part of the PAF1 complex) and DEAD-box helicase 5 (DDX5).
This complex interacts with RNA polymerase II (RNAPII) to initiate transcription and to
ensure productive elongation of the mRNA [13,16,21]. This process involves nucleosome
repositioning and the formation of nucleosome-depleted regions on genomic locations such
as the TATA box, CpG islands, proximal enhancers, and proximal promoters. Exposure
of these regulatory binding sites to facilitate the binding of RNAPII to the transcription
start site for the assembly of the transcription preinitiation complex [22]. At the chromatin
level, saRNA activation has been reported to cause reduction of acetylation at histones
H3K9 and H3K14, increased di/trimethylation at histone H3K4, reduced dimethylation
of H3K9, increased dimethylation of H3K4 and monoubiquitination of H2B [2,19,23,24].
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The PAF1 complex is crucial in initiating these histone modifications by recruitment of key
histone-modifying factors to the RNAPII complex. In some instances, instead of binding
to the complementary DNA sequences, saRNAs could alternatively increase the target
transcript by binding to promoter-associated nascent transcripts or long non-coding RNAs
in sense and/or antisense orientation and favors epigenetic changes within the promoter
regions [15,21].
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Figure 1. Molecular pathway for RNA activation. saRNA enters the cell and interacts with AGO2 
(Argonaute 2) and hnRNPs in the cytoplasm The dsRNA is unwound, and the sense strand is dis-
placed. The RNA-protein complex enters the nucleus and interacts with RHA and CTR9, forming 
the RITA complex. RITA activates the transcription of the target gene leading to an increase in target 
transcript and protein of interest. TSS—transcription start site. 
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Figure 1. Molecular pathway for RNA activation. saRNA enters the cell and interacts with AGO2
(Argonaute 2) and hnRNPs in the cytoplasm The dsRNA is unwound, and the sense strand is
displaced. The RNA-protein complex enters the nucleus and interacts with RHA and CTR9, forming
the RITA complex. RITA activates the transcription of the target gene leading to an increase in target
transcript and protein of interest. TSS—transcription start site.

3. Applications of saRNA in Preclinical Disease Models

Many publications and patents have tested and documented the activity of saRNA
in vitro. Dar et al. created a database that collects information of saRNA tested in cell
culture available at http://bioinfo.imtech.res.in/manojk/sarna/ (accessed 28 October
2021) [25]. For in vivo validations, several studies have shown saRNA therapeutic efficacy
in animal disease models. In the context of cancer, the most popular targets are tumor
suppressor genes and of those, proteins from the p53-p21 axis are the most extensively
studied targets.

dsP21-322 is a saRNA designed to increase p21 expression [26] and has shown a
reduction in tumor growth in several pre-clinical cancer models such as prostate, lung or
pancreatic carcinomas [27–29]. Local delivery of lipidic particles containing p21 saRNA to
orthotopic models of bladder and colorectal cancer also controlled tumor growth [30,31] In
a similar manner, targeting p53 activation in pheochromocytoma resulted in significant
tumor reduction in athymic nude mice [32]. It is worth noting that while these xenograft
models are very useful in evaluating the efficacy of the compound tested, the lack of a

http://bioinfo.imtech.res.in/manojk/sarna/
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fully functional immune system makes them difficult to translate into a clinical setting.
Additionally, most of these studies were performed using intratumor delivery of the encap-
sulated RNAs to cancer cells, which overlooks the effect of immune system recruitment to
the site of disease.

Notch signaling can be either oncogenic or tumor suppressive depending on the con-
text. It has been described as suppressive for various tumor models, including squamous
and small-cell lung carcinomas, brain and liver cancer [33]. Using a castration-resistant
prostate cancer cell line, Ma and colleagues showed that Notch1 activation increased apop-
tosis while reduced survival, migration, invasion and in vitro angiogenesis [34]. These
phenotypes correlated with a certain degree of tumor growth reduction in vivo. Mecha-
nistically, one interesting observation was that an increase in the expression of E-cadherin
limited epithelial-to-mesenchymal transition (EMT). Consistent with this hypothesis, stud-
ies designed to activate E-cadherin using saRNA have also shown anti-cancer effects in
models of renal and breast carcinomas [35,36].

As mentioned previously, it is not always feasible to extrapolate murine tumor models
into the clinical setting due to the more complicated nature of human studies and that
immune system effects are bypassed in those experiments. An alternative strategy to
identify saRNA target genes would be to extract data from human disease databases
and reverse-translate it into the pre-clinical setting. This strategy was adopted by Li and
colleagues who identified ARGLU1 as a potential therapeutic target for gastric cancer. In
this study, a nine-gene gastric cancer signature was identified by the bioinformatic analysis
of several gastric cancer databases. Among those selected, saRNA for ARGLU1 showed
efficacy in reducing tumor growth in patient-derived organoids and xenografts [37].

To date, activating RNA strategies have been mainly applied in cancer research, as they
are known to be safe, cost-effective and have the capacity to target previously undruggable
genes in a wide array of cell types [38]. Therefore, their application is not restricted to
the field of oncology. For example, FOXG1, which is a key regulator of cortico-cerebral
development and is implicated in neuronal differentiation. In humans, FOXG1 allele
dosage is crucial to neurological health, which makes it an ideal platform for saRNA
technology. FOXG1 saRNA enhanced FOXG1 expression in vitro and in vivo, leading to
improved neural development. Interestingly, this work suggested the involvement of
AGO1 as a key player for gene activation in contrast to the general assumption that AGO2
is the main driver of RNAa-dependent gene activation [17]. Due to their nature, monogenic
disorders also constitute an attractive target for activating RNA technologies. For example,
familiar hypercalciuric nephrolithiasis is a disease leading to kidney stone formation that
results in acute pain and renal insufficiency [39]. saRNA mediated activation of TRPV5, an
ion channel that plays a crucial role in calcium regulation in the kidney, has been shown to
reduce urinary calcium excretion and calcium crystals deposition in vivo [40].

4. saRNA Targeting CEBPA Expression Demonstrates Anti-Tumor Activity

The most advanced therapeutic saRNA research program is the upregulation of the
CEBPA gene for the treatment of solid tumors. CEBPA is a transcription factor governing
a wide array of cellular processes. Downregulation of CEBPA has been implicated in
leukemia [41] and in many solid tumors including liver, breast, lung and prostate cancer
(reviewed in [42]). To restore CEBPA expression, MiNA Therapeutics has developed
CEBPA-51 saRNA, a double-stranded RNA oligo duplex to specifically upregulate the
transcription of the CEBPA gene, several 2′-o-methyl modified bases were incorporated
into the oligo to avoid non-specific immune stimulatory activity [13]. This saRNA was
tested using several delivery systems and has shown anti-tumor efficacy in different
preclinical settings. CEBPA is a tumor suppressor and several mechanisms of CEBPA
downregulation in cancer have been reported [43–45]. Reconstitution of CEBPA expression
by plasmid transfection or lentiviral transduction inhibited proliferation and migration
of cancer cells and suppressed tumor growth and metastasis in vivo [46–48]. Similarly, it
has been reported that upregulation of CEBPA expression using saRNA slows the growth
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of rapidly proliferating hepatoma cells [13,49]. Delivery of the CEBPA saRNA by means
of dendrimer to cirrhotic rat model with multifocal liver tumors reduces tumor burden
and improves liver function [49]. Tumor suppressive effects of CEBPA saRNA are also
demonstrated in preclinical models of pancreatic ductal adenocarcinoma. In these studies,
CEBPA saRNA was conjugated to RNA aptamers that showed high binding affinity and
were efficiently internalized into target PANC-1 cells. Treatment of subcutaneous pancreatic
mouse tumor model or the advanced liver-metastatic pancreatic cancer model with the
CEBPA-saRNA aptamer conjugate resulted in a significant reduction in tumor growth,
mediated by the increase of p21 gene which is downstream of CEBPA transcriptional
activation [50,51]. In vitro model has demonstrated that it is possible to combine siRNA
activity with saRNA activity and the CEBPB gene which has opposing activity from
CEBPA was tested in this study. CEBPB promotes tumorigenesis in many tissues through
altering cytokine/chemokine expression and mediating resistance to apoptosis [52]. The
combination of CEBPB siRNA with CEBPA saRNA in transfection experiments resulted in
a more pronounced reduction in the proliferation of cancer cell lines [16].

5. Formulated CEBPA-51 saRNA (MTL-CEBPA) Targets Immunosuppressive Myeloid
Cells and Synergize with Other Anti-Cancer Agents

To progress CEBPA-51 saRNA into clinical trials, liposomal nanoparticles (SMARTI-
CLES) was selected as the delivery vehicle. MTL-CEBPA, the clinical candidate is produced
by formulating CEBPA-51 saRNA in SMARTICLES. Preclinical efficacy of MTL-CEBPA was
first demonstrated in rat liver diseases, treatment with MTL-CEBPA resulted in the increase
of CEBPA expression in the liver and this promotes disease reversal of several models in-
cluding the DEN-induced cirrhotic hepatocellular carcinoma (HCC), carbon-tetrachloride-
induced fibrosis and the methionine and choline-deficient diet-induced non-alcoholic
steatohepatitis [53].

CEBPA is a master regulator of myeloid differentiation [54]. Mice with knock-out of
CEBPA have an increase in the number of myeloid-derived suppressor cells (MDSC) in the
tumor, increased expression of proangiogenic markers and accelerated tumor growth [55].
An earlier study demonstrated that peritoneal macrophages collected from tumor-bearing
mice have diminished CEBPA expression levels and have marked reduction of IL12 pro-
duction upon stimulation—a phenotype that is consistent with MDSC immunosuppressive
characteristics [56]. MTL-CEBPA is highly suited to restore CEBPA expression in MDSC.
Intravenous injection of a fluorescently labeled MTL-CEBPA in a rodent model showed
biodistribution of the compound to macrophages and dendritic cells in the peripheral
blood, analysis of myeloid cells within organs and tumors tissue also indicated substan-
tial uptake of the labeled compound. An increase in CEBPA expression was confirmed
in monocytic-MDSC (M-MDSC) and tumor-associated macrophage (TAM) populations
isolated from the tumors of mice treated with MTL-CEBPA. These cells also confirmed a
reversal of their immunosuppressive function in ex vivo T cell co-culture experiments [57].

As profound immune suppression mediated by MDSC and TAM within the tumor
microenvironment greatly limits the response rate of patients undergoing immune check-
point inhibitors (ICI) treatment, it is important to test the effect of ICI in combination
with MDSC alternating agents [58]. A comprehensive series of preclinical combination
studies involving MTL-CEBPA with ICI is reported. MTL-CEBPA improved the anti-tumor
effect of PD-1 antibody and CTLA4 antibody treatment in murine models of colon and
lung carcinoma, respectively [57,59]. Furthermore, since combinations of MTL-CEBPA
and CPI are well-tolerated, further cancer treatment modalities could be added to maxi-
mize the anti-tumor potential of these immunotherapy-based combinations. Cancer cells
produce prostaglandin E2 (PGE2) through the PTGS2-COX2 pathway to effect immune
evasion by several mechanisms [60]. Celecoxib, a selective COX-2 inhibitor that suppresses
cancer cell proliferation [61] was applied with a combination of CTLA4 antibody and
MTL-CEBPA. While monotherapy or a combination of any of the two modalities did not
fully suppress the growth of a CPI resistant Lewis lung carcinoma rodent model, combining
the three therapies completely inhibited tumor growth and tumors from this treatment
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group were significantly smaller than groups treated with any of the two combinations of
compounds [57]. Besides small molecule therapeutics, the combination of MTL-CEBPA and
PD-1 antibody was also tested with radiofrequency ablation (RFA), a standard treatment
option for HCC in the clinic associated with a significant survival benefit [62]. In this study,
subcutaneous tumors were implanted on both flanks and RFA treatment was administered
to only one of the flanks. Treatment of MTL-CEBPA with PD-1 antibody synergized with
the effects of RFA and led to strong inhibition of the non-RFA treated tumor on the other
flank. The abscopal effect observed was indicative of an immunomodulatory effect medi-
ated by combining MTL-CEBPA, PD-1 antibody with RFA, this allowed priming of T cells
that inhibited the growth of distal tumors. Indeed, these tumors exhibited the highest level
of tumor-infiltrating cytotoxic T cells and natural killer T cells [59]. Other anti-cancer agents
that were tested and demonstrated enhanced efficacy when applied in combination with
MTL-CEBPA included sorafenib (to be discussed in the next section) [63] and Lipofermata,
an inhibitor of PMN-MDSC [57,64].

Unlike monogenic disorders, the tumor microenvironment is an ecosystem comprising
many different cell types expressing an array of factors to support uncontrollable growth.
Preclinical studies of MTL-CEBPA established saRNA therapeutics as a safe and well-
tolerated modality that can be combined with other drugs to produce an all-round approach
to tumor control. Key cellular components within the tumor microenvironment are myeloid
cells, T-cells and cancer cells. MTL-CEBPA reduces the immunosuppressive activity of
myeloid cells to allow better efficacies of compounds targeting other cell types (Figure 2).
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cal tumor models. MTL-CEBPA inhibits the immunosuppressive function of myeloid cells within the
tumor and improves the efficacies of T-cell targeting therapy (1,2), cancer cell inhibitory therapy (3,4),
PMN-MDSC inhibitory therapy (5) and radiofrequency ablation (6). Triple combination studies con-
sisting of MTL-CEBPA with anti-PD-1 antibody and RFA or MTL-CEBPA with anti-CTLA4 antibody
and COX-2 inhibitor show further synergistic effects.
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6. Promising Observations of MTL-CEBPA in Clinical Trials

A Phase 1a, open-label, dose-escalation trial of MTL-CEBPA was conducted in patients
with advanced HCC. The administration of MTL-CEBPA demonstrated safety and a poten-
tial synergistic efficacy with tyrosine kinase inhibitor (TKI). Seven patients discontinued
from MTL-CEBPA treatment were subsequently treated with TKIs including regorafenib,
lenvatinib and sorafenib. Three of these patients who were TKI naïve showed a complete
radiological tumor response and one patient had a partial response. Furthermore, two of
the patients with lung metastases had complete resolution of multiple lung lesions [65].
The observed effects are most likely due to the combination of MTL-CEBPA with sorafenib
as the original Phase 3 study of sorafenib, reported only two partial responders and no
complete responder out of 299 patients randomized to receive the drug [66]. As immuno-
suppressive myeloid cells are the most likely cause of TKI resistance in HCC models [67,68],
prior treatment with MTL-CEBPA is thought to reverse this suppression to allow for better
efficacy of the TKI treatment.

Based on these observations, MTL-CEBPA entered a Phase 1b of the clinical trial
in combination with sorafenib which was given either concomitantly or sequentially.
Radiological regression of tumor was observed in 26.7% of patients with underlying viral
(HBV or HCV) etiology and three of these patients developed a complete response. Analysis
of peripheral blood from these patients showed a decrease in the MDSC population, while
post treatment liver biopsy analysis of a patient who had complete response showed
downregulation of the pro-tumor M2 tumor-associated macrophages [57]. These results
prompted the initiation of a large international multi-center study of MTL-CEBPA in
combination with pembrolizumab (PD-1 antibody) in adult patients with advanced solid
tumors.

7. Future Perspective for saRNA Therapeutics

Since the initial report of RNAa activity and coining of the term saRNA in 2006,
the research community has actively explored possibilities for utilizing these small 21
nucleotide dsRNAs to achieve transcriptional increase of native genes for therapeutic
purposes. While most existing therapies including small molecules, antibodies, ASO and
siRNA inhibit target activity, saRNA represents a new treatment that could directly activate
signaling pathways [69]. The exciting potential of saRNA therapeutics is evident from the
large volume of research showing efficacy in preclinical models and is further cemented by
the promising observations reported by MTL-CEBPA in clinical trials [57,70].

As a relatively new treatment modality, optimizations to improve saRNA therapeutics
and the range of diseases that they can treat are being explored. Delivery of saRNA to
the desired organ and cell type are under investigation using lipid nanoparticles, lipid
and polymer hybrids, dendrimers, aptamers and GalNac as delivery vehicles [71,72]. The
potency of saRNA can be augmented from a deeper understanding of saRNA biology,
smarter algorithm-based sequence selection and improvement of oligo stability by the
addition of chemical modifications. The combined output of these optimizations will
lead to the invention of a new generation of saRNA therapeutics to further rescue the
downregulation of previously undruggable gene targets.

Author Contributions: Conceptualization, C.P.T. and N.A.H.; Writing and editing, C.P.T., L.S., V.G.
and J.N.; Figures, L.S. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: The authors thank Brid M. Ryan for critical reading of the manuscript. The
figures in this manuscript were created using Biorender.com (accessed on 21 October 2021).

Conflicts of Interest: All authors are, at the time of writing this review, employees of MiNA Therapeutics.



Molecules 2021, 26, 6530 8 of 10

References
1. Lee, T.I.; Young, R.A. Transcriptional Regulation and Its Misregulation in Disease. Cell 2013, 152, 1237–1251. [CrossRef]
2. Janowski, B.A.; Younger, S.T.; Hardy, D.B.; Ram, R.; Huffman, K.E.; Corey, D.R. Activating Gene Expression in Mammalian Cells

with Promoter-Targeted Duplex RNAs. Nat. Chem. Biol. 2007, 3, 166–173. [CrossRef] [PubMed]
3. Li, L.-C.; Okino, S.T.; Zhao, H.; Pookot, D.; Place, R.F.; Urakami, S.; Enokida, H.; Dahiya, R. Small DsRNAs Induce Transcriptional

Activation in Human Cells. Proc. Natl. Acad. Sci. USA 2006, 103, 17337–17342. [CrossRef]
4. Britten, R.J.; Davidson, E.H. Gene Regulation for Higher Cells: A Theory. Science 1969, 165, 349–357. [CrossRef]
5. Kuwabara, T.; Hsieh, J.; Nakashima, K.; Taira, K.; Gage, F.H. A Small Modulatory DsRNA Specifies the Fate of Adult Neural Stem

Cells. Cell 2004, 116, 779–793. [CrossRef]
6. Jopling, C.L.; Yi, M.; Lancaster, A.M.; Lemon, S.M.; Sarnow, P. Modulation of Hepatitis C Virus RNA Abundance by a Liver-

Specific MicroRNA. Science 2005, 309, 1577–1581. [CrossRef]
7. Huang, V.; Qin, Y.; Wang, J.; Wang, X.; Place, R.F.; Lin, G.; Lue, T.F.; Li, L.-C. RNAa Is Conserved in Mammalian Cells. PLoS ONE

2010, 5, e8848. [CrossRef]
8. Modarresi, F.; Faghihi, M.A.; Lopez-Toledano, M.A.; Fatemi, R.P.; Magistri, M.; Brothers, S.P.; van der Brug, M.P.; Wahlestedt, C.

Inhibition of Natural Antisense Transcripts in Vivo Results in Gene-Specific Transcriptional Upregulation. Nat. Biotechnol. 2012,
30, 453–459. [CrossRef]

9. Pennacchio, L.A.; Ahituv, N.; Moses, A.M.; Prabhakar, S.; Nobrega, M.A.; Shoukry, M.; Minovitsky, S.; Dubchak, I.; Holt, A.;
Lewis, K.D.; et al. In Vivo Enhancer Analysis of Human Conserved Non-Coding Sequences. Nature 2006, 444, 499–502. [CrossRef]

10. Visel, A.; Prabhakar, S.; Akiyama, J.A.; Shoukry, M.; Lewis, K.D.; Holt, A.; Plajzer-Frick, I.; Afzal, V.; Rubin, E.M.; Pennacchio, L.A.
Ultraconservation Identifies a Small Subset of Extremely Constrained Developmental Enhancers. Nat. Genet. 2008, 40, 158–160.
[CrossRef]

11. Uesaka, M.; Agata, K.; Oishi, T.; Nakashima, K.; Imamura, T. Evolutionary Acquisition of Promoter-Associated Non-Coding RNA
(PancRNA) Repertoires Diversifies Species-Dependent Gene Activation Mechanisms in Mammals. BMC Genom. 2017, 18, 285.
[CrossRef]

12. Meng, X.; Jiang, Q.; Chang, N.; Wang, X.; Liu, C.; Xiong, J.; Cao, H.; Liang, Z. Small Activating RNA Binds to the Genomic Target
Site in a Seed-Region-Dependent Manner. Nucleic Acids Res. 2016, 44, 2274–2282. [CrossRef]

13. Voutila, J.; Reebye, V.; Roberts, T.C.; Protopapa, P.; Andrikakou, P.; Blakey, D.C.; Habib, R.; Huber, H.; Saetrom, P.; Rossi, J.J.; et al.
Development and Mechanism of Small Activating RNA Targeting CEBPA, a Novel Therapeutic in Clinical Trials for Liver Cancer.
Mol. Ther. J. Am. Soc. Gene Ther. 2017, 25, 2705–2714. [CrossRef]

14. Place, R.F.; Noonan, E.J.; Földes-Papp, Z.; Li, L.-C. Defining Features and Exploring Chemical Modifications to Manipulate RNAa
Activity. Curr. Pharm. Biotechnol. 2010, 11, 518–526. [CrossRef]

15. Chu, Y.; Yue, X.; Younger, S.T.; Janowski, B.A.; Corey, D.R. Involvement of Argonaute Proteins in Gene Silencing and Activation by
RNAs Complementary to a Non-Coding Transcript at the Progesterone Receptor Promoter. Nucleic Acids Res. 2010, 38, 7736–7748.
[CrossRef]

16. Zhao, X.; Reebye, V.; Hitchen, P.; Fan, J.; Jiang, H.; Sætrom, P.; Rossi, J.; Habib, N.A.; Huang, K.W. Mechanisms Involved in the
Activation of C/EBPα by Small Activating RNA in Hepatocellular Carcinoma. Oncogene 2019, 38, 3446–3457. [CrossRef]

17. Fimiani, C.; Goina, E.; Su, Q.; Gao, G.; Mallamaci, A. RNA Activation of Haploinsufficient Foxg1 Gene in Murine Neocortex. Sci.
Rep. 2016, 6, 39311. [CrossRef] [PubMed]

18. Huang, V.; Place, R.F.; Portnoy, V.; Wang, J.; Qi, Z.; Jia, Z.; Yu, A.; Shuman, M.; Yu, J.; Li, L.-C. Upregulation of Cyclin B1 by
MiRNA and Its Implications in Cancer. Nucleic Acids Res. 2012, 40, 1695–1707. [CrossRef]

19. Wu, H.-L.; Li, S.-M.; Hu, J.; Yu, X.; Xu, H.; Chen, Z.; Ye, Z.-Q. Demystifying the Mechanistic and Functional Aspects of P21 Gene
Activation with Double-Stranded RNAs in Human Cancer Cells. J. Exp. Clin. Cancer Res. CR 2016, 35, 145. [CrossRef]

20. Hu, J.; Chen, Z.; Xia, D.; Wu, J.; Xu, H.; Ye, Z.-Q. Promoter-Associated Small Double-Stranded RNA Interacts with Heterogeneous
Nuclear Ribonucleoprotein A2/B1 to Induce Transcriptional Activation. Biochem. J. 2012, 447, 407–416. [CrossRef]

21. Portnoy, V.; Huang, V.; Place, R.F.; Li, L.-C. Small RNA and Transcriptional Upregulation. Wiley Interdiscip. Rev. RNA 2011, 2,
748–760. [CrossRef]

22. Wang, B.; Sun, J.; Shi, J.; Guo, Q.; Tong, X.; Zhang, J.; Hu, N.; Hu, Y. Small-Activating RNA Can Change Nucleosome Positioning
in Human Fibroblasts. J. Biomol. Screen. 2016, 21, 634–642. [CrossRef]

23. Portnoy, V.; Lin, S.H.S.; Li, K.H.; Burlingame, A.; Hu, Z.-H.; Li, H.; Li, L.-C. SaRNA-Guided Ago2 Targets the RITA Complex to
Promoters to Stimulate Transcription. Cell Res. 2016, 26, 320–335. [CrossRef]

24. Yang, K.; Shen, J.; Xie, Y.-Q.; Lin, Y.-W.; Qin, J.; Mao, Q.-Q.; Zheng, X.-Y.; Xie, L.-P. Promoter-Targeted Double-Stranded Small
RNAs Activate PAWR Gene Expression in Human Cancer Cells. Int. J. Biochem. Cell Biol. 2013, 45, 1338–1346. [CrossRef]

25. Dar, S.A.; Kumar, M. SaRNAdb: Resource of Small Activating RNAs for Up-Regulating the Gene Expression. J. Mol. Biol. 2018,
430, 2212–2218. [CrossRef]

26. Kang, M.R.; Li, G.; Pan, T.; Xing, J.C.; Li, L.C. Development of therapeutic dsP21-322 for cancer treatment. Adv. Exp. Med. Biol.
2017, 983, 217–229.

27. Place, R.F.; Wang, J.; Noonan, E.J.; Meyers, R.; Manoharan, M.; Charisse, K.; Duncan, R.; Huang, V.; Wang, X.; Li, L.-C. Formulation
of Small Activating RNA Into Lipidoid Nanoparticles Inhibits Xenograft Prostate Tumor Growth by Inducing P21 Expression.
Mol. Ther. Nucleic Acids 2012, 1, e15. [CrossRef]

http://doi.org/10.1016/j.cell.2013.02.014
http://doi.org/10.1038/nchembio860
http://www.ncbi.nlm.nih.gov/pubmed/17259978
http://doi.org/10.1073/pnas.0607015103
http://doi.org/10.1126/science.165.3891.349
http://doi.org/10.1016/S0092-8674(04)00248-X
http://doi.org/10.1126/science.1113329
http://doi.org/10.1371/journal.pone.0008848
http://doi.org/10.1038/nbt.2158
http://doi.org/10.1038/nature05295
http://doi.org/10.1038/ng.2007.55
http://doi.org/10.1186/s12864-017-3662-1
http://doi.org/10.1093/nar/gkw076
http://doi.org/10.1016/j.ymthe.2017.07.018
http://doi.org/10.2174/138920110791591463
http://doi.org/10.1093/nar/gkq648
http://doi.org/10.1038/s41388-018-0665-6
http://doi.org/10.1038/srep39311
http://www.ncbi.nlm.nih.gov/pubmed/27995975
http://doi.org/10.1093/nar/gkr934
http://doi.org/10.1186/s13046-016-0423-y
http://doi.org/10.1042/BJ20120256
http://doi.org/10.1002/wrna.90
http://doi.org/10.1177/1087057116637562
http://doi.org/10.1038/cr.2016.22
http://doi.org/10.1016/j.biocel.2013.03.022
http://doi.org/10.1016/j.jmb.2018.03.023
http://doi.org/10.1038/mtna.2012.5


Molecules 2021, 26, 6530 9 of 10

28. Wei, J.; Zhao, J.; Long, M.; Han, Y.; Wang, X.; Lin, F.; Ren, J.; He, T.; Zhang, H. P21WAF1/CIP1 Gene Transcriptional Activation
Exerts Cell Growth Inhibition and Enhances Chemosensitivity to Cisplatin in Lung Carcinoma Cell. BMC Cancer 2010, 10, 632.
[CrossRef]

29. Zhang, Z.; Wang, Z.; Liu, X.; Wang, J.; Li, F.; Li, C.; Shan, B. Up-Regulation of P21WAF1/CIP1 by Small Activating RNA Inhibits
the in Vitro and in Vivo Growth of Pancreatic Cancer Cells. Tumori 2012, 98, 804–811. [CrossRef]

30. Kang, M.R.; Yang, G.; Place, R.F.; Charisse, K.; Epstein-Barash, H.; Manoharan, M.; Li, L.C. Intravesical Delivery of Small
Activating RNA Formulated into Lipid Nanoparticles Inhibits Orthotopic Bladder Tumor Growth. Cancer Res. 2012, 72, 5069–5079.
[CrossRef] [PubMed]

31. Wang, L.L.; Feng, C.L.; Zheng, W.S.; Huang, S.; Zhang, W.X.; Wu, H.N.; Zhan, Y.; Han, Y.X.; Wu, S.; Jiang, J.D. Tumor-Selective
Lipopolyplex Encapsulated Small Active RNA Hampers Colorectal Cancer Growth in Vitro and in Orthotopic Murine. Biomaterials
2017, 141, 13–28. [CrossRef] [PubMed]

32. Lin, D.; Meng, L.; Xu, F.; Lian, J.; Xu, Y.; Xie, X.; Wang, X.; He, H.; Wang, C.; Zhu, Y. Enhanced Wild-Type P53 Expression by Small
Activating RNA DsP53-285 Induces Cell Cycle Arrest and Apoptosis in Pheochromocytoma Cell Line PC12. Oncol. Rep. 2017, 38,
3160–3166. [CrossRef]

33. Nowell, C.S.; Radtke, F. Notch as a Tumour Suppressor. Nat. Rev. Cancer 2017, 17, 145–159. [CrossRef] [PubMed]
34. Ma, L.; Jiang, K.; Jiang, P.; He, H.; Chen, K.; Shao, J.; Deng, G. Mechanism of Notch1-SaRNA-1480 Reversing Androgen Sensitivity

in Human Metastatic Castration-Resistant Prostate Cancer. Int. J. Mol. Med. 2020, 46, 265–279. [CrossRef] [PubMed]
35. Wei, J.; Gao, P.; Han, Y.; Zhang, L.; Ren, J.; Lin, F.; Min, L.; Wang, X.; He, T.; Dong, K.; et al. Double Strand RNA-Guided

Endogeneous E-Cadherin up-Regulation Induces the Apoptosis and Inhibits Proliferation of Breast Carcinoma Cells in Vitro and
in Vivo. Cancer Sci. 2010, 101, 1790–1796. [CrossRef]

36. Dai, J.; He, H.; Lin, D.; Wang, C.; Zhu, Y.; Xu, D. Up-Regulation of E-Cadherin by SaRNA Inhibits the Migration and Invasion of
Renal Carcinoma Cells. Int. J. Clin. Exp. Pathol. 2018, 11, 5792–5800.

37. Li, F.; Li, J.; Yu, J.; Pan, T.; Yu, B.; Sang, Q.; Dai, W.; Hou, J.; Yan, C.; Zang, M.; et al. Identification of ARGLU1 as a Potential
Therapeutic Target for Gastric Cancer Based on Genome-Wide Functional Screening Data. EBioMedicine 2021, 69, 103436.
[CrossRef]

38. Damase, T.R.; Sukhovershin, R.; Boada, C.; Taraballi, F.; Pettigrew, R.I.; Cooke, J.P. The Limitless Future of RNA Therapeutics.
Front. Bioeng. Biotechnol. 2021, 9, 628137. [CrossRef]

39. Stechman, M.J.; Loh, N.Y.; Thakker, R.V. Genetic Causes of Hypercalciuric Nephrolithiasis. Pediatric Nephrol. 2009, 24, 2321–2332.
[CrossRef]

40. Zeng, T.; Duan, X.; Zhu, W.; Liu, Y.; Wu, W.; Zeng, G. SaRNA-Mediated Activation of TRPV5 Reduces Renal Calcium Oxalate
Deposition in Rat via Decreasing Urinary Calcium Excretion. Urolithiasis 2018, 46, 271–278. [CrossRef]

41. Kimura, Y.; Iwanaga, E.; Iwanaga, K.; Endo, S.; Inoue, Y.; Tokunaga, K.; Nagahata, Y.; Masuda, K.; Kawamoto, H.; Matsuoka, M.
A Regulatory Element in the 3′-untranslated Region of CEBPAis Associated with Myeloid/NK/T-cell Leukemia. Eur. J. Haematol.
2020, 96, 613–617.

42. Lourenço, A.R.; Coffer, P.J. A Tumor Suppressor Role for C/EBPα in Solid Tumors: More than Fat and Blood; Nature Publishing Group:
Berlin, Germany, 2017; Volume 36, pp. 5221–5230.

43. Loomis, K.D.; Zhu, S.; Yoon, K.; Johnson, P.F.; Smart, R.C. Genetic Ablation of CCAAT/Enhancer Binding Protein α in Epidermis
Reveals Its Role in Suppression of Epithelial Tumorigenesis. Cancer Res. 2007, 67, 6768–6776. [CrossRef] [PubMed]

44. Bennett, K.L.; Hackanson, B.; Smith, L.T.; Morrison, C.D.; Lang, J.C.; Schuller, D.E.; Weber, F.; Eng, C.; Plass, C. Tumor Suppressor
Activity of CCAAT/Enhancer Binding Protein a Is Epigenetically down-Regulated in Head and Neck Squamous Cell Carcinoma.
Cancer Res. 2007, 67, 4657–4664. [CrossRef] [PubMed]

45. Sato, A.; Yamada, N.; Ogawa, Y.; Ikegami, M. CCAAT/Enhancer-Binding Protein-α Suppresses Lung Tumor Development in
Mice through the P38α MAP Kinase Pathway. PLoS ONE 2013, 8, e57013. [CrossRef] [PubMed]

46. Shim, M.; Powers, K.L.; Ewing, S.J.; Zhu, S.; Smart, R.C. Diminished Expression of C/EBPa in Skin Carcinomas Is Linked to
Oncogenic Ras and Reexpression of C/EBPa in Carcinoma Cells Inhibits Proliferation. Cancer Res. 2005, 65, 861–867.

47. Lu, J.; Du, C.; Yao, J.; Wu, B.; Duan, Y.; Zhou, L.; Xu, D.; Zhou, F.; Gu, L.; Zhou, H.; et al. C/EBPα Suppresses Lung
Adenocarcinoma Cell Invasion and Migration by Inhibiting β-Catenin. Cell. Physiol. Biochem. Int. J. Exp. Cell. Physiol. Biochem.
Pharmacol. 2017, 42, 1779–1788. [CrossRef]

48. Zhang, L.-M.; Li, M.; Tian, C.-C.; Wang, T.-T.; Mi, S.-F. CCAAT Enhancer Binding Protein α Suppresses Proliferation, Metastasis,
and Epithelial-Mesenchymal Transition of Ovarian Cancer Cells via Suppressing the Wnt/β-Catenin Signaling. Neoplasma 2021,
68, 602–612. [CrossRef]

49. Reebye, V.; Saetrom, P.; Mintz, P.J.; Huang, K.-W.; Swiderski, P.; Peng, L.; Liu, C.; Liu, X.; Lindkaer-Jensen, S.; Zacharoulis, D.; et al.
Novel RNA Oligonucleotide Improves Liver Function and Inhibits Liver Carcinogenesis in Vivo. Hepatology 2014, 59, 216–227.
[CrossRef] [PubMed]

50. Yoon, S.; Huang, K.W.; Reebye, V.; Mintz, P.; Tien, Y.W.; Lai, H.S.; Sætrom, P.; Reccia, I.; Swiderski, P.; Armstrong, B.; et al.
Targeted Delivery of C/EBPα -SaRNA by Pancreatic Ductal Adenocarcinoma-Specific RNA Aptamers Inhibits Tumor Growth in
Vivo. Mol. Ther. 2016, 24, 1106–1116. [CrossRef]

http://doi.org/10.1186/1471-2407-10-632
http://doi.org/10.1177/030089161209800620
http://doi.org/10.1158/0008-5472.CAN-12-1871
http://www.ncbi.nlm.nih.gov/pubmed/22869584
http://doi.org/10.1016/j.biomaterials.2017.06.029
http://www.ncbi.nlm.nih.gov/pubmed/28666099
http://doi.org/10.3892/or.2017.5993
http://doi.org/10.1038/nrc.2016.145
http://www.ncbi.nlm.nih.gov/pubmed/28154375
http://doi.org/10.3892/ijmm.2020.4597
http://www.ncbi.nlm.nih.gov/pubmed/32626918
http://doi.org/10.1111/j.1349-7006.2010.01594.x
http://doi.org/10.1016/j.ebiom.2021.103436
http://doi.org/10.3389/fbioe.2021.628137
http://doi.org/10.1007/s00467-008-0807-0
http://doi.org/10.1007/s00240-017-1004-z
http://doi.org/10.1158/0008-5472.CAN-07-0139
http://www.ncbi.nlm.nih.gov/pubmed/17638888
http://doi.org/10.1158/0008-5472.CAN-06-4793
http://www.ncbi.nlm.nih.gov/pubmed/17510391
http://doi.org/10.1371/journal.pone.0057013
http://www.ncbi.nlm.nih.gov/pubmed/23437297
http://doi.org/10.1159/000479457
http://doi.org/10.4149/neo_2021_210103N2
http://doi.org/10.1002/hep.26669
http://www.ncbi.nlm.nih.gov/pubmed/23929703
http://doi.org/10.1038/mt.2016.60


Molecules 2021, 26, 6530 10 of 10

51. Yoon, S.; Huang, K.-W.; Andrikakou, P.; Vasconcelos, D.; Swiderski, P.; Reebye, V.; Sodergren, M.; Habib, N.; Rossi, J.J. Targeted
Delivery of C/EBPα-SaRNA by RNA Aptamers Shows Anti-Tumor Effects in a Mouse Model of Advanced PDAC. Mol. Ther.
Nucleic Acids 2019, 18, 142–154. [CrossRef]

52. Bégay, V.; Smink, J.J.; Loddenkemper, C.; Zimmermann, K.; Rudolph, C.; Scheller, M.; Steinemann, D.; Leser, U.; Schlegelberger,
B.; Stein, H.; et al. Deregulation of the Endogenous C/EBPβ LIP Isoform Predisposes to Tumorigenesis. J. Mol. Med. 2015, 93,
39–49. [CrossRef]

53. Reebye, V.; Huang, K.W.; Lin, V.; Jarvis, S.; Cutilas, P.; Dorman, S.; Ciriello, S.; Andrikakou, P.; Voutila, J.; Saetrom, P.; et al. Gene
Activation of CEBPA Using SaRNA: Preclinical Studies of the First in Human SaRNA Drug Candidate for Liver Cancer. Oncogene
2018, 37, 3216–3228. [CrossRef]

54. Avellino, R.; Delwel, R. Expression and Regulation of C/EBPα in Normal Myelopoiesis and in Malignant Transformation. Blood
2017, 129, 2083–2091. [CrossRef]

55. Mackert, J.R.; Qu, P.; Min, Y.; Johnson, P.F.; Yang, L.; Lin, P.C. Dual Negative Roles of C/EBPα in the Expansion and pro-Tumor
Functions of MDSCs. Sci. Rep. 2017, 7, 14048. [CrossRef]

56. Torroella-Kouri, M.; Ma, X.; Perry, G.; Ivanova, M.; Cejas, P.J.; Owen, J.L.; Iragavarapu-Charyulu, V.; Lopez, D.M. Diminished
Expression of Transcription Factors Nuclear Factor KappaB and CCAAT/Enhancer Binding Protein Underlies a Novel Tumor
Evasion Mechanism Affecting Macrophages of Mammary Tumor-Bearing Mice. Cancer Res. 2005, 65, 10578–10584. [CrossRef]

57. Hashimoto, A.; Sarker, D.; Reebye, V.; Jarvis, S.; Sodergren, M.H.; Kossenkov, A.; Sanseviero, E.; Raulf, N.; Vasara, J.; Andrikakou,
P.; et al. Up-Regulation of C/EBPα Inhibits Suppressive Activity of Myeloid Cells and Potentiates Antitumor Response in Mice
and Cancer Patients. Clin. Cancer Res. 2021. [CrossRef]

58. Weber, R.; Fleming, V.; Hu, X.; Nagibin, V.; Groth, C.; Altevogt, P.; Utikal, J.; Umansky, V. Myeloid-Derived Suppressor Cells
Hinder the Anti-Cancer Activity of Immune Checkpoint Inhibitors. Front. Immunol. 2018, 9, 1310. [CrossRef]

59. Huang, K.-W.; Tan, C.P.; Reebye, V.; Chee, C.E.; Zacharoulis, D.; Habib, R.; Blakey, D.C.; Rossi, J.J.; Habib, N.; Sodergren, M.H.
MTL-CEBPA Combined with Immunotherapy or RFA Enhances Immunological Anti-Tumor Response in Preclinical Models. Int.
J. Mol. Sci. 2021, 22, 9168. [CrossRef]

60. Pu, D.; Yin, L.; Huang, L.; Qin, C.; Zhou, Y.; Wu, Q.; Li, Y.; Zhou, Q.; Li, L. Cyclooxygenase-2 Inhibitor: A Potential Combination
Strategy with Immunotherapy in Cancer. Front. Oncol. 2021, 11, 637504. [CrossRef]

61. Williams, C.S.; Tsujii, M.; Reese, J.; Dey, S.K.; DuBois, R.N. Host Cyclooxygenase-2 Modulates Carcinoma Growth. J. Clin. Investig.
2000, 105, 1589–1594. [CrossRef]

62. Qi, X.; Zhao, Y.; Li, H.; Guo, X.; Han, G. Management of Hepatocellular Carcinoma: An Overview of Major Findings from
Meta-Analyses. Oncotarget 2016, 7, 34703–34751. [CrossRef]

63. Habib, N.A.; Huang, K.-W.; Reebye, V.; Sodergren, M.; Rossi, J. Abstract 3856: MTLCEBPA, a Drug Candidate for Hepatocellular-
Carcinoma Enhances Efficacy of Sorafenib. Cancer Res. 2019, 79, 3856. [CrossRef]

64. Veglia, F.; Tyurin, V.A.; Blasi, M.; de Leo, A.; Kossenkov, A.V.; Donthireddy, L.; To, T.K.J.; Schug, Z.; Basu, S.; Wang, F.; et al. Fatty
Acid Transport Protein 2 Reprograms Neutrophils in Cancer. Nature 2019, 569, 73–78. [CrossRef] [PubMed]

65. Sarker, D.; Plummer, E.R.; Basu, B.; Meyer, T.; Huang, K.-W.; Evans, T.R.J.; Spalding, D.; Ma, Y.T.; Palmer, D.H.; Chee, C.E.;
et al. Preliminary Results of a First-in-Human, First-in-Class Phase I Study of MTL-CEBPA, a Small Activating RNA (SaRNA)
Targeting the Transcription Factor C/EBP-α in Patients with Advanced Liver Cancer. J. Clin. Oncol. 2018, 36, 2509. [CrossRef]

66. Llovet, J.M.; Ricci, S.; Mazzaferro, V.; Hilgard, P.; Gane, E.; Blanc, J.-F.; de Oliveira, A.C.; Santoro, A.; Raoul, J.-L.; Forner, A.; et al.
Sorafenib in Advanced Hepatocellular Carcinoma. N. Engl. J. Med. 2008, 359, 378–390. [CrossRef]

67. Zhou, S.L.; Zhou, Z.J.; Hu, Z.Q.; Huang, X.W.; Wang, Z.; Chen, E.B.; Fan, J.; Cao, Y.; Dai, Z.; Zhou, J. Tumor-Associated Neutrophils
Recruit Macrophages and T-Regulatory Cells to Promote Progression of Hepatocellular Carcinoma and Resistance to Sorafenib.
Gastroenterology 2016, 150, 1646–1658.e17. [CrossRef]

68. Chang, C.J.; Yang, Y.H.; Chiu, C.J.; Lu, L.C.; Liao, C.C.; Liang, C.W.; Hsu, C.H.; Cheng, A.L. Targeting Tumor-Infiltrating Ly6G+
Myeloid Cells Improves Sorafenib Efficacy in Mouse Orthotopic Hepatocellular Carcinoma. Int. J. Cancer 2018, 142, 1878–1889.
[CrossRef]

69. Kingwell, K. Small Activating RNAs Lead the Charge to Turn up Gene Expression. Nat. Rev. Drug Discov. 2021, 20, 573–574.
[CrossRef]

70. Sarker, D.; Plummer, R.; Meyer, T.; Sodergren, M.; Basu, B.; Chee, C.E.; Huang, K.-W.; Palmer, D.H.; Ma, Y.T.; Evans, T.R.J.;
et al. MTL-CEBPA, a Small Activating RNA Therapeutic up-Regulating C/EBP-α, in Patients with Advanced Liver Cancer: A
First-in-Human, Multi-Centre, Open-Label, Phase I Trial. Clin. Cancer Res. Off. J. Am. Assoc. Cancer Res. 2020, 26, 3936–3946.
[CrossRef]

71. Kwok, A.; Raulf, N.; Habib, N. Developing Small Activating RNA as a Therapeutic: Current Challenges and Promises. Ther.
Deliv. 2019, 10, 151–164. [CrossRef]

72. Debacker, A.J.; Voutila, J.; Catley, M.; Blakey, D.; Habib, N. Delivery of Oligonucleotides to the Liver with GalNAc: From Research
to Registered Therapeutic Drug. Mol. Ther. 2020, 28, 1759–1771. [CrossRef]

http://doi.org/10.1016/j.omtn.2019.08.017
http://doi.org/10.1007/s00109-014-1215-5
http://doi.org/10.1038/s41388-018-0126-2
http://doi.org/10.1182/blood-2016-09-687822
http://doi.org/10.1038/s41598-017-12968-2
http://doi.org/10.1158/0008-5472.CAN-05-0365
http://doi.org/10.1158/1078-0432.CCR-21-0986
http://doi.org/10.3389/fimmu.2018.01310
http://doi.org/10.3390/ijms22179168
http://doi.org/10.3389/fonc.2021.637504
http://doi.org/10.1172/JCI9621
http://doi.org/10.18632/oncotarget.9157
http://doi.org/10.1158/1538-7445.AM2019-3856
http://doi.org/10.1038/s41586-019-1118-2
http://www.ncbi.nlm.nih.gov/pubmed/30996346
http://doi.org/10.1200/JCO.2018.36.15_suppl.2509
http://doi.org/10.1056/NEJMoa0708857
http://doi.org/10.1053/j.gastro.2016.02.040
http://doi.org/10.1002/ijc.31216
http://doi.org/10.1038/d41573-021-00127-2
http://doi.org/10.1158/1078-0432.CCR-20-0414
http://doi.org/10.4155/tde-2018-0061
http://doi.org/10.1016/j.ymthe.2020.06.015

	RNA Activation Is a Novel Class of Therapeutics 
	Molecular Mechanisms of RNAa 
	Applications of saRNA in Preclinical Disease Models 
	saRNA Targeting CEBPA Expression Demonstrates Anti-Tumor Activity 
	Formulated CEBPA-51 saRNA (MTL-CEBPA) Targets Immunosuppressive Myeloid Cells and Synergize with Other Anti-Cancer Agents 
	Promising Observations of MTL-CEBPA in Clinical Trials 
	Future Perspective for saRNA Therapeutics 
	References

