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Effects of microRNA‑298 on APP 
and BACE1 translation differ 
according to cell type and 3′‑UTR 
variation
Ruizhi Wang & Debomoy K. Lahiri*

Alzheimer’s disease (AD) is marked by neurofibrillary tangles and senile plaques composed of amyloid 
β (Aβ) peptides. However, specific contributions of different cell types to Aβ deposition remain 
unknown. Non-coding microRNAs (miRNA) play important roles in AD by regulating translation 
of major associated proteins, such as Aβ precursor protein (APP) and β-site APP-cleaving enzyme 
(BACE1), two key proteins associated with Aβ biogenesis. MiRNAs typically silence protein expression 
via binding specific sites in mRNAs’ 3′-untranslated regions (3′-UTR). MiRNAs regulate protein levels in 
a cell-type specific manner; however, mechanisms of the variation of miRNA activity remain unknown. 
We report that miR-298 treatment reduced native APP and BACE1 protein levels in an astrocytic but 
not in a neuron-like cell line. From miR-298’s effects on APP-3′-UTR activity and native protein levels, 
we infer that differences in APP 3′-UTR length could explain differential miR-298 activity. Such varied 
or truncated, but natural, 3′-UTR specific to a given cell type provides an opportunity to regulate 
native protein levels by particular miRNA. Thus, miRNA’s effect tailoring to a specific cell type, 
bypassing another undesired cell type with a truncated 3′-UTR would potentially advance clinically-
relevant translational research.

Alzheimer’s disease (AD) is the leading cause of dementia globally and has no effective disease modifying 
therapy1. AD is a progressive neurodegenerative disease, pathologically characterized by extracellular deposition 
of amyloid plaques, intracellular neurofibrillary tangles, synaptic loss, dystrophic neurites, neuroinflammation 
and glia activation in vulnerable brain regions, including the hippocampus and cortex2. The co-existence of 
amyloid plaques, mainly comprising amyloid β (Aβ), and neurofibrillary tangles, mainly containing hyperphos-
phorylated tau protein, remains the fundamental requirement for pathological diagnosis3.

Aβ peptide is derived from its precursor molecule, Aβ precursor protein (APP) via sequential cleavage by 
β-secretase enzyme (β-site APP-cleaving enzyme, BACE1) and γ-secretase complex. Dysregulation of APP and 
BACE1 proteins during disease progression has long been the focus of AD research4–6. However, many clinical 
trials based upon the Aβ plaque cascade hypothesiss, trying to stop or reverse disease progression via altering 
Aβ levels resulted in unsatisfactory results7. Some renewed optimism has been fueled by aducanumab’s recent 
approval by the FDA as possibly the first disease-modifying anti-amyloid treatment8, although its unorthodox 
route to approval has raised scientific controversy and resignations from the FDA9,10. Several BACE1 inhibitor 
clinical trials used small pharmacological molecules including verubecestat, lanabecestat, and LY2886721 and 
found significant adverse effects in multiple organs besides brain11–15. Non-organ-specific overall BACE1 inhibi-
tion might account in part for the various adverse effects11. Thus, regulation of APP and BACE1 in an organ or 
cell type specific manner is very important, a goal that can be achieved by microRNA (miRNA) regulation of 
mRNA translation.

AD transcriptomes shows progressive changes in hippocampal functions, epigenetics and miRNA regulation16. 
AD is marked by cerebrovascular deposition of Aβ peptides; however, specific contributions of different tissue 
and cell types to Aβ deposition remain unknown. We try to bridge this knowledge gap by studying the role of 
specific miRNAs that play key roles in AD by regulating key proteins involved.

MiRNAs are short non-coding RNAs with mature length around 22 nucleotides (nt). They function as 
important regulators of mRNA translation. MiRNAs within the RISC complex generally inhibit target mRNA 
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expression by either transcription inhibition or mRNA degradation. MiRNA binding to target mRNA 3′-UTR 
usually depends on its seed sequence located at 2–8 nucleotide from the miRNA 5′ end. Seed sequence base 
pairing with target mRNA 3′-UTR is exactly complementary though base pairing on other sites may not be 
perfect17,18.

Regulation of APP and BACE1 mRNAs by miRNAs has become the primary focus in the field. APP mRNA 
is regulated by multiple miRNAs including miR-20b, miR-101, miR-153, miR-31, miR-346, miR-106a, and miR-
520c19–26. BACE1 mRNA is regulated by miR-124, miR-339-5p, and miR-29c27–29. Notably, miR-298 reduced 
both APP and BACE1 levels30,31.

In this context, we have recently reported31 that miR-298 targets APP and BACE1 mRNA 3′-UTRs. In addi-
tion, miR-298 treatment reduced two major potentially toxic forms of Aβ peptides (Aβ 1–40 and Aβ 1–42) in 
primary human mixed cell cultures derived from human fetal brain samples, presumably by reducing APP and 
BACE1 proteins. Surprisingly, miR-298 also reduced a specific isoform of tau protein. Furthermore, miR-298  
levels and single nucleotide polymorphism (SNPs) associated with AD progression. However, specificity of 
miR-298 functions regarding cell types including neurons, microglia and astrocytes has been poorly studied.

Several miRNA profiling studies have demonstrated that miRNA levels vary greatly in different cells, tissues 
and organs32. But differences in miRNA function and targeting in cell and tissue specific manners have not been 
well studied, especially mechanisms. MiRNA and mRNA transcript interaction can be extensively regulated 
via multiple potential mechanisms, which can be leveraged to clinical translational advantages. Alternative 
polyadenylation could shorten the length of mRNA 3′-UTRs which can delete miRNA binding sites. Further, 
the presence of a SNP within or around miRNA binding sites might alter the folding energy and hence bind-
ing affinity. Moreover, endogenous miRNA levels vary greatly among various cell types. The presence of high 
level of miRNAs could saturate the target. This is distinctly likely because miRNA-mRNA interaction follows 
Michaelis–Menten kinetics33. In addition, mRNA binding proteins that interfere with miRNA binding can also 
be expressed in a cell-type specific manner.

In the present study, we attempted to address miRNA’s activity at the cellular level. We posit that, although 
miRNA binds a specific seed sequence in the 3′-UTR of a target mRNA, variation in UTR length that results in 
omitting seed sequences could prevent a miRNA’s binding and, thus, its activity in a particular human cell line 
derived from a specific cell type. The “natural” 3′- UTR could be as long as the database-reported “full length” 
(e.g., 1133 nt for APP-3′-UTR) in a particular cell type or truncated (undefined) in another. We have considered 
several methods to determine the exact length and sequences of target mRNA 3′-UTR to account for differential 
miRNA activity. For example, ‘Rapid amplification of cDNA ends’ (RACE) is a common technique to obtain the 
sequence of an RNA transcript found within a cell. However, sequence information alone would not be sufficient 
to understand the activity of miRNA and hence its function in regulating cellular protein.

Herein we describe “miRNA-associated native protein expression” or “miRnape” by miRNA transfection and  
then cellular protein expression assays (protein and also mRNA levels). We present data that miRnape assay (see 
below) can determine a natural “UTR limit” for a miRNA’s function in a cell type or cell line in our case. Briefly, 
we selected several miRNAs that are located at different locations within APP-3 ‘-UTR. We checked the func-
tion of each miRNA on APP-3′-UTR activity using the full-length UTR and dual reporter assay. Since miRNAs 
bind to target sequence on mRNA 3′-UTR and inhibit protein, we checked protein expression too. In short, by 
selecting a range of miRNAs with different binding sites located at different positions on the same target mRNA 
3′-UTR, we could map the biologically active 3′-UTR. The miRnape technique would be useful in understanding 
a miRNA’s cellular function.

We show the effects of miR-298 in different cell lines as well as primary neural stem cells (NSCs). MiR-298 
reduces APP and BACE1 in one type of human astrocytes U373 but not in human differentiated neuroblastoma 
or microglia cells. Our results suggest that miR-298 regulates its targets in a cell type specific manner by leverag-
ing full-length or truncated 3′-UTRmRNA.

Results
Bioinformatic analyses of APP‑ and BACE1 3′‑UTR reveal potential miRNA binding sites and 
polyadenylation sites.  We consulted online bioinformatics tools to find potential polyadenylation sites 
within APP and BACE1 mRNA 3′-UTRs34. Alternative polyadenylation could shorten 3′-UTR lengths, thus inter-

Figure 1.   Schematic diagram showing APP and BACE1 mRNA 3′-UTR and effects of miR-298 on APP 3′-UTR 
activity in human differentiated neuroblastoma cells. (a,b) Scale drawings (not to same scale) of APP and 
BACE1 mRNA 3′-UTR separately along with potential polyadenylation sites and miRNA binding sites. Positions 
of miR-101, miR-298 and miR-339 seed sequence binding sites are shown. Potential polyadenylation sites 
are indicated by vertical lines and miRNA binding sites are shown as red boxes. (c) APP mRNA 3′-UTR was 
inserted into pEZX-MT05 plasmid downstream of secreted Gaussia luciferase (GLuc) gene. Another reporter 
gene in the plasmid, secreted Alkaline Phophastase (seAP), is independently transcribed and used as an internal 
control. (d) Scale drawing of exogenous APP mRNA full length 3′-UTR with miR-101 and miR-298 binding 
sites shown. (e,f). Plasmid pEZX-MT05 and miRNAs were co-transfected in differentiated neuronal cells, and 
thereafter processed as described in the ‘Material and methods’. Different treatment groups are as indicated 
in the figure. Briefly, cells were harvested and conditioned media were split into two parts to do separately 
GLuc and seAP luminescence assays. The GLuc/seAP ratio represents the target 3′-UTR activity, and data were 
analyzed. MiR-298 and miR-101 significantly reduced APP 3′-UTR activity but not empty vector versus mock 
transfection. Results of pairwise comparison of all treatments is shown by symbols. Treatments sharing a symbol 
did not significantly differ (p < 0.05). "(ns)" indicates no significant pairwise differences.
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a. APP mRNA 3’ -UTR, 1120 nucleotides (nt)

b. BACE1 mRNA 3’ -UTR, 4359 nucleotides 

c. Reporter construct fused with APP 3’-UTR

d. Exogenous, defined, APP 3’-UTR

e. Empty vector f. APP 3’-UTR
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fering with or even preventing miRNAs from binding to their target sequences (Fig. 1a,b). We obtained potential 
miR-101, miR-298 and miR-339-5p binding sites on APP and BACE1 3′-UTR from several bioinformatics pre-
diction tools including TargetScan35, StarMir36, miRDB37, miRmap38, and RNA2239. Several of these sites were 
experimentally validated in our lab and published in our previous works25,29,31. The seed sequence binding site 
of miR-101 (242–249 nt counting from the beginning of the 3′-UTR) on APP 3′-UTR is upstream of miR-298 
binding sites (549–555 nt, and 780–786 nt). In addition to APP, we also studied BACE1 regulation. The seed 
sequences of binding sites of miR-339-5p (484–490, and 610–617 nt) on BACE1 3′-UTR are also upstream of 
miR-298 binding sites (4225–4231 nt). Potential alternative polyadenylation could truncate the APP- or BACE1 
3′-UTRs, deleting miR-298 binding sites.

MiR‑298 reduced exogenous, full‑length, defined APP 3′‑UTR activity.  Full length, 1133 nt, well 
defined APP 3′UTR was cloned into a reporter vector and co-transfected with miRNAs into differentiated neuro-
blastoma SK-N-SH cells. (Fig. 1c,d) MiR-101 and miR-298 binding sites are shown in Fig. 1d. Separate treatment 
of miR-298 and miR-101 significantly reduced APP 3′-UTR activities as compared to APP 3′-UTR constructs 
alone and APP 3′-UTR with miR-298 inhibitors. (Fig. 1e,f) They did not significantly alter the activities of empty 
vector. Both miR-101 and miR-298 were able to bind exogenous full-length APP 3′-UTR and reduced its activity.

MiR‑298 administration reduced APP and BACE1 mRNA in astrocytes but not in differentiated 
neuroblastoma cells.  MiR-298 significantly reduced (~ 30%) APP and BACE1 mRNA levels in astrocytes 
(U373) (Fig. 2a,b) but not in differentiated neuroblastoma cells (SK-N-SH) (Fig. 2c,d). It indicates that miR-298 
associated with degrading target mRNA transcripts in astrocytes. Endogenous miR-298 level was significantly 
higher in differentiated neuroblastoma cells than in astrocytes (Fig. 2e). The miR-298 level was quantified by 
normalization with several other small non-coding RNA miR-16, RNU48, and RNU6B, validated and applied in 
various studies as reference small RNAs40–42. 

MiR‑298 significantly reduced endogenous native APP and BACE1 protein levels in human 
astrocyte cells.  First, we mapped appropriate miRNA binding sites (e.g., miR-339 and miR-298) that 
should be present in endogenous, native, undefined APP and BACE1 3′-UTRs (Fig. 3a,b). Notably, miR-298 
overexpression significantly reduced (~ 85–95%) levels of APP and BACE1 protein in human astrocyte cells vs. 
mock transfection. When miR-298 and antagomiR (anti-miR-298) were co-transfected, protein reduction was 
reversed, though partially. The antagomiR alone did not alter levels of APP or BACE1 (Fig. 3c–e), suggesting 
that interaction between the antagomiR with endogenous miR-298 is partial. Alternatively, endogenous miR-298 
levels were too low that there was no functional binding on its target mRNAs and that further inhibition by the 
antagomiR could not significantly alter target protein levels. Besides reduced APP and BACE1 protein levels, cell 
viability was also significantly reduced by miR-298 in astrocytes (Fig. 3f).

MiR‑298 did not reduce endogenous APP protein in differentiated neuroblastoma cells.  MiR-
101 and miR-298 binding sites on APP 3′-UTR were mapped. Potential 3′-UTR modifications could prevent 
miR-298 from binding (Fig. 4a). MiR-298 treatment did not significantly reduced APP protein versus mock 
transfection (Fig. 4b,c); and it was not significantly different from miR-298 inhibitor (antagomiR) treatment. 
Also, we noted different profiles of APP bands between these cell types, which could be due to splicing variants, 
and posttranslational modifications (Figs. 3, 4). MiR-298 treatment did not alter BACE1 protein levels (Fig. 4d). 
To determine whether transfection of  a small RNA is hindered in differentiated NB cells, we independently 
transfected cells with APP and BACE1 siRNA, which resulted in significant reduction of APP and BACE1 levels, 
respectively, suggesting that siRNA transfection was unhindered in these cells (Fig. 4e). MiR-298 treatment did 
not change neuronal cell viability in contrast to the significant reduction in U373, where both APP and BACE1 
levels were significantly reduced (Fig. 3e).

MiR‑339‑5p but not miR‑298 changed endogenous BACE1 protein levels in differentiated neu‑
roblastoma cells.  We mapped miRNA binding sites (e.g., miR-339-5p and miR-298) in BACE1 3′-UTR 
that should either be present or absent in endogenous native BACE1mRNA depending on the cell type (Fig. 5a). 
Like in APP3′-UTR described before, specific potential alternation or variation could interfere with miR-298 
binding. (Fig. 5a) Notably, miR-339-5p transfection but not miR-298 significantly reduced native BACE1 protein 
(Fig. 5b, c). Likewise, cell viability was not changed by miR-298. (Fig. 5d).

MiR‑298 treatment in neural stem cells did not alter APP or BACE1 protein levels.  Since U373 
and SK-N-SH are both cancer cell lines, some of their cancer features such as genome alteration may inter-
fere with interpretation. We applied neural stem cells (NSC) derived from footprint-free and karyotype nor-
mal human induced pluripotent stem cells (iPSCs) instead. Notably, miR-298 treatment did not change APP or 
BACE1 protein levels (Fig. 6a–c), while APP and BACE1 siRNA successfully reduced target protein expression, 
serving as positive controls. Cell viability was also not changed by miR-298 compared to mock transfection 
(Fig. 6d).

MiR‑298 treatment’s effect on APP and BACE1 proteins depends on “intrinsic properties” of 
each cell type.  We recognize that each cell type has not only potentially specific 3 ‘-UTRs for mRNAs, either 
full-length or truncated, but also other cellular ‘factors’ intrinsic to each cell type. Would cell-type specific fac-
tors, such as secreted proteins, cytokines, and small molecules explain differential miR-298 results (Figs. 4, 5, 6)? 
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Figure 2.   Effects of miR-298 treatment on APP and BACE1 mRNA in astrocytes and differentiated 
neuroblastoma cells. (a, b) Astrocytes were transfected with miR-298 for 3 days. RNA was harvested for reverse 
transcription and following quantification by real-time qPCR. APP and BACE1 mRNA showed significant 
reduction when transfected with miR-298. (c,d) Real-time qPCR analysis in differentiated neuroblastoma cells 
transfected with miR-298. (e) Quantification of endogenous miR-298 levels in astrocytes U373 and NBRA 
differentiated SK-N-SH. MiR-298 levels were normalized with the geometric means of miR-16, RNU48 and 
RNU6B. Significant pairwise difference indicated by "*".

Some proteins are secreted into cell culture media. Since cells are allowed to grow 72 h prior to harvest, could 
such secreted products influence the outcome of miR-298 in a cell-type manner? We reasoned that proteins and 
other products, usually secreted into the conditioned medium, could be a good proxy for each cell type. For this, 
we divided the experiment in the following way.

One set of astrocytes (U373) were transfected with miR-298 and cultured in fresh opti-MEM media for 3 days. 
The second set of astrocytes were similarly transfected with miR-298 but cultured in opti-MEM media condi-
tioned by differentiated neuroblastoma cells (SK-N-SH) for 3 days. Such media exchange, from ‘negative-effect’ 
SK-N-SH cells to U373 cells to, did not significantly change effects observed in U373 cells (Fig. 7a,b) Therefore, 
miR-298’s effect remained the same irrespective of post-transfection media change in astrocytes. Thus we attrib-
ute it to intrinsic property of the cell type used herein. We also performed the reverse (cell type) experiment. The 
first batch of neuroblastoma (SK-N-SH) cells were transfected with miR-298 and cultured in fresh opti-MEM 
media. The second set of SK-N-SH cultures were transfected with miR-298 but cultured in opti-MEM media 
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a. Endogenous, undefined, APP 3’-UTR

b. Endogenous, undefined, BACE1 3’-UTR

c. APP
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Figure 3.   Effects of miR-298 on endogenous APP and BACE1 levels in human astrocyte cells. (a,b) Scale 
drawings of endogenous APP and BACE1 mRNA undefined 3′-UTR with miR-298 binding sites. With 
full-length 3′-UTR, where miRNAs can bind, miR-298 can reduce APP and BACE1 expression levels. (c,d) 
Densitometric analysis of APP and BACE1 levels. Each symbol represents a different statistical group. (e) 
Cell viability determined by CTG assay. (f) Western blotting of APP, BACE1 and β-actin. Results of pairwise 
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0.05). "(ns)" indicates no significant pairwise differences.



7

Vol.:(0123456789)

Scientific Reports |         (2022) 12:3074  | https://doi.org/10.1038/s41598-022-05164-4

www.nature.com/scientificreports/

a. Endogenous, undefined, APP 3’-UTR
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conditioned by U373 cells for 3 days. As before, such media exchange did not significantly change outcomes. 
(Supplementary Fig. 1a,b) In differentiated neuroblastoma, miR-298’s “negative-effect” was not altered in the 
second set even though the cells received media from the “positive” U373 cells at the post-transfection stage.

Discussion
The central nervous system (CNS) is a remarkably complex organ system, requiring an equally complex network 
of molecular pathways controlling the multitude of diverse cellular activities. Gene expression is a critical node 
at which regulatory control of molecular networks is implemented. As such, elucidating the various mechanisms 
employed in the physiological regulation of gene expression in the CNS is important both for establishing a 
reference for comparison to the diseased state and for expanding the set of validated drug targets available for 
disease intervention. MicroRNAs (miRNAs) are an abundant class of small RNA that mediates potent inhibitory 
effects on global gene expression. Recent advances have been made in methods employed to study the contribu-
tion of these miRNAs to gene expression43. Here we present a methodological workflow from the perspective of 
an investigator studying the physiological regulation of a gene of interest. We discuss methods for identifying 
putative miRNA target sites in a transcript of interest, strategies for validating predicted target sites, assays for 
detecting miRNA expression, and approaches for disrupting endogenous miRNA function. We consider both 
advantages and limitations, highlighting certain caveats that inform the suitability of a given method for a specific 
application. Through careful implementation of the appropriate methodologies discussed herein, we hope that 
important discoveries related to miRNA participation in CNS physiology and dysfunction are on the horizon.
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Our lab has studied the mechanisms of cell-type-specific regulation of APP, APOE, and BACE1 genes, focus-
ing primarily on promoters and 5′-flanking regions44–49. The present novel findings of miRNA’s role on protein 
expression, focusing on the 3′-UTR of APP and BACE1, add significantly to our previous studies on gene regula-
tion. Herein, we posit that although miRNA binds a specific seed sequence in target mRNA 3′- UTR, the variation 
in UTR length might prevent a miRNA’s binding and, thus, affects its activity in a particular cell type. In this 
study, we demonstrated that miR-298 significantly reduced APP and BACE1 levels in human astrocytes at both 
protein and mRNA levels. But miR-298 did not alter APP or BACE1 levels in other human cell lines. Surprisingly, 
the effects of one miRNA could be so diversified and even contrasting in different cells. The cell-type-specific 
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regulation by miRNAs has not been well studied. Few cases have been reported, but the exact mechanism of the 
phenomenon remains unclear50.

We embarked on this study to answer a fundamental question. It is known that miRNA regulates protein levels 
in a cell-type specific manner but how miRNA functions differently in various cell types remains elusive. We 
postulated that although miRNA binds a specific seed sequence in the 3′-UTR of a target mRNA, the variation 
in UTR length could prevent a miRNA’s binding and thus affect its activity in a particular cell type. We reasoned 
that the natural 3′-UTR could be a full length (e.g., 1.12 nt for APP-3′-UTR and 4.36 nt for BACE1-3′-UTR) in 
a particular cell type or truncated (undefined) in another. The main objective of our work was to address this 
issue as far as miRNA’s function is concerned.

We deliberated other methods to determine the exact sequences of target mRNA 3′-UTR in order to account 
for differential miRNA activity. For example, the RACE technique is generally used to obtain the full-length 
sequence of an RNA transcript found within a cell. RACE produces a cDNA copy of the RNA sequence of interest, 
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generated through reverse transcription, followed by PCR amplification of the cDNA copies. It involves using 
one common primer that takes advantage of mRNA transcript poly (A) tail and another customized primer. In 
essence, the PCR amplification is one-sided PCR with single-sided specificity. Also, such a sequence is not suf-
ficient to understand the activity of miRNA and hence its function in regulating cellular protein. While it is true 
that 3′-UTR-mRNA sequence alone will not elucidate every single tiny aspect of mRNA-miRNA interaction, 
the sequence information will determine if a cell tends to favor truncated 3′-UTR sequences. In this context, the 
miRnape approach emphasizes the functional aspect of mRNA-miRNA interaction regarding a miRNA’s effects 
on UTR-based reporter activity and native protein expression levels.

Instead of RACE, we utilized a miRnape to determine a natural “UTR stop” in a cell type. In essence, we 
selected several miRNAs that are located at different locations within APP 3′-UTR or BACE1 3′-UTR. We checked 
the function of each miRNA on UTR activity using the full-length 3’-UTR and by dual reporter assay. Then we 
checked the function of each miRNA on native protein levels. Transfection results of known miRNA on native 
protein expression would determine whether UTR is fully active (positive results) or truncated (negative results) 
in a particular cell type. We then matched the results by doing transfection experiment with a known full-length 
UTR. Using a range of miRNAs with binding sites spread across the same target mRNA transcript 3′-UTR, we 
could map the functional miRNA’s site within 3′-UTRmRNA. Our miRnape approach is useful in understanding 
cellular function of a miRNA.

To explain our work, we also propose several potential hypotheses and additional explanations. For exam-
ple, 3′-UTR can either be truncated, mutated, or bound by some cis-acting elements as shown in Fig. 7c.

Scenario 1: Endogenous miR-298 levels vary in various cells. It is possible that in some cells miR-298 levels 
are sufficiently high that its targets are already saturated. Additional exogenous miR-298 mimic transfected into 
cells could not further reduce endogenous APP and BACE1 levels. However, this hypothesis is not favored in our 
case based on the two pieces of evidence. First, endogenous miR-298 levels vary little compared to exogenous 
miR-298 transfection. An about fivefold elevation in differentiated neuroblastoma cells may not likely to saturate 
its target. Second, even if endogenous miR-298 had already saturated to its targets, exogenous miR-298 inhibitors 
might disengage that interaction and significantly increase APP and BACE1 levels, which is not the case. Our 
challenge is to recognize that mRNA: microRNA interaction kinetics are not linear.

Scenario 2: Alternative polyadenylation sites or SNPs are present within mRNA 3′-UTR targeted by miR-298. 
Our results suggest that endogenous APP protein was reduced only in U373 but not HMC3, HeLa or differenti-
ated neuroblastoma cells, and that a full-length APP 3′-UTR activity reporter activity was reduced in differenti-
ated neuroblastoma cells when co-transfected with miR-298 mimics. These results suggest that endogenous APP 
3′-UTRs may not be identical in all cell types. There are two possibilities, either alternative polyadenylation sites 
make the APP 3′-UTR shorter in some cells or the APP 3′-UTR has cell culture-originating SNPs in miR-298 
binding region that reduces miR-298 binding affinity. However, any SNPs reported in the NCBI SNP database 
are located within or close to miR-101, miR-298, and miR-339 seed sequence binding sites on APP and BACE1 
mRNA 3′-UTR, are of very low frequency (< 0.03%). The presence of such a low frequency of related SNPs would 
make it unlikely that they explain the miRNA effect differences observed by these rare SNPs, some of which 
are listed in Table 1. However, that does not prove that these specific cells do not have SNPs that have not been 
reported yet,

Scenario 3: Some cis-acting elements bind to APP and BACE1 mRNA 3′-UTR and may prevent miR-298 
from binding. For example, TGF-β treatment increased APP mRNA levels via an unidentified 68 kDa protein 
binding to APP 3’-UTR​51. HuD promoted both APP and BACE1 mRNA stability by interacting with their mRNA 
3′-UTR​52. Other proteins, such as hnRNP C and fragile X mental retardation protein (FMRP) compete with each 
other for APP 3′-UTR binding53. Their binding on 3′-UTR could potentially affect miRNA binding. Further, the 
hypothesis that cell-type specific RNA binding proteins can bind to target mRNA and hence mask further miRNA 
binding was raised and described in detail54. MiRNA machinery in different cells could work differently, leading  
to different effects of one miRNA in various cell types. Even miR-298 and its target mRNA 3′-UTR are identical, 
and the results might differ in multiple cells. In the case of exogenous APP 3′-UTR transfection experiments, APP 
3′-UTR are over-expressed transiently into the cells compared to endogenous APP mRNA. The abundance of 
exogenous APP 3′-UTR may make endogenous cis-acting elements unavailable, which bind native APP mRNA. 
In other words, exogenous APP 3′-UTR might not be as tightly controlled as native APP mRNA.

In the future, sequences of native APP and BACE1 mRNA3′-UTRs for various cell types would be important 
to check UTR lengths and differences in polyadenylation. Likewise, sequences of genomic DNA from different 
cell cultures containing APP and BACE1 genes would confirm whether SNPs near the miR-298 binding site 
might interfere with the binding. Further, although we have shown results from primary iPSC-derived NSCs, 
transfection of miR-298 mimics in primary or iPSC derived astrocytes and microglia and neurons derived from 
same patient would be an important model. The role of miR-298 in these cells would have critical biological 
significance.

In addition to Aβ generation, APP also plays critical roles in multiple biological and pathological processes, 
including synaptic pruning, inflammation, iron regulation and mild traumatic brain injury (mTBI)55–57. Indeed, 
insufficient pruning could be a potential cause of autism spectrum disorder58,59.

Likewise, BACE1 serves more than an APP cleaving enzyme and a pathogenic role in AD. BACE1, an aspartic 
protease, has many other native substrates in the brain, such as neuregulin60, seizure protein 661 and sodium gated 
voltage channel β2 (Navβ2)62, which are important for neuron function and biology. Other BACE1 substrates 
are involved in cell signaling and immunity including Golgi localized membrane-bound α-2,6–sialyltransferase 
(ST6Gal I)63, interleukin-1 type II receptor (IL1R2)64, P–selectin glycoprotein ligand–1 (PSGL-1)65 and low 
density lipoprotein receptor–related protein (LRP)66. By reducing BACE1 levels in astrocytes instead of neurons, 
we could possibly inhibit pathological Aβ production while saving the physiological functions BACE1 has in 
neurons.
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We have also considered the translational implication of our work based on miRnape. We suggest that trun-
cated but natural, 3′-UTRs found provides an avenue to regulate native protein levels by a particular miRNA in a 
cell type-specific manner. In short, while a traditional chemical or drug would have access to any cells, miRNA’s 
(e.g., miR-298) biological effects can be tailored to a specific cell type (e.g., astrocytic line) over another undesired 
cell type (e.g., neurons) with a 3′-UTR truncated enough to lack a miRNA binding site. Likewise, other miRNAs 
and their target 3′-UTRs can be tested by the miRnape method. Future work is also warranted to study different 
scenarios and potential outcomes, as described above, to achieve optimal miRNA activity in regulating native 
protein expression.

Materials and methods
Cell culture.  Different cell lines, such as human glioblastoma (U373), neuroblastoma cells (SK-N-SH), 
microglia (HMC3) and HeLa cells, were obtained from ATCC. Cells were grown in Eagle’s modified minimum 
essential media (EMEM) containing 10% FBS and penicillin/streptomycin solution at 37 °C in 5% CO2 humid 
incubators as described67. Neuronal cultures were achieved by differentiating SK-N-SH cells with 10 µM all-
trans retinoic acid (ATRA, Sigma) for 7 days in 2% FBS maintenance media. Neuronal morphology with neur-
ites outgrowth and synaptic proteins expression including SNAP-25, synaptophysin and PSD95 were confirmed 
by microscope imaging or western blotting respectively. Neural stem cells were originated from blood cells of 
footprint-free and karyotype normal male individual’s .iPS cells (Applied Stemcell Inc.).

Identification of potential polyadenylation sites on APP and BACE1 3′‑UTR and miR‑101, 
miR‑298 and miR‑339 binding sites.  Multiple bioinformatics tools were consulted, which predict 
miRNA binding sites on target mRNA 3′-UTR via different algorithms35–39. Potential poly (A) sites were obtained 
from miRIAD database34.

Cloning of APP 3′‑UTR and BACE1 3′‑UTR into a dual reporter vector.  We performed the cloning 
of APP 3′-UTR (gene accession NM_000484.3) in the following way. APP 3′-UTR (1,120 nt) was cloned into 
a dual luciferase assay reporter vector pEZX-MT05 (GeneCopoeia), downstream of Guassia luciferase (GLuc) 
gene, which is driven by SV40 promoter. A synthetic poly (A) tail follows APP 3′-UTR sequence. The pEZX-
MT05 plasmid is 8,600 nt long containing a separately transcribed gene, Secreted Alkaline Phophastase (seAP) 
luciferase gene, with its own CMV promoter and poly(A) tail served as an internal control. Likewise, we cloned 
BACE1 3′-UTR (4,359 nt) (gene accession NM_012104.4) into a dual luciferase assay reporter vector pEZX-
MT05 as described above. The ratio of GLuc versus seAP luciferase readings represents target 3′-UTR activity.

Reporter assay to measure UTR activity.  GLuc and seAP luciferase activities were separately measured 
following the manufacturer’s instructions (GeneCopoeia). Briefly, cell transfection media supernatants were col-
lected and mixed with GLuc or seAP substrates. The luciferase intensities of mixes were then measured by a 
Veritas microplate luminometer (Turner Biosystems).

Transfection.  Transfections were performed when cells reached around 80% confluence. Culture media 
were replaced with Opti-MEM media with 1% FBS and antibiotics were omitted from transfection media. For 
miRNAs and siRNAs transfection, Lipofectamine RNAiMax was applied 2 µl per well in a 24 well plate format. 
Then 75 nM miRNA or 50 nM siRNA were premixed with RNAiMax according to the protocol. The newly 
formed RNA mimics-transfection complexes were added into each well and kept for 72 h or otherwise indicated 
in figure legends. For co-transfection of miRNAs with plasmid, cells were treated with Lipofectamine RNAiMax 
and reporter vector alone or along with 75 nM miRNAs. Cell culture media were harvested for luciferase assay 
after 72 h.

Lysis of cells.  After washing with PBS, cells were lysed on-plate with vigorous shaking using 100 µl RIPA 
buffer containing 1 × Halt Protease Inhibitor Cocktail (Thermo Scientific). Protein concentration was deter-
mined by BCA (ThermoFisher Scientific) assay according to the manufacturer’s instructions, and then Laemmli 
sample buffer (LSB) was added to each tube of lysate. Lysate and LSB mixes were boiled for 10 min and cooled 
down on ice or kept in freezers for further studies.

SDS–polyacrylamide gel electrophoresis (SDS–PAGE) and western blotting.  An equal amount 
of protein lysate was loaded onto 26 lane BisTris XT denaturing 4–12% polyacrylamide gels and run with XT 
MOPS or XT MES buffer at 200 V for 1 h. Proteins were separated with SDS-PAGE and then transferred over-
night onto PVDF membranes. Membranes were stained with 0.1% Ponceau S solution to confirm transfer suc-
cess. After three times of washing using TBS with 0.05% Tween 20 (TBST), membranes were incubated with 
5% nonfat milk in TBST for 1 h at room temperature. Primary antibodies were incubated at either room tem-
perature for 3 h or 4 °C overnight. Primary antibodies used in this study are: APP (Millipore MAB348), BACE1 
(Cell Signaling D10E5) and β-actin (Sigma A-5441). Either goat anti-rabbit or mouse secondary antibodies was 
applied for 1 h at room temperature. Protein bands were visualized using ECL and autoradiography. Films were 
scanned for densitometry analysis.

RNA isolation and real‑time quantitative PCR.  Total RNA was isolated with mirVana miRNA isola-
tion kit (ThermoFisher Scientific) following the manufacturer’s protocol. RNA concentration was assessed by 
Nanodrop instrument (ThermoFisher Scientific). Equal amount of RNA per sample was reverse transcribed with 
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High Capacity RNA-to-cDNA kit (Applied Biosystems) for mRNA quantification. For miRNA quantification, 
total RNA was extracted and reverse transcribed with TaqMan microRNA Reverse Transcription kit (Applied 
Biosystems). Then cDNA was subjected to real-time qPCR analysis on QuantStudio 6 Flex instrument (Applied 
Biosystems). Relative quantification was achieved by ΔΔCT normalization with the geometric means of house-
keeping genes GAPDH and β-actin.

Data and statistical analysis.  Western blots were scanned, and target band densitometry were deter-
mined by ImageJ software. The brightness and contrast of western blot images were adjusted just for presenta-
tion not for quantification. Statistical analysis was performed with JMP software (SAS Institute). For comparing 
means of two groups, two tailed student’s t test was applied. For comparison of means across more than two 
groups with one or two variable(s), analysis of variance (ANOVA) was applied, Tukey’s honest significant dif-
ference (HSD) test was followed to compare means between each two groups. Statistical significance threshold 
was set at 0.05.

Ethical approval.  No Animal work and no human subjects involved in the present work All other proce-
dures were approved and overseen by the Institutional Biosafety Committee (IBC), Office of Research Compli-
ance, Indiana University, Indiana, USA.

Received: 4 September 2021; Accepted: 6 January 2022

References
	 1.	 Alzheimer’s disease facts and figures. Alzheimers Dement. https://​doi.​org/​10.​1002/​alz.​12068 (2020).
	 2.	 DeTure, M. A. & Dickson, D. W. The neuropathological diagnosis of Alzheimer’s disease. Mol. Neurodegener. 14, 32. https://​doi.​

org/​10.​1186/​s13024-​019-​0333-5 (2019).
	 3.	 McKhann, G. M. et al. The diagnosis of dementia due to Alzheimer’s disease: Recommendations from the National Institute on 

Aging-Alzheimer’s Association workgroups on diagnostic guidelines for Alzheimer’s disease. Alzheimers Dement 7, 263–269. 
https://​doi.​org/​10.​1016/j.​jalz.​2011.​03.​005 (2011).

	 4.	 Lahiri, D. K. et al. A critical analysis of new molecular targets and strategies for drug developments in Alzheimer’s disease. Curr. 
Drug Targets 4, 97–112. https://​doi.​org/​10.​2174/​13894​50033​346957 (2003).

	 5.	 Hardy, J. & Allsop, D. Amyloid deposition as the central event in the aetiology of Alzheimer’s disease. Trends Pharmacol. Sci. 12, 
383–388. https://​doi.​org/​10.​1016/​0165-​6147(91)​90609-v (1991).

	 6.	 Masters, C. L. et al. Amyloid plaque core protein in Alzheimer disease and Down syndrome. Proc. Natl. Acad. Sci. U. S. A. 82, 
4245–4249. https://​doi.​org/​10.​1073/​pnas.​82.​12.​4245 (1985).

	 7.	 Lahiri, D. K. There is no failure, only discovery-the year ahead for CARving new paths. Curr. Alzheimer Res. 17, 1–2. https://​doi.​
org/​10.​2174/​15672​05017​01200​32014​3813 (2020).

	 8.	 Selkoe, D. J. Treatments for Alzheimer’s disease emerge. Science 373, 624–626. https://​doi.​org/​10.​1126/​scien​ce.​abi64​01 (2021).

Table 1.   SNPs located within or close to miRNA seed sequence binding sites* *SNP information was obtained 
from dbSNP of National Center for Biotechnology Information. https://​www.​ncbi.​nlm.​nih.​gov/​snp/​rs156​89973​
18?​verti​cal_​tab=​true.

miRNA Target SNP Frequency

miR-101 APP 3′-UTR​ rs1568997318 0.000007

miR-101 APP 3′-UTR​ rs1439565783 0.000057

miR-101 APP 3′-UTR​ rs1260407227 0.000007

miR-101 APP 3′-UTR​ rs2036975815 0.000007

miR-298 APP 3′-UTR​ rs1479517600 0.000043

miR-298 APP 3′-UTR​ rs191651536 0.0002

miR-298 APP 3′-UTR​ rs2036942563 0.000004

miR-298 APP 3′-UTR​ rs2036942344 0.000004

miR-298 APP 3′-UTR​ rs1216676820 0.000007

miR-339 BACE1 3′-UTR​ rs570503330 0.000091

miR-339 BACE1 3′-UTR​ rs2034340128 0.000004

miR-339 BACE1 3′-UTR​ rs2034340051 0.00006

miR-339 BACE1 3′-UTR​ rs1159500293 0.000004

miR-339 BACE1 3′-UTR​ rs1053615732 0.000008

miR-339 BACE1 3′-UTR​ rs755195807 0.00015

miR-298 BACE1 3′-UTR​ rs910101318 0.000004

miR-298 BACE1 3′-UTR​ rs1037052324 0.000004

miR-298 BACE1 3′-UTR​ rs922820472 0.000019

https://doi.org/10.1002/alz.12068
https://doi.org/10.1186/s13024-019-0333-5
https://doi.org/10.1186/s13024-019-0333-5
https://doi.org/10.1016/j.jalz.2011.03.005
https://doi.org/10.2174/1389450033346957
https://doi.org/10.1016/0165-6147(91)90609-v
https://doi.org/10.1073/pnas.82.12.4245
https://doi.org/10.2174/156720501701200320143813
https://doi.org/10.2174/156720501701200320143813
https://doi.org/10.1126/science.abi6401
https://www.ncbi.nlm.nih.gov/snp/rs1568997318?vertical_tab=true.
https://www.ncbi.nlm.nih.gov/snp/rs1568997318?vertical_tab=true.


14

Vol:.(1234567890)

Scientific Reports |         (2022) 12:3074  | https://doi.org/10.1038/s41598-022-05164-4

www.nature.com/scientificreports/

	 9.	 Alzforum. Aducanumab approval sparks backlash. https://​www.​alzfo​rum.​org/​news/​resea​rch-​news/​aduca​numab-​appro​val-​sparks-​
backl​ash (2021).

	10.	 Belluck, P. & Robbins, R. Three FDA advisers resign over agency’s approval of Alzheimer’s drug. https://​www.​nytim​es.​com/​2021/​06/​
10/​health/​aduhe​lm-​fda-​resign-​alzhe​imers.​html (2021).

	11.	 Lahiri, D. K., Maloney, B., Long, J. M. & Greig, N. H. Lessons from a BACE1 inhibitor trial: Off-site but not off base. Alzheimers 
Dement 10, S411-419. https://​doi.​org/​10.​1016/j.​jalz.​2013.​11.​004 (2014).

	12.	 Egan, M. F. et al. Randomized trial of verubecestat for mild-to-moderate Alzheimer’s disease. N. Engl. J. Med. 378, 1691–1703. 
https://​doi.​org/​10.​1056/​NEJMo​a1706​441 (2018).

	13.	 Egan, M. F. et al. Randomized trial of verubecestat for prodromal Alzheimer’s disease. N. Engl. J. Med. 380, 1408–1420. https://​
doi.​org/​10.​1056/​NEJMo​a1812​840 (2019).

	14.	 May, P. C. et al. The potent BACE1 inhibitor LY2886721 elicits robust central Aβ pharmacodynamic responses in mice, dogs, and 
humans. J. Neurosci. 35, 1199–1210. https://​doi.​org/​10.​1523/​jneur​osci.​4129-​14.​2015 (2015).

	15.	 Wessels, A. M. et al. Efficacy and safety of lanabecestat for treatment of early and mild Alzheimer disease: The AMARANTH and 
DAYBREAK-ALZ randomized clinical trials. JAMA Neurol. 77, 199–209. https://​doi.​org/​10.​1001/​jaman​eurol.​2019.​3988 (2020).

	16.	 Barbash, S. & Soreq, H. Threshold-independent meta-analysis of Alzheimer’s disease transcriptomes shows progressive changes 
in hippocampal functions, epigenetics and microRNA regulation. Curr. Alzheimer Res. 9, 425–435. https://​doi.​org/​10.​2174/​15672​
05128​00492​512 (2012).

	17.	 Krol, J., Loedige, I. & Filipowicz, W. The widespread regulation of microRNA biogenesis, function and decay. Nat. Rev. Genet. 11, 
597–610. https://​doi.​org/​10.​1038/​nrg28​43 (2010).

	18.	 Fabian, M. R., Sonenberg, N. & Filipowicz, W. Regulation of mRNA translation and stability by microRNAs. Annu. Rev. Biochem. 
79, 351–379. https://​doi.​org/​10.​1146/​annur​ev-​bioch​em-​060308-​103103 (2010).

	19.	 Barros-Viegas, A. T. et al. miRNA-31 improves cognition and abolishes amyloid-β pathology by targeting APP and BACE1 in an 
animal model of Alzheimer’s disease. Mol. Ther. Nucleic Acids 19, 1219–1236. https://​doi.​org/​10.​1016/j.​omtn.​2020.​01.​010 (2020).

	20.	 Vilardo, E., Barbato, C., Ciotti, M., Cogoni, C. & Ruberti, F. MicroRNA-101 regulates amyloid precursor protein expression in 
hippocampal neurons. J. Biol. Chem. 285, 18344–18351. https://​doi.​org/​10.​1074/​jbc.​M110.​112664 (2010).

	21.	 Liang, C. et al. MicroRNA-153 negatively regulates the expression of amyloid precursor protein and amyloid precursor-like protein 
2. Brain Res. 1455, 103–113. https://​doi.​org/​10.​1016/j.​brain​res.​2011.​10.​051 (2012).

	22.	 Long, J. M., Ray, B. & Lahiri, D. K. MicroRNA-153 physiologically inhibits expression of amyloid-β precursor protein in cultured 
human fetal brain cells and is dysregulated in a subset of Alzheimer disease patients. J. Biol. Chem. 287, 31298–31310. https://​doi.​
org/​10.​1074/​jbc.​M112.​366336 (2012).

	23.	 Long, J. M., Maloney, B., Rogers, J. T. & Lahiri, D. K. Novel upregulation of amyloid-β precursor protein (APP) by microRNA-346 
via targeting of APP mRNA 5′-untranslated region: Implications in Alzheimer’s disease. Mol. Psychiatry 24, 345–363. https://​doi.​
org/​10.​1038/​s41380-​018-​0266-3 (2019).

	24.	 Patel, N. et al. MicroRNAs can regulate human APP levels. Mol. Neurodegener. 3, 10. https://​doi.​org/​10.​1186/​1750-​1326-3-​10 
(2008).

	25.	 Long, J. M. & Lahiri, D. K. MicroRNA-101 downregulates Alzheimer’s amyloid-β precursor protein levels in human cell cultures 
and is differentially expressed. Biochem Biophys Res Commun 404, 889–895. https://​doi.​org/​10.​1016/j.​bbrc.​2010.​12.​053 (2011).

	26.	 Wang, R. et al. Human microRNA (miR-20b-5p) modulates Alzheimer’s disease pathways and neuronal function, and a specific 
polymorphism close to the MIR20B gene influences Alzheimer’s biomarkers. Mol. Psychiatry https://​doi.​org/​10.​1038/​s41380-​021-​
01351-3 (2022).

	27.	 An, F. et al. MiR-124 acts as a target for Alzheimer’s disease by regulating BACE1. Oncotarget 8, 114065–114071. https://​doi.​org/​
10.​18632/​oncot​arget.​23119 (2017).

	28.	 Du, X. et al. miR-124 downregulates BACE 1 and alters autophagy in APP/PS1 transgenic mice. Toxicol. Lett. 280, 195–205. https://​
doi.​org/​10.​1016/j.​toxlet.​2017.​08.​082 (2017).

	29.	 Long, J. M., Ray, B. & Lahiri, D. K. MicroRNA-339-5p down-regulates protein expression of β-site amyloid precursor protein-
cleaving enzyme 1 (BACE1) in human primary brain cultures and is reduced in brain tissue specimens of Alzheimer disease 
subjects. J. Biol. Chem. 289, 5184–5198. https://​doi.​org/​10.​1074/​jbc.​M113.​518241 (2014).

	30.	 Boissonneault, V., Plante, I., Rivest, S. & Provost, P. MicroRNA-298 and microRNA-328 regulate expression of mouse beta-amyloid 
precursor protein-converting enzyme 1. J. Biol. Chem. 284, 1971–1981. https://​doi.​org/​10.​1074/​jbc.​M8075​30200 (2009).

	31.	 Chopra, N. et al. MicroRNA-298 reduces levels of human amyloid-β precursor protein (APP), β-site APP-converting enzyme 1 
(BACE1) and specific tau protein moieties. Mol. Psychiatry https://​doi.​org/​10.​1038/​s41380-​019-​0610-2 (2020).

	32.	 Juzenas, S. et al. A comprehensive, cell specific microRNA catalogue of human peripheral blood. Nucleic Acids Res. 45, 9290–9301. 
https://​doi.​org/​10.​1093/​nar/​gkx706 (2017).

	33.	 Chen, J. S., Revilla, A. C., Guerrero, M., Gumbayan, A. M. & Zeller, R. W. Properties and kinetics of microRNA regulation through 
canonical seed sites. J. RNAi Gene Silenc. 11, 507–514 (2015).

	34.	 Hinske, L. C. et al. miRIAD-integrating microRNA inter- and intragenic data. Database (Oxford). https://​doi.​org/​10.​1093/​datab​
ase/​bau099 (2014).

	35.	 Agarwal, V., Bell, G. W., Nam, J. W. & Bartel, D. P. Predicting effective microRNA target sites in mammalian mRNAs. Elife. https://​
doi.​org/​10.​7554/​eLife.​05005 (2015).

	36.	 Kanoria, S. et al. STarMir tools for prediction of microRNA binding sites. Methods Mol. Biol. 1490, 73–82. https://​doi.​org/​10.​1007/​
978-1-​4939-​6433-8_6 (2016).

	37.	 Chen, Y. & Wang, X. miRDB: An online database for prediction of functional microRNA targets. Nucleic Acids Res. 48, D127-d131. 
https://​doi.​org/​10.​1093/​nar/​gkz757 (2020).

	38.	 Vejnar, C. E. & Zdobnov, E. M. MiRmap: Comprehensive prediction of microRNA target repression strength. Nucleic Acids Res. 
40, 11673–11683. https://​doi.​org/​10.​1093/​nar/​gks901 (2012).

	39.	 Miranda, K. C. et al. A pattern-based method for the identification of MicroRNA binding sites and their corresponding heterodu-
plexes. Cell 126, 1203–1217. https://​doi.​org/​10.​1016/j.​cell.​2006.​07.​031 (2006).

	40.	 Das, M. K., Andreassen, R., Haugen, T. B. & Furu, K. Identification of endogenous controls for use in miRNA quantification in 
human cancer cell lines. Cancer Genom. Proteom. 13, 63–68 (2016).

	41.	 Wotschofsky, Z. et al. Reference genes for the relative quantification of microRNAs in renal cell carcinomas and their metastases. 
Anal. Biochem. 417, 233–241. https://​doi.​org/​10.​1016/j.​ab.​2011.​06.​009 (2011).

	42.	 Kok, M. G. et al. Normalization panels for the reliable quantification of circulating microRNAs by RT-qPCR. FASEB J. 29, 3853–
3862. https://​doi.​org/​10.​1096/​fj.​15-​271312 (2015).

	43.	 Long, J. M. & Lahiri, D. K. Advances in microRNA experimental approaches to study physiological regulation of gene products 
implicated in CNS disorders. Exp. Neurol. 235, 402–418. https://​doi.​org/​10.​1016/j.​expne​urol.​2011.​12.​043 (2012).

	44.	 Lahiri, D. K., Maloney, B., Rogers, J. T. & Ge, Y.-W. PuF, an antimetastatic and developmental signaling protein, interacts with the 
Alzheimer’s amyloid-β precursor protein via a tissue-specific proximal regulatory element (PRE). BMC Genom. 14, 68. https://​
doi.​org/​10.​1186/​1471-​2164-​14-​68 (2013).

	45.	 Maloney, B., Ge, Y.-W., Petersen, R.C., Hardy, J., Rogers, J.T., Pérez-Tur, J. & Lahiri, D.K. Functional characterization of three 
single-nucleotide polymorphisms present in the human APOE promoter sequence: Differential effects in neuronal cells and on 
DNA-protein interactions. Am J Med Genet B Neuropsychiatr Genet 153b, 185–201. https://​doi.​org/​10.​1002/​ajmg.b.​30973 (2010).

https://www.alzforum.org/news/research-news/aducanumab-approval-sparks-backlash
https://www.alzforum.org/news/research-news/aducanumab-approval-sparks-backlash
https://www.nytimes.com/2021/06/10/health/aduhelm-fda-resign-alzheimers.html
https://www.nytimes.com/2021/06/10/health/aduhelm-fda-resign-alzheimers.html
https://doi.org/10.1016/j.jalz.2013.11.004
https://doi.org/10.1056/NEJMoa1706441
https://doi.org/10.1056/NEJMoa1812840
https://doi.org/10.1056/NEJMoa1812840
https://doi.org/10.1523/jneurosci.4129-14.2015
https://doi.org/10.1001/jamaneurol.2019.3988
https://doi.org/10.2174/156720512800492512
https://doi.org/10.2174/156720512800492512
https://doi.org/10.1038/nrg2843
https://doi.org/10.1146/annurev-biochem-060308-103103
https://doi.org/10.1016/j.omtn.2020.01.010
https://doi.org/10.1074/jbc.M110.112664
https://doi.org/10.1016/j.brainres.2011.10.051
https://doi.org/10.1074/jbc.M112.366336
https://doi.org/10.1074/jbc.M112.366336
https://doi.org/10.1038/s41380-018-0266-3
https://doi.org/10.1038/s41380-018-0266-3
https://doi.org/10.1186/1750-1326-3-10
https://doi.org/10.1016/j.bbrc.2010.12.053
https://doi.org/10.1038/s41380-021-01351-3
https://doi.org/10.1038/s41380-021-01351-3
https://doi.org/10.18632/oncotarget.23119
https://doi.org/10.18632/oncotarget.23119
https://doi.org/10.1016/j.toxlet.2017.08.082
https://doi.org/10.1016/j.toxlet.2017.08.082
https://doi.org/10.1074/jbc.M113.518241
https://doi.org/10.1074/jbc.M807530200
https://doi.org/10.1038/s41380-019-0610-2
https://doi.org/10.1093/nar/gkx706
https://doi.org/10.1093/database/bau099
https://doi.org/10.1093/database/bau099
https://doi.org/10.7554/eLife.05005
https://doi.org/10.7554/eLife.05005
https://doi.org/10.1007/978-1-4939-6433-8_6
https://doi.org/10.1007/978-1-4939-6433-8_6
https://doi.org/10.1093/nar/gkz757
https://doi.org/10.1093/nar/gks901
https://doi.org/10.1016/j.cell.2006.07.031
https://doi.org/10.1016/j.ab.2011.06.009
https://doi.org/10.1096/fj.15-271312
https://doi.org/10.1016/j.expneurol.2011.12.043
https://doi.org/10.1186/1471-2164-14-68
https://doi.org/10.1186/1471-2164-14-68
https://doi.org/10.1002/ajmg.b.30973


15

Vol.:(0123456789)

Scientific Reports |         (2022) 12:3074  | https://doi.org/10.1038/s41598-022-05164-4

www.nature.com/scientificreports/

	46.	 Lahiri, D. K., Maloney, B. & Ge, Y. W. BACE1 gene promoter is differentially regulated: Detection of a novel promoter region for 
its cell type-specific regulation. J. Mol. Neurosci. 28, 193–210. https://​doi.​org/​10.​1385/​jmn:​28:2:​193 (2006).

	47.	 Lahiri, D. K., Ge, Y. W. & Maloney, B. Characterization of the APP proximal promoter and 5′-untranslated regions: Identification 
of cell type-specific domains and implications in APP gene expression and Alzheimer’s disease. FASEB J 19, 653–655. https://​doi.​
org/​10.​1096/​fj.​04-​2900f​je (2005).

	48.	 Ge, Y. W., Ghosh, C., Song, W., Maloney, B. & Lahiri, D. K. Mechanism of promoter activity of the beta-amyloid precursor protein 
gene in different cell lines: Identification of a specific 30 bp fragment in the proximal promoter region. J. Neurochem. 90, 1432–1444. 
https://​doi.​org/​10.​1111/j.​1471-​4159.​2004.​02608.x (2004).

	49.	 Lahiri, D. K. & Ge, Y. W. Role of the APP promoter in Alzheimer’s disease: Cell type-specific expression of the beta-amyloid 
precursor protein. Ann. N. Y. Acad Sci. 1030, 310–316. https://​doi.​org/​10.​1196/​annals.​1329.​039 (2004).

	50.	 Rogg, E. M. et al. Analysis of cell type-specific effects of MicroRNA-92a Provides novel insights into target regulation and mecha-
nism of action. Circulation 138, 2545–2558. https://​doi.​org/​10.​1161/​circu​latio​naha.​118.​034598 (2018).

	51.	 Amara, F. M., Junaid, A., Clough, R. R. & Liang, B. TGF-beta(1), regulation of alzheimer amyloid precursor protein mRNA expres-
sion in a normal human astrocyte cell line: mRNA stabilization. Brain Res. Mol. Brain Res. 71, 42–49. https://​doi.​org/​10.​1016/​
s0169-​328x(99)​00158-8 (1999).

	52.	 Kang, M. J. et al. HuD regulates coding and noncoding RNA to induce APP→Aβ processing. Cell. Rep. 7, 1401–1409. https://​doi.​
org/​10.​1016/j.​celrep.​2014.​04.​050 (2014).

	53.	 Li, Z. et al. Astrocytes deliver CK1 to neurons via extracellular vesicles in response to inflammation promoting the translation and 
amyloidogenic processing of APP. J. Extracell. Vesicles 10, e12035. https://​doi.​org/​10.​1002/​jev2.​12035 (2020).

	54.	 George, A. D. & Tenenbaum, S. A. MicroRNA modulation of RNA-binding protein regulatory elements. RNA Biol. 3, 57–59. https://​
doi.​org/​10.​4161/​rna.3.​2.​3250 (2006).

	55.	 Lahiri, D. K. et al. How autism and Alzheimer’s disease are TrAPPed. Mol. Psychiatry 26, 26–29. https://​doi.​org/​10.​1038/​s41380-​
020-​00928-8 (2021).

	56.	 Cahill, C. M., Lahiri, D. K., Huang, X. & Rogers, J. T. Amyloid precursor protein and alpha synuclein translation, implications for 
iron and inflammation in neurodegenerative diseases. Biochim. Biophys. Acta 1790, 615–628. https://​doi.​org/​10.​1016/j.​bbagen.​
2008.​12.​001 (2009).

	57.	 Tweedie, D. et al. Apoptotic and behavioral sequelae of mild brain trauma in mice. J. Neurosci. Res. 85, 805–815. https://​doi.​org/​
10.​1002/​jnr.​21160 (2007).

	58.	 McCaffery, P. & Deutsch, C. K. Macrocephaly and the control of brain growth in autistic disorders. Prog. Neurobiol. 77, 38–56. 
https://​doi.​org/​10.​1016/j.​pneur​obio.​2005.​10.​005 (2005).

	59.	 Sokol, D. K., Maloney, B., Westmark, C. J. & Lahiri, D. K. Novel contribution of secreted amyloid-β precursor protein to white 
matter brain enlargement in autism spectrum disorder. Front. Psychiatry 10, 165. https://​doi.​org/​10.​3389/​fpsyt.​2019.​00165 (2019).

	60.	 Luo, X. et al. Cleavage of neuregulin-1 by BACE1 or ADAM10 protein produces differential effects on myelination. J. Biol. Chem. 
286, 23967–23974. https://​doi.​org/​10.​1074/​jbc.​M111.​251538 (2011).

	61.	 Pigoni, M. et al. Seizure protein 6 and its homolog seizure 6-like protein are physiological substrates of BACE1 in neurons. Mol. 
Neurodegener. 11, 67. https://​doi.​org/​10.​1186/​s13024-​016-​0134-z (2016).

	62.	 Gersbacher, M. T., Kim, D. Y., Bhattacharyya, R. & Kovacs, D. M. Identification of BACE1 cleavage sites in human voltage-gated 
sodium channel beta 2 subunit. Mol. Neurodegener. 5, 61. https://​doi.​org/​10.​1186/​1750-​1326-5-​61 (2010).

	63.	 Kitazume, S. et al. Alzheimer’s beta-secretase, beta-site amyloid precursor protein-cleaving enzyme, is responsible for cleavage 
secretion of a Golgi-resident sialyltransferase. Proc. Natl. Acad. Sci. U. S. A. 98, 13554–13559. https://​doi.​org/​10.​1073/​pnas.​24150​
9198 (2001).

	64.	 Kuhn, P. H. et al. Regulated intramembrane proteolysis of the interleukin-1 receptor II by alpha-, beta-, and gamma-secretase. J. 
Biol. Chem. 282, 11982–11995. https://​doi.​org/​10.​1074/​jbc.​M7003​56200 (2007).

	65.	 Lichtenthaler, S. F. et al. The cell adhesion protein P-selectin glycoprotein ligand-1 is a substrate for the aspartyl protease BACE1. 
J. Biol. Chem. 278, 48713–48719. https://​doi.​org/​10.​1074/​jbc.​M3038​61200 (2003).

	66.	 von Arnim, C. A. et al. The low density lipoprotein receptor-related protein (LRP) is a novel beta-secretase (BACE1) substrate. J. 
Biol. Chem. 280, 17777–17785. https://​doi.​org/​10.​1074/​jbc.​M4142​48200 (2005).

	67.	 Bailey, J. A., Maloney, B., Ge, Y. W. & Lahiri, D. K. Functional activity of the novel Alzheimer’s amyloid β-peptide interacting 
domain (AβID) in the APP and BACE1 promoter sequences and implications in activating apoptotic genes and in amyloidogenesis. 
Gene 488, 13–22. https://​doi.​org/​10.​1016/j.​gene.​2011.​06.​017 (2011).

Acknowledgements
The authors would like to thank Nipun Chopra, Yansheng Du, Jungsu Kim and Bryan Maloney for their 
advice. DKL has received grant supports from NIH-NIA (R01AG051086, R21AG074539, R21AG056007, and 
R56AG072810), and Indiana Alzheimer’s Disease Research Center (P30AG010133).

Author contributions
R.W. performed the experiments, analyzed the results, and prepared the initial manuscript draft. D.L. designed 
the experiments, assisted in analysis and interpretation of the data, revised the manuscript, and led the overall 
project.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​022-​05164-4.

Correspondence and requests for materials should be addressed to D.K.L.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

https://doi.org/10.1385/jmn:28:2:193
https://doi.org/10.1096/fj.04-2900fje
https://doi.org/10.1096/fj.04-2900fje
https://doi.org/10.1111/j.1471-4159.2004.02608.x
https://doi.org/10.1196/annals.1329.039
https://doi.org/10.1161/circulationaha.118.034598
https://doi.org/10.1016/s0169-328x(99)00158-8
https://doi.org/10.1016/s0169-328x(99)00158-8
https://doi.org/10.1016/j.celrep.2014.04.050
https://doi.org/10.1016/j.celrep.2014.04.050
https://doi.org/10.1002/jev2.12035
https://doi.org/10.4161/rna.3.2.3250
https://doi.org/10.4161/rna.3.2.3250
https://doi.org/10.1038/s41380-020-00928-8
https://doi.org/10.1038/s41380-020-00928-8
https://doi.org/10.1016/j.bbagen.2008.12.001
https://doi.org/10.1016/j.bbagen.2008.12.001
https://doi.org/10.1002/jnr.21160
https://doi.org/10.1002/jnr.21160
https://doi.org/10.1016/j.pneurobio.2005.10.005
https://doi.org/10.3389/fpsyt.2019.00165
https://doi.org/10.1074/jbc.M111.251538
https://doi.org/10.1186/s13024-016-0134-z
https://doi.org/10.1186/1750-1326-5-61
https://doi.org/10.1073/pnas.241509198
https://doi.org/10.1073/pnas.241509198
https://doi.org/10.1074/jbc.M700356200
https://doi.org/10.1074/jbc.M303861200
https://doi.org/10.1074/jbc.M414248200
https://doi.org/10.1016/j.gene.2011.06.017
https://doi.org/10.1038/s41598-022-05164-4
https://doi.org/10.1038/s41598-022-05164-4
www.nature.com/reprints


16

Vol:.(1234567890)

Scientific Reports |         (2022) 12:3074  | https://doi.org/10.1038/s41598-022-05164-4

www.nature.com/scientificreports/

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2022

http://creativecommons.org/licenses/by/4.0/

	Effects of microRNA-298 on APP and BACE1 translation differ according to cell type and 3′-UTR variation
	Results
	Bioinformatic analyses of APP- and BACE1 3′-UTR reveal potential miRNA binding sites and polyadenylation sites. 
	MiR-298 reduced exogenous, full-length, defined APP 3′-UTR activity. 
	MiR-298 administration reduced APP and BACE1 mRNA in astrocytes but not in differentiated neuroblastoma cells. 
	MiR-298 significantly reduced endogenous native APP and BACE1 protein levels in human astrocyte cells. 
	MiR-298 did not reduce endogenous APP protein in differentiated neuroblastoma cells. 
	MiR-339-5p but not miR-298 changed endogenous BACE1 protein levels in differentiated neuroblastoma cells. 
	MiR-298 treatment in neural stem cells did not alter APP or BACE1 protein levels. 
	MiR-298 treatment’s effect on APP and BACE1 proteins depends on “intrinsic properties” of each cell type. 

	Discussion
	Materials and methods
	Cell culture. 
	Identification of potential polyadenylation sites on APP and BACE1 3′-UTR and miR-101, miR-298 and miR-339 binding sites. 
	Cloning of APP 3′-UTR and BACE1 3′-UTR into a dual reporter vector. 
	Reporter assay to measure UTR activity. 
	Transfection. 
	Lysis of cells. 
	SDS–polyacrylamide gel electrophoresis (SDS–PAGE) and western blotting. 
	RNA isolation and real-time quantitative PCR. 
	Data and statistical analysis. 
	Ethical approval. 

	References
	Acknowledgements


