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Exogenous dsRNAmade accessible to
Dicer by two eukaryotic RNA-dependent
RNA polymerases in Paramecium
tetraurelia

Check for updates

Marcello Pirritano 1, Johannes Buescher 2,3, Pauline Staubach 1,6, Thorsten Tacken1,
Yulia Yakovleva1, Mark Sabura 2,3, Kristela Shehu2,3,4, Sören Franzenburg 5, Marc Schneider 2,3 &
Martin Simon 1

Discrimination of self from non-self RNA is a critical requirement for any cell to respond to infections
and tomaintain cellular integrity.We report novel functions for twoRNA-dependent RNApolymerases
(RDRs) in Paramecium. In RNAinterference (RNAi), RDRs are normally involved in the production of
large amounts of secondary small interfering RNAs (siRNAs). To characterize the function of RDRs in
context of exogenous RNA recognition, we developed a novel double-stranded RNA (dsRNA)
application system using dextran nanoparticles to deliver heteroduplex dsRNA to cells as food
particles, mimicking the natural phagosomal entry. Small RNA sequencing allows to dissect siRNAs
produced fromexogenousRNAorRDR transcripts.Contrary to expectations, our data show thatDicer
is unable to directly cleave exogenous dsRNA while two RDRs, RDR1 and RDR2, are required for the
initial steps of dsRNA-induced RNAi. Paradoxically, these two RDRs must replicate dsRNA before
Dicer cleavage. This system works efficiently also with exogenous single-stranded RNA (ssRNA),
although RDR2 is dispensable for ssRNA conversion. The function of RDRs is in contrast to that in
animals, plants and fungi and extends the functional diversity of these polymerases as RDR-
associated complexes appear to control the entry of food RNA into the RNAi machinery.

Any cell needs to have molecular mechanisms to recognize foreign RNA
from pathogens, while endogenous RNA needs to be tolerated. RNA in
general is a major menace to genome stability, and has led to a variety of
mechanisms for its degradation or introduction into the RNAi pathway1.
Double-stranded RNA (dsRNA) in particular was shown to trigger
various mechanisms. In mammals, RigI-like receptors, PKRs and Toll-
like receptors specifically recognize dsRNA and activate diverse immune
responses2,3. Non-vertebrates, in contrast, use RNA interference (RNAi)
for antiviral defense, which involves the production of siRNAs to inac-
tivate viral genomes andmRNAs. It has long been thought that mammals
do not use antiviral RNAi, but a growing body of data supports the
existence of RNAi in mammals; however, siRNA generation seems to be
in competition with the interferon system4.

Dicer activity is key to determining whether dsRNA triggers RNAi5. In
nematodes, for example, exogenous dsRNA is rapidly cleaved by endo-
genous Dicer into functional siRNA6. Also in mammals, Dicer dissects the
fate of dsRNA. Although canonical Dicer appears to be unable to cleave
exogenous dsRNA, an oocyte-specific isoform lacking the helicase domain
has increased activity on dsRNA7. Even more intriguingly, canonical Dicer
inmammals has been implicated as a centralmediator of antiviral responses
by mediating a crosstalk to PKR and NF-kB8.

Here, we analyze the cellular response to exogenous dsRNA in the
ciliateParamecium, inwhichRNAi can be easily induced by feeding dsRNA
(reviewed in ref. 9). We provide evidence that this dsRNA is not the trigger
molecule and is not processed directly by Dicer. Instead, exogenous dsRNA
is first recognized by RNA-dependent RNA polymerases (RDR).
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Eukaryotic RDRs are described for fungi, plants, animals, and also
protists. In all these kingdoms except protists, the literature describes their
general function in a process called “RNAi amplification”, whichmeans the
accumulation of large amounts of 2° (secondary) siRNAs in response to a 1°
(primary) siRNA that is cut by Dicer from an initial triggermolecule. RNAi
amplification as used in literature comprises two aspects: RDR activity on
mRNA and the production of a large amount of 2°siRNAs as a result of
fewer 1° trigger molecules10. This is demonstrated for yeast11,12, plants13, and
also forC. elegans14. However, the nematodemight not be representative for
the animal kingdom, as RNAi in animals has been described to work
without RDR amplification. Recent data suggest the existence of RDRs in
animal genomes, but apparently with functions outside of siRNA
amplification15. In contrast to detailed knowledge on RDRs in fungi, plants,
and nematodes, functional analyses of protist RDRs are rare.

Asking for a role of RNAi amplification in unicellular species, here we
describe the function of two distinct RDRs in Paramecium in response to
feeding of dsRNA. This particular method is an exciting mechanism to
rapidly inactivate gene expression by simply feeding dsRNA-expressing
E. coli16 as described before in C. elegans17. Also similar to the nematode, 2°
siRNAs have been demonstrated to occur, produced from the entire target
mRNA18. While these appear to be Dicer independent, Dcr1 has been shown
to be necessary for 1° siRNAproduction fromdsRNA19: while themechanistic
role of RDR1 and RDR2 in 1° siRNA accumulation remains unclear20.

Results
1° and 2° siRNAs in Paramecium are predominantly 5′-
monophosphorylated
We first evaluated the biochemical properties of siRNAs. This is necessary
since RDR-dependent amplification mechanism are diverse: in plants, they
produce long dsRNA and subsequent Dicer cleavage creates double stran-
ded siRNAs carrying a 5′-mono-phosphate (5′-P)21, whereas 2° siRNAs
carrying a 5′-tri-phosphate (5′-PPP) in C. elegans as a result from de novo
transcription by RDR22.

For Paramecium, it must be noted in advance, that 2° siRNAs have
been reported which map to mRNA outside of the feeding region18. In
contrast to other species, these 2° siRNAs are not more abundant than 1°
siRNA. While 1° siRNAs have been biochemically characterized by
Northern blot to be predominantly 5’-mono-phosphorylated20, this former
analysis does not allow to dissect minor sRNA abundances with different
phosphostatus nor the detection of the low-abundant 2° siRNAs. To clarify
here whether RDR-associated siRNAs produce any other than 5′-P siRNAs,
we treatedRNAsamples fromRNAi against theND169 reporter gene either
with Cap-Clip pyrophosphatase (converting any phosphorylation in liga-
table 5′-P), or by Terminator™ digestion with subsequent Cap-Clip treat-
ment (digest of 5′-P RNA with subsequent conversion of any remaining
RNAs into 5′-P RNA). Both treatments were then subjected to classical, 5′-
P-specific ligation-based library preparation. In addition, a 5′-phosphor-
ylation independent template switch-based library preparation was carried
out. Figure 1A shows siRNA coverage of the ND169 gene for all treated
RNAs, highlighting the fragment used for dsRNA synthesis (corresponding
to 1° siRNAs) with 2° siRNAs outside of the highlighted area. Comparing
the different treatmentswith the 5′-P specific library, we cannot identify any
differences: abundant 1° siRNAs in the dsRNA region and a low coverage of
2° siRNAs outside these regions in all samples (ratio 1°/2° approx. 2–5%)
(Supplementary Fig. 1B). Please note the low read number in the Termi-
nator™-treated sample. This library was almost invisible during gel extrac-
tion, indicating that only remnants of RNAwere ligated which is supported
by the read length distribution (Fig. 1B). Therefore, we can rule out that we
miss a highnumber of 2° siRNAsby5′-Pdependent ligationprocedures and
that 2° siRNAs are much less abundant than 1° in Paramecium (Supple-
mentary Fig. 1B).

1° siRNAs are a mixture of applied dsRNA and RDR products
In order to elucidate the role of RDR1 and RDR2, we decided to apply a
specific heteroduplex dsRNA in vivo (specific details regarding the

heteroduplex dsRNA design can be found in the Methods section). Since
direct production of heteroduplex dsRNA in E. coli is impossible due to
rapid recombination of the two nearly identical parts in the plasmid, we
annealed single-stranded in vitro transcripts and incorporated them into
dextran nanoparticles (Fig. 2A, B). To guarantee cell entry through the
natural phagosomal pathway, the dextran particles were adsorped to E. coli
cell surface and then fed to paramecia (Fig. 2A). Successful re-isolation of
intact dsRNA fromE. colidemonstrated the stability of the triggermolecules
(Fig. 2B). After feeding the manipulated E. coli to paramecia, small RNAs
were sequenced and mapped to the individual template strands of the
heteroduplex sequence containing the mismatches. The heteroduplex
dsRNA is designed with mismatches (i) between the two strands and (ii)
with the target mRNA. This allows dissection of which strand a siRNA is
derived from, one of the original applied strands (blue/red, labeled as sen-
seHD_sense and antisenseHD_antisense describing the original strand of
the heteroduplex and the orientation of the smallRNAs, respectively), their
RDR transcripts (green, yellow, labeled senseHD_antisense and anti-
senseHD_sense, following the same naming convention), or from the target
mRNA (black/white) (Fig. 2C and Supplementary Fig. 2A, see Supple-
mentary Table 1 for the sequences used and in depth information about
mismatch distribution.).

Figure 2D shows that we can detect siRNAs not only from the
exogenously applied strands (blue and red) but also from RDR tran-
scripts of both exogenous strands (green and yellow, compare schematic
overview in Fig. 2C). The experiments were repeated four times with
almost identical results (Supplementary Fig. 2B, C). We conclude that 1°
siRNAs in Paramecium are a mixture of endogenous RDR products and
exogenously applied RNA. RDR products are not in excess, which argues
against massive amplification. We can also detect a very low number of
antisense reads originating from mRNA, corresponding to 2° siRNAs
(Supplementary Fig. 2B).

Length distributions of siRNAs show a 23 nt peak with a preference
for antisense siRNAs, regardless of whether they originate from the
original dsRNA (red/blue) or from RDR products (green/orange)
(Fig. 2D and Supplementary Fig. 2C). To evaluate whether this antisense
preference could be due to the distribution of mismatches, we performed
an experiment with a switched heteroduplex, in which the distribution of
mismatches on sense and antisense strand of the dsRNA is reversed.
Supplementary Fig. 3 shows that antisense siRNAs are also more
abundant than sense siRNAs in this RNA.We conclude that stabilization
of antisense siRNAs occurs independently of the origin (exogenous or
RDR product) of the strand.

Ourdesignof the appliedheteroduplexRNAalso includes twoflanking
regions 5′ and 3′ of the central heteroduplex area that do not include any
mismatches to determine whether mismatches in the central regions cause
any conflicts with intracellular molecular recognition in this species. Fig-
ure 2E (and Supplementary Fig. 2D) shows that this area also produces 23 nt
siRNAs predominantly of the antisense strand. Please note that the coloring
reads from the non-mismatch area (blue/red) is due to the mapping to the
endogenous sequence: this does not imply that these do not contain RDR
products but we simply cannot dissect these due to the sequence.

Sense siRNAs carry non-templated uridines
To gain a deeper understanding of the accumulation of antisense RNAs, we
screened the sRNAs resulting from heteroduplex feeding for sequence
characteristics. Suppl. Fig. 4A shows that we cannot identify a preference for
nucleotides in any siRNA derived from the heteroduplex, regardless of
investigated strand. This distinguishes feeding associated small RNAs from
other sRNA produced by Dicer1 in Paramecium, as e.g., transgene-induced
siRNAs show a 5′-U preference23. The sequence logo analysis of normal
dsRNA feeding alsodidnot reveal anynucleotidepreferences, sowe can rule
out putative influences of the mismatches present in the heteroduplex
dsRNA in the analysis (Supplementary Fig 4 B). Classical non-heteroduplex
dsRNA feeding allows for an analysis of overlapping reads. Supplementary
Fig. 4B shows a peak for 21 nt overlap probability which would fit to 23 nt
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Dicer cuts with 2 nt overlaps and this is consistent with previous reported
that 1° siRNAs in Paramecium depend on Dcr1.18,19.

Our analysis of non-templated nucleotides shows the presence of non-
templated nucleotides on smallRNAs of all strands (Fig. 3A). An unbiased
analysis of these non-templated nucleotides using a custom snakemake
pipeline, including sequence logo analysis, was used to see whether these
non-templated nucleotides are specific nucleotides that are added to
smallRNAs or whether the non-templation consists of random nucleotides.
Interestingly, non-templation of sense-orientated siRNAs consists of uri-
dines added to the 23 nt long RNA, while non-templation of antisense-
orientated smallRNAs seems to consist of random nucleotides without a
specific signature (Fig. 3B). The uridinylation logo appears strongest when
analyzing 23 nt long siRNAs that are elongated with non-templated
nucleotides (i.e., a strong two-uridine-signal in the sequence logo of 25 nt
long smallRNAs carry non-templation, corresponding to a 23 nt siRNA
being elongated with two uridines). Since oligo-uridinylation of sRNAs is
mostly associated with a targeting for degradation24, we hypothesize that
sense siRNAs are targeted for degradation, explaining the observed anti-
sense bias, while antisense siRNAs are stabilized in Ptiwi. Our data do not
implicate any difference between the two types of antisense and sense

strands, respectively, and suggest that all strands are processed in the very
same manner, regardless whether they are produced by an RDR or are
exogenously applied.

Exogenous dsRNA cannot be cleaved by Dicer directly
We proceeded with deeper investigations of the two RDRs. N-terminal
GFP-fusion proteins of RDR1andRDR2 co-localize in the cytosol (Fig. 4A).
Supplementary Fig. 5 shows, in addition, that we cannot observe different
localizations of both RDRs when dsRNA is applied to the cells, indicating
that there is no special accumulationat e.g., vacuoles,whenexcessivedsRNA
is ingested.

For functional analysis, we used previously produced RDR mutants
deficient for dsRNA feeding25. These mutants result from a forward genetic
screen of randommutagenesis and subsequent selection of dsRNA feeding
deficient mutants by feeding of a lethal silencing construct25. This screen
revealed two RDR1 mutants have been shown to be null-alleles. RDR2
revealed hypomorphic mutants only, suggesting that this is an essential
gene25. Figure 4B shows the positions and type of mutations in RDRs. One
mutant strainof eachRDRshows truncatedC-termini. Structural analysis of
both RDRs suggests a highly similar structure of both with the C-termini

Fig. 1 | Biochemical analysis of feeding-associated siRNAs. A Coverage of 23 nt
siRNA reads produced from dsRNA feeding against the ND169 gene. The feeding
fragment is highlighted in red (1∘ siRNAs). siRNAs outside of the feeding fragment
region are 2∘ siRNAs. Libraries enriching RNAs for individual 5′-phosphorylation
status are: Pmono-phosphorylation, PPP -tri-phosphorylation. Lig - ligation-based

library preparation, TS - template switch based library. Note the logarithmic scale.
B Read length distribution of 1∘ (top row) and 2∘ (bottom row) small RNAs derived
by dsRNA feeding present in libraries of different types (Lig for ligation-based and
TS for Template switch-based) enriching for different 5′ -phosphorylation states
(compare “Methods” section).
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directed outward, not being associated with the catalytic core (Supple-
mentary Fig. 7). It seems tempting to speculate that these C-termini may be
necessary for complex formation.

We fed the heteroduplex particles to these mutant strains and
sequenced the resulting sRNAs. Figure 4C–E shows that nomutant linewas
able to producewild type levels of 23 nt siRNAs. Allmutants, except RDR2-

3.7, are unable to produce any RDR products and importantly also do not
show 23 nt siRNAs from applied dsRNA but instead only degradation
products, indicating a complete lack of Dicer activity on exogenous dsRNA
in RDRmutants.

We conclude that the applied dsRNA is not a Dicer substrate, but
rather becomes accessible to cleavage only after conversion by RDRs into
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new sets of dsRNA. Both RDRs are necessary for this activity and the
C-terminal region of both RDRs, which is devoid of any catalytic activity,
appears to be crucial for this joint activity. In support of this, RDR2-3.7,
which has a mutation in the catalytic domain but an intact C-terminus,
exhibits reduced, yet still detectable, 23-nt siRNA accumulation.

To rule out the possibility that the results obtained from the hetero-
duplex region are compromised by mismatches, we also analyzed the non-
mismatch regions of the dsRNA flanking the heteroduplex region on both
sides. Suppl. Fig. 6A shows that the siRNAs resulting from this area are no
more abundant than those from the mismatch area in wild-type cells. Since
Supplementary Fig. 6B shows that the non-mismatch area siRNAs also
depend on both RDRs, our data imply that both regions behave in the same
way in our experiments, indicating that mismatches do not influence the
cellular components. In other words, sinceParameciumDicer is also unable
to cleave the non-mismatch area of the dsRNA, we can conclude that its
inability to cleave themismatch area of the samedsRNAmolecule is not due
to introduced mismatches.

Applied ssRNA is efficiently converted into 23 nt siRNAs
If exogenousRNAwas converted to dsRNAbyRDRs, the next questionwas
whether single-stranded RNA (ssRNA) could also trigger siRNA accumu-
lation. Antisense 23 nt siRNAs, that map to bacterial transcripts, were
previously found in Paramecium18. Figure 5 and Supplementary Fig. 8 show
that both mismatch-containing sense and antisense ssRNA fed to Para-
mecium, can be efficiently converted into 23 nt siRNAs, which are again
accumulated predominantly from the antisense strands. This process
depends onRDR1asbothmutants reveal a lack of siRNAs. In contrast to the
application of dsRNA, ssRNA feeding is apparently independent of RDR2,
although siRNA profiles show differences in (i) more abundant sense siR-
NAs and (ii) less pronounced 23 nt peaks for the R2-3.7 mutant (Supple-
mentary Fig. 8).

Discussion
Our data provide several new insights that suggest novel mechanistic roles
for eukaryotic RDRs. First, RDR1 and RDR2 appear to be required to
separate self- from non-self RNA and to convert this exogenous RNA into
Dicer-cleavable dsRNA (Fig. 6). It is a striking difference to the literature
fromother species thatDicer is not thefirst instance to recognize exogenous
dsRNA and, in particular in relation to C. elegans, that this RDR function is
also capable of converting ssRNA into siRNA26. In fact, our data suggest that
dsRNA-induced RNAi in Paramecium is not triggered by dsRNA itself:
dsRNA delivery may simply be more efficient because the trigger is more
stable than ssRNA. Even though we can clearly demonstrate RDR activity,
we conclude that our data cannot be classified under the term ’RNAi
amplification’, as the necessary conditions are not met. In line with the
literature, we cannot demonstrate the production of large quantities of 2°
siRNAs from mRNA. While there are 2° siRNAs, they are less abundant
than the 1° triggers (see Fig. 4C, D and Supplementary Fig. 2B). A new
finding is that RDRs copy exogenous RNA at a ratio of 1:1. Again, this does
not result in massive amplification, which would result in many more
siRNAs from RDR products. Instead, the function of RDRs appears to
resemble a RDR-gated 1° siRNA production process more than actual
amplification.

We hypothesize that RDR1 and RDR2 work in complexes together
with Dicer; complex formation may depend on the C-terminal part of
RDRs, as they are necessary for activity. We see differences in RDR2
dependency between ds- and ssRNA feeding, whereas RDR1 is involved in
both. This means that both RDRs are not redundant but have specific roles,
which is in agreement with previous reports that, for example, RDR2 is
involved in transgene-induced silencing, while RDR1 is not27.

The complexes in which RDRs associate remain to be characterized.
RDRCs (RNA-directed RNA polymerase complexes) in general have been
described in many species, however, in particular in association with
endogenous RNA. In the related ciliate Tetrahymena, Dicer associates with
RDR as shown for the production of endogenous siRNAs28; In yeast, RDRC
is associated with heterochromatin and pericentromeric RNA, and in
C. elegans, an RDRC has been shown to be necessary for endogenous 26G-
RNA synthesis29. RDRCs have yet not been reported to act on exogenous
templates. It remains unknown how exogenous RNA is recognized, since
both RDRs also accept endogenous RNAs and are involved in endogenous
siRNA generation30.

This new role forRDRs appears to be conserved at least inParamecium
spp. as phylogenetic analyses indicate orthologs also in the distant P. bur-
saria (Supplmentary Fig. 9), which agrees with earlier analyses31. Since other
species’ RDR orthologs cluster mainly due to the organisms source, we
cannot rule out the possibility that the role of RDRs in trigger recognition
holds true for other unicellular eukaryotes.

What would be the biological role of RDR-mediated non-self RNA
recognition and entry into the RNAi pathway? An antiviral mechanism
seems logic, but it can to be tested since not a single virus is known to infect
Paramecium.Paramecium inwildlife is knownas a host for a great variety of
endocytosymbionts, prokaryotes, and eukaryotes32. Recent evidence proofs
an RNA-RNA interaction of P. bursaria with its facultative symbiont, the
green algae chlorella, which is maintained in phagosomes: the meaning of
siRNA generation from symbiont RNAmay not just be in a hijackingmode
in which a parasite modulates the host, but in an evolutionary conserved
synchronization of metabolic integration and symbiont population control
to enable a long term maintenance of the symbiotic interaction33,34. RDR
activity on exogenous RNA could be seen as an entry control into this
mechanism, allowing the host to maintain control, in this case, to prevent
Dicer from uncontrolled cleavage of dsRNA or secondary structures
in ssRNA.

One would also have to question the general function of 2° siRNAs in
protists. In multicellular species, RDRmediated RNAi amplificationmeans
the production of large amounts of 2° siRNAs: few triggermolecules in form
of 1° siRNAs cleaved from exogenous triggers are sufficient to produce
many more 2° siRNAs, for instance in C. elegans by 100fold22. This makes
sense for systemic silencing in order to disseminate an increasing number of
siRNAs in multicellular organisms to achieve virus resistance in cells far
away from the trigger. A single-celled species would not need suchmassive
amplification, and thus a different mechanistic usage of RDRs seems
plausible. Although 2° siRNAs exist outside the feeding region, their
abundance is in single digit percentage of 1° siRNAs. This is not in the
meaning of amplifying RNAi.

From a biochemical point of view, it remains unknownwhy twoRDRs
are necessary for this activity on exogenousRNA. Future studieswill need to

Fig. 2 | Application of heteroduplex dsRNA to analyze 1∘siRNA production.
AWorkflow of heteroduplex application from in vitro transcription, nanoparticles
assembly, labeling of E. coli and application of labeled bacteria to P. tetraurelia.
B Left: Transmission electron microscopic image of nanoparticles. Scale bars are
0.2 μm. Right: Native Gel electrophoretic analysis of annealed dsRNA before
nanoparticle formation (lane 1) and after particle formation and adsorption toE. coli
(lane 2). RNA in lane 2was re-isolated from living bacteria. The highmolecular band
corresponds to the bacterial gDNA. Asterisks indicate 500bp Marker bands.
C Scheme of heteroduplex strands (blue and red) in association to the endogenous
target. Mismatches between heteroduplex strands, as well as the endogenous
sequences are highlighted. RDR activity on the heteroduplex leads to new strands

(orange, green). Lack of RDR activity leads to generation of siRNAs solely based on
original heteroduplex strands. D Read length distribution of reads mapping to the
four possible heteroduplex dsRNA derived strands. Read count of reads corre-
sponding to sense and antisense strands of the original strands (blue and red,
respectively) and to the RDR-dependent products (green and orange) are shown.
E Read length distribution of reads mapping to the area of the heteroduplex without
mismatches to the endogenous sequence. Due to the absence of mismatches, RDR-
produced products can not be distinguished from exogenously applied strands. Read
count of reads in sense (blue) and antisense (red) orientation to the endogenous
sequence are shown.
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characterize the RDRC composition and biochemical activity of RDRs.
Given that we see differences in dsRNA and ssRNA that feed on the
dependency of RDR2 and in reference to studies inTetrahymena indicating
several different RDRCs associated with a single RDR35, we expect a great
complexity of different RDRCs in Paramecium.

Methods
Cell culture, synchronization, phylogenetics, structural analysis
Wild-type and different mutant strains of Paramecium tetraurelia were
maintained at 31 ° C in wheat grass powder (WGP)medium supplemented
with Klebsiella planticola as a food source for culture maintenance or

bacteria prepared for feeding experiments, and beta-sitosterol to promote
growth as described before36. Before experiments, cells were age-
synchronized by daily isolation of single cells in fresh WGP medium and
incubation at 31 °C for 24 h, repeating isolation for a week. Cells were then
incubated for 2 days in fresh medium to induce starvation and thereby
autogamy. Autogamy was verified by DAPI staining.

For phylogenetic analysis, amino acids datawere alignedwithClustalX
and evolutionary history was inferred using the neighbor joining method
with bootstraps replicates. Structural alignment of AlphaFold2 predicted
structures37 was carried out inColab v1.5.238 and visualized using the Smith-
Waterman 3D alignment method39 in RSCB Protein Data Bank40.

Fig. 3 | Distribution of non-templated nucleotides to different heteroduplex-
derived 1∘siRNAs.Analysis of 3′-non-templated nucleotides in small RNAs.ARead
length distribution of sRNAs mapping to the individual strands. Percent ratios of
reads mapping to the four possible heteroduplex strands are displayed. Reads are

catergoized in reads carrying no, one, two or three untemplated nucleotides. In
relation to the original heteroduplex sequence, B sequence logos of reads carrying
one, two or three untemplated nucleotides. Bases that are considered non-templated
are labeled using a black bar.
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Heteroduplex design
To distinguish smallRNAs produced directly from the exogenous dsRNA
through Dicer cleavage from smallRNAs produced with intermediate RDR
activity, a heteroduplex dsRNA was designed. Both strands of the hetero-
duplex dsRNA harbor a “mismatch area”, a region where mismatches
compared to the target mRNA sequence are introduced (compare Fig. 2C
and Supplementary Fig. 2A). In the same area, additional mismatches are
introduced only to the sense strand of the heteroduplex dsRNA. Following
thedistributionof themismatcheswithin sequenced smallRNAreads allows
for differentiation between smallRNA reads derived from the exogenously

applied heteroduplex dsRNA and reads derived from RDR-converted
strands. Sequences of the sense and antisense strand of the heteroduplex
dsRNA, as well as the sequence of the ND169 gene targeted by the hetero-
duplex dsRNA can be found in Suppl. Table 1.

Heteroduplex transcription, packaging and delivery
PCR products corresponding to the two heteroduplex RNA strands were
created, harboring T7 promoters and terminators for subsequent in vitro
transcription. In vitro transcriptionwas carriedout by theHiScribeT7High
Yield RNA Synthesis Kit from NEB following the manufacturer’s

Fig. 4 | RDR-dependency of feeding-associated 1∘siRNAs. A Immunofluorescence
localization of GFP:RDR1 and GFP:RDR2. Fluorescence signals generated by anti-
GFP antibodies are shown. DAPI is used to counterstain the macronuclei.B Scheme
of mutant cell lines used in upcoming experiments, including position and expla-
nation of the carried mutations. C Abundance of 23 nt siRNA reads mapping to the
different heteroduplex strands, color-coded according to the original strand as well
as read orientation, in relation to total reads sequenced. Analyzed is the 23 nt siRNA

abundance in wildtype as well as RDR-mutant strains. D Ratios of 23 nt siRNAs
reads mapping to individual heteroduplex sequences, color-coded according to the
original strand as well as read orientation, in relation to total number of 23 nt siRNA
reads mapping to all heteroduplex strands. E Read length distribution of reads
mapping to the different heteroduplex strands, color-coded according to the original
strand as well as read orientation.
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instructions. Prior toDNAse I treatment andphenol/chloroformextraction,
the produced RNA strands were annealed to a heteroduplex dsRNA by
heating the reaction to 85 °C for 10min followed by slow cooling to 4 °C
over a period of 45min.

Annealed heteroduplex dsRNAwasmixed in aqueous solution at a 1:2
mass ratio with DEAE dextran 20 (TdB Labs, Uppsala) to facilitate nano-
particle formation using electrostatic interactions. The size of the particles
and the net charge were measured using a Zetasizer Ultra (Malvern Pana-
lyitcal) and the particles were visualized by transmission electron micro-
scopy using a JEOL JEM-2100 in bright fieldmodewith a slow-scan charge-
coupled device camera at 200 kV operating voltage. To facilitate hetero-
duplex nanoparticle uptake in P. tetraurelia, positively charged particles
were adsorbed onto the negatively charged surface of E. coli by harvesting a
bacterial overnight culture, washing the bacteria twice in 1×PBS andmixing
1ml of resuspended E. coli with 50 μL nanoparticle suspension and incu-
bating the mixture for 30min at 37 °C under constant shaking. Bacteria
were then mixed with 20 ml WGPmedium. Paramecia were grown in this
medium for 24 h at 27 °C before RNA extraction.

RNA feeding using E. coli
For single strand RNA application, E. coli cells of the HT115 DE3 strain
(originally described in ref. 41) were transformed with a plasmid that har-
bors a fragment of the ND169 gene under control of a T7 promoter and
terminator. To prepare single-strand RNA (ssRNA) feeding medium, a
culture of the transformed E. coliwas inoculated using an overnight culture
and grown to an OD of 0.4 before IPTG was added to induce ssRNA
production. ssRNAproductionwas induced for 2.5 h until the bacteria were
transferred toWGPmedium. Parameciawere cultivated in feedingmedium
for 48 h at 27 °C before RNA extraction. DsRNA feeding using the same E.
coli strain was performed, using a L4440 vector containing a fragment of the
ND169 gene, using the same protocol as explained for ssRNA feeding as
established for Paramecium before42.

RNA extraction, sRNA-seq, and biochemistry
RNA was extracted from 50.000 cells using TRI Reagent (Sigma-Aldrich).
RNAwas size-selected using a UREA-MOPS PAGE and enriched for RNA
molecules between 18 and 30 nt. Size-selected RNAwas used as an input for
sRNA library preparation using the NEBNext Small RNA Library Prep Kit
for Illumina from NEB according to the manufacturer’s instructions fol-
lowing the size selection by TBE-PAGE protocol. To distinguish sRNAs
with different biochemical properties, mainly their 5′-phosphorylation
status, size-selected sRNA was treated in different ways to create libraries
specific for certainmodifications. For 5′-mono-phosphate specific libraries,
theNEBNext Small RNALibrary PrepKit for Illumina fromNEB, based on
classical ligation, was used. For 5′-mono- and tri-phosphate smallRNAs,
size-selected RNA was treated with the CapClip enzyme (Cellscript) and
then converted into a library as described, or untreated size-selected RNA
was subjected to librarypreparationbyusing a template switch-based library
kit (D-Plex Small RNA-seq Library Prep Kit for Illumina from Hologic
Diagenode) as desribed before. For 5′-tri-phosphate specific libraries, size-
selected RNA was first Terminato (Epicenter) treated to digest 5′-mono-
phosphate RNA.After extractionwith acid phenol, the remaining RNAwas
treated with the CapClip enzyme (Cellscript) before being subjected to the
NEBNext Small RNA Library Prep Kit for Illumina from NEB. Successful
treatment for biochemical discrimination of RNA was validated by using
RNA spike-in oligos with known 5′-phosphorylation status, controlled
using a UREA-MOPS PAGE (compare Supplementary Fig. 1A). A DNA
spike-in oligo was used as a loading control. Libraries weremultiplexed and
sequenced on the Illumina NextSeq.

Data processing and analysis
Reads were de-multiplexed and quality- and adapter-trimming was carried
outusing theTrimGalore tool,whichusesCutadapt43,44.Quality of readswas
evaluatedusing theFastQC/MultiQC tool45,46.Only reads between18and30
nucleotides (nt) in lengthweremaintained to ensure presence of at least one
mismatch in each read to properly identify the corresponding strand
(compare Supplementary Fig. 2A). For heteroduplex analysis, reads were
mapped to the two heteroduplex sequences simultaneously, using the

Fig. 6 | Working Model of RDR-dependent 1∘siRNA production after dsRNA
feeding. A working model for feeding-induced 1∘ siRNA synthesis in Paramecium.
Exogenous dsRNA cannot be cleaved by Dicer directly (left). In absence of either
RDR1 or RDR2, exogenous RNA becomes degraded (middle). In WT cells, both
RDRs need to interact to convert dsRNA into new hybrid-dsRNA, which is theDicer
substrate. It is likely that Dicer directly associates with the complex formed by both
RDRs. Since siRNA becomes oligouridinylated while antisense siRNAs accumulate,
being stabilized in Piwi proteins. (Right) Created in BioRender. Simon, M. (2025)
https://BioRender.com/5f9pujd.

Fig. 5 | Abundance of 23nt siRNAs after ssRNA feeding in wildtype and RDR-
mutants. Mapping statistics of sRNA sequencing of cultures undergoing single
strand RNA (ssRNA) feeding: antisense-orientated ssRNA (A) and sense-orientated
ssRNA (B) feeding was conducted. Displayed are the ratios of 23 nt siRNA reads
mapping to the applied ssRNA. Bars represent the mean value of replicates, while
points represent values of individual replicates.
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Bowtie mapper allowing no mismatches or multi-mapping47. Reads map-
ping on the individual strands of the heteroduplex in either sense or anti-
sense orientation were quantified using in-build Tools of the Geneious
Prime 2024.0 Software (https://www.geneious.com). Sense-oriented reads
mapping to the sense strand and antisense reads mapping to the antisense
strand of the heteroduplex, thereby corresponding to the native orientation
of the applied heteroduplex dsRNA in regards of the mismatch positions
between the strands, were considered derived from the exogenous dsRNA
and labeled as senseHD_sense and antisenseHD_antisense, respectively.
Antisense-oriented reads mapping to the sense strand and sense reads
mapping to the antisense strand of the heteroduplex, differing from the
original orientation of the mismatch positions between the strands, were
considered RDR-products and labeled as senseHD_antisense and anti-
senseHD_sense, respectively.

For analysis of non-templated nucleotides, a modified version of a
custom snakemake pipeline was used (https://www.github.com/greenjune-
ship-it/untemplated-nucleotides-search). In short, sRNA reads were map-
ped to the template sequence without allowing mismatches using Bowtie47.
Then, reads mapped to the sequences were extracted, sense and antisense
directed reads were separated and sequence logos for each read length were
calculatedwith theweblogo tool48. Reads extracted thiswaywere considered
not containing non-templated nucleotides. In a second iteration, reads not
mapped were trimmed by removing a single base from the 3′-end using
Cutadapt44 and mapped to the template sequence again. Reads mapped in
this iteration were processed in the same way as described above and were
considered to carry a single non-templated nucleotide. This process was
repeated a total of four times, allowing for the analysis of up to three non-
templated nucleotides. Overlap analysis of siRNAswas performed using the
siRNA and piRNA overlap signature prediction tool (ref. 49).

RDR localization
For localization of RDR1 and RDR2, young Paramecium cells were trans-
fected by macronuclear injection of a linearized plasmid containing the
open reading frame of either RDR fused with an N-terminal GFP. To
enhance visualization of RDR localization, GFP-positive cells were used to
perform an immunofluorescence assay using anti-GFP antibodies (Roche)
using a for Paramecium adapted protocol50. In short, 10.000 cells were
washed once in Volvic water, starved for 30min, collected in 500 μL and
permeabilized for 30min by adding 500 μL permeabilization buffer (1%
formaldehyde, 2.5% Triton X-100, 4% sucrose in 1xPHEM). Following
permeabilization, 7ml fixation buffer (4% formaldehyde, 1.2% Triton X-
100, 4% sucrose in 1× PHEM) was added and fixation was carried out for
10min. Cells were washed twice in blocking solution (2% BSA in TBST),
incubated with anti-GFP-antibodies (1:300 in blocking solution) overnight,
washed twice with blocking solution, and incubated with secondary anti-
body (AlexaFluor 555 conjugatedF(ab′) (ThermoFisher) 1:3000 inblocking
solution) for 1 h. After a last washing step, cells were mounted onto a cover
slip andfluorescent pictureswere takenusing afluorecentmicroscope (Axio
Observer, Zeiss). Proper expression of the RDR-GFP fusion proteins were
validated by western Blot (compare Supplementary Fig. 10).

Statistics and reproducibility
For the biochemical analysis of feeding-associated siRNAs, total RNA
extracted from a cell culture undergoing dsRNA-feedingwas used. The very
same total RNA sample was split in four aliquots, each aliquot being treated
to obtain the four different 5′-phosphorylation-dependent libraries dis-
played in Fig. 1. Heteroduplex dsRNA containing nanoparticles were pro-
duced and applied four times, representing four true biological replicates
used for analysis of heteroduplex-derived 1° siRNAs as well as non-
templated nucleotide analysis. The fourth batch of heteroduplex nano-
particles was also applied to the described mutant strains, allowing com-
parison of siRNAs of this wildtype replicate with siRNAs produced from
mutant strains. ssRNA feeding was carried out in biological duplicates for
mutant strains and one replicate for wildtype cells simultaneously, allowing
for comparison between the wildtype and mutant replicates. Mean value

and standard deviation of the two mutant biological replicates were calcu-
lated to compare siRNA abundance between samples. Three additional
biological wildtype replicates were obtained later, but fed with a different
batch of induced bacteria, which is why these replicates were only con-
sidered for read length distribution of produced siRNAs.

Reporting summary
Further information on research design is available in the Nature Portfolio
Reporting Summary linked to this article.

Data availability
All sequencing data generated in this study are available in theArrayExpress
database (http://www.ebi.ac.uk/arrayexpress) under accession number
MTAB-14931.Maps of plasmids generated in this study are available under
https://doi.org/10.5281/zenodo.1781582751. Numerical sources data of fig-
ures presented in this study are provided in SupplementaryData 1. All other
data will be available from the corresponding author upon reasonable
request.

Code availability
For analysis of non-templated nucleotides, a custom snakemake pipeline
using established toolswas used.An in-depth explanation of theworkflow is
provided in the methods section, including the specific tools used in each
step. The base version of the pipeline is available via GitHub (https://github.
com/greenjune-ship-it/untemplated-nucleotides-search). A modified sna-
kefile realizing the split of sense and antisense mapping reads as well as an
additional script normalizing the created weblogos to the paramecium
genome base composition, as used in the final analysis of the data in this
manuscript, are provided under https://doi.org/10.5281/zenodo.
1789666152. Specific requirements for using the pipeline, including soft-
ware versions, are provided in GitHub as well as the Zenodo repository.

Received: 8 May 2025; Accepted: 17 December 2025;

References
1. Tang,D. et al. Invasionby exogenousRNA: cellular defense strategies

and implications for RNA inference.Mar. Life Sci. Technol.5, 573–584
(2023).

2. Cottrell, K. A., Andrews, R. J. & Bass, B. L. The competitive landscape
of the dsRNA world.Mol. Cell 84, 107–119 (2024).

3. Schlee,M. &Hartmann, G. Discriminating self from non-self in nucleic
acid sensing. Nat. Rev. Immunol. 16, 566–580 (2016).

4. Maillard, P. et al. Antiviral RNA interference in mammalian cells.
Science 342, 235–238 (2013).

5. Wang, J. & Li, Y. Current advances in antiviral RNA interference in
mammals. FEBS J. 291, 208–216 (2024).

6. Pak, J., Maniar, J. M., Mello, C. C. & Fire, A. Protection from feed-
forward amplification in an amplified RNAi mechanism. Cell 151,
885–899 (2012).

7. Flemr, M. et al. A retrotransposon-driven dicer isoform directs
endogenous small interfering RNA production in mouse oocytes.Cell
155, 807–816 (2013).

8. Baldaccini, M. et al. The helicase domain of human dicer prevents
RNAi-independent activation of antiviral and inflammatory pathways.
EMBO J. 43, 806–835 (2024).

9. Drews, F., Boenigk, J. & Simon, M. Paramecium epigenetics in
development and proliferation. J. Eukaryot. Microbiol. 69, e12914
(2022).

10. Baulcombe, D. C. Amplified silencing. Science 315, 199–200 (2007).
11. Volpe, T. A. et al. Regulation of heterochromatic silencing and histone

H3 lysine-9 methylation by RNAi. Science 297, 1833–1837 (2002).
12. Simmer,F. et al.HairpinRNA inducessecondarysmall interferingRNA

synthesis and silencing in trans in fission yeast. EMBO Rep. 11,
112–118 (2010).

https://doi.org/10.1038/s42003-025-09443-4 Article

Communications Biology |           (2026) 9:167 9

https://www.geneious.com
https://www.github.com/greenjune-ship-it/untemplated-nucleotides-search
https://www.github.com/greenjune-ship-it/untemplated-nucleotides-search
http://www.ebi.ac.uk/arrayexpress
https://doi.org/10.5281/zenodo.17815827
https://github.com/greenjune-ship-it/untemplated-nucleotides-search
https://github.com/greenjune-ship-it/untemplated-nucleotides-search
https://doi.org/10.5281/zenodo.17896661
https://doi.org/10.5281/zenodo.17896661
www.nature.com/commsbio


13. Dalmay, T., Hamilton, A., Rudd, S., Angell, S. & Baulcombe, D. C. An
RNA-dependent RNA polymerase gene in Arabidopsis is required for
posttranscriptional gene silencingmediatedby a transgenebut not by
a virus. Cell 101, 543–553 (2000).

14. Sijen, T. et al. On the role of RNA amplification in dsRNA-triggered
gene silencing. Cell 107, 465–476 (2001).

15. Pinzón, N. et al. Functional lability of RNA-dependent RNA
polymerases in animals. Plos Genet. 15, e1007915 (2018).

16. Galvani, A. & Sperling, L. RNA interference by feeding in Paramecium.
Trends Genet. 18, 11–12 (2002).

17. Timmons, L. & Fire, A. Specific interference by ingested dsRNA.
Nature 395, 854–854 (1998).

18. Carradec, Q. et al. Primary and secondary siRNA synthesis triggered
by RNAs from food bacteria in the ciliate Paramecium tetraurelia.
Nucleic Acids Res. 43, 1818–1833 (2015).

19. Lepere,G. et al. Silencing-associatedandmeiosis-specific small RNA
pathways in Paramecium tetraurelia.Nucleic Acids Res. 37, 903–915
(2008).

20. Marker, S., Le Mouel, A., Meyer, E. & Simon, M. Distinct RNA-
dependent RNA polymerases are required for RNAi triggered by
double-stranded RNA versus truncated transgenes in Paramecium
tetraurelia. Nucleic Acids Res. 38, 4092–4107 (2010).

21. Voinnet, O. Use, tolerance and avoidance of amplified RNA silencing
by plants. Trends Plant Sci. 13, 317–328 (2008).

22. Pak, J. & Fire, A. Distinct populations of primary and secondary
effectors during RNAi in c. elegans. Science 315, 241–244 (2007).

23. Drews, F. et al. Two piwis with ago-like functions silence somatic
genes at the chromatin level. RNA Biol. 18, 757–769 (2021).

24. Zigáčková, D. & Vaňáčová, Š. The role of 3′ end uridylation in RNA
metabolism and cellular physiology.Philos. Trans. R. Soc. B Biol. Sci.
373, 20180171 (2018).

25. Marker, S., Carradec, Q., Tanty, V., Arnaiz, O. & Meyer, E. A forward
genetic screen reveals essential and non-essential RNAi factors in
Paramecium tetraurelia. Nucleic Acids Res. 42, 7268–7280 (2014).

26. Parrish, S., Fleenor, J., Xu, S., Mello, C. & Fire, A. Functional anatomy
of a dsRNA trigger: differential requirement for the two trigger strands
in RNA interference.Mol. Cell 6, 1077–1087 (2000).

27. Götz, U. et al. Two sets of RNAi components are required for
heterochromatin formation in trans triggered by truncated
transgenes. Nucleic Acids Res. 44, 5908–5923 (2016).

28. Lee, S. R. & Collins, K. Physical and functional coupling of RNA-
dependent RNA polymerase and dicer in the biogenesis of
endogenous siRNAs. Nat. Struct. Mol. Biol. 14, 604–610 (2007).

29. Almeida, M. V. et al. Gtsf-1 is required for formation of a functional
RNA-dependent RNA polymerase complex in Caenorhabditis
elegans. EMBO J. 37, e99325 (2018).

30. Karunanithi, S. et al. Exogenous RNAi mechanisms contribute to
transcriptome adaptation by phased siRNA clusters in Paramecium.
Nucleic Acids Res. 47, 8036–8049 (2019).

31. Jenkins, B. H. et al. Characterization of the RNA-interference pathway
as a tool for reverse genetic analysis in the nascent phototrophic
endosymbiosis, Paramecium bursaria. R. Soc. Open Sci. 8, 210140
(2021).

32. Fujishima, M. & Kodama, Y. Endosymbionts in Paramecium. Eur. J.
Protistol. 48, 124–137 (2012).

33. Jenkins, B. H. et al. Emergent RNA–RNA interactions can promote
stability in a facultative phototrophic endosymbiosis. Proc. Natl.
Acad. Sci. USA 118, e2108874118 (2021).

34. Jenkins, B. H. et al. Characterization of the RNA-interference pathway
as a tool for reverse genetic analysis in the nascent phototrophic
endosymbiosis, Parameciumbursaria.RoyalSocietyOpenScience8,
210140 (2021).

35. Lee, S. R., Talsky, K. B. & Collins, K. A single RNA-dependent RNA
polymerase assembles with mutually exclusive nucleotidyl

transferase subunits to direct different pathways of small RNA
biogenesis. RNA 15, 1363–1374 (2009).

36. Klöppel, C., Müller, A., Marker, S. & Simon, M. Two isoforms of
eukaryotic phospholipase C in Paramecium affecting transport and
release of GPI-anchored proteins in vivo.Eur. J. Cell Biol. 88, 577–592
(2009).

37. Jumper, J. et al. Highly accurate protein structure prediction with
alphafold. Nature 596, 583–589 (2021).

38. Mirdita, M. et al. Colabfold: making protein folding accessible to all.
Nat. Methods 19, 679–682 (2022).

39. Smith, T. F. et al. Identification of common molecular subsequences.
J. Mol. Biol. 147, 195–197 (1981).

40. Bittrich, S., Segura, J., Duarte, J. M., Burley, S. K. & Rose, Y. RCSB
protein data bank: exploring protein 3d similarities via comprehensive
structural alignments. Bioinformatics 40, btae370 (2024).

41. Timmons, L., Court, D. L. & Fire, A. Ingestion of bacterially expressed
dsRNAs can produce specific and potent genetic interference in
Caenorhabditis elegans. Gene 263, 103–112 (2001).

42. Karunanithi, S. et al. Feeding exogenous dsRNA interferes with
endogenous sRNA accumulation in Paramecium. DNA Res. 27,
dsaa005 (2020).

43. Krueger, F. et al. Felixkrueger/trimgalore: v0.6.10 - add default
decompression path (0.6.10). Zenodo https://doi.org/10.5281/
zenodo.7598955.

44. Martin, M. Cutadapt removes adapter sequences from high-
throughput sequencing reads. EMBnet. J. 17, 10–12 (2011).

45. Andrews, S. Fastqc: a quality control tool for high throughput
sequence data; 2010 https://github.com/s-andrews.

46. Ewels,P.,Magnusson,M., Lundin,S. &Käller,M.MultiQC: summarize
analysis results for multiple tools and samples in a single report.
Bioinformatics 32, 3047–3048 (2016).

47. Langmead, B., Trapnell, C., Pop, M. & Salzberg, S. L. Ultrafast and
memory-efficient alignment of short DNA sequences to the human
genome. Genome Biol. 10, R25 (2009).

48. Crooks, G. E., Hon, G., Chandonia, J.-M. & Brenner, S. E. Weblogo: a
sequence logo generator. Genome Res. 14, 1188–1190 (2004).

49. Antoniewski, C. Computing siRNA and piRNA overlap signatures. In
Animal Endo-siRNAs: Methods and Protocols 135–146 (Springer,
2014).

50. Frapporti, A. et al. The polycomb protein Ezl1 mediates H3K9 and
H3K27methylation to repress transposable elements in paramecium.
Nat. Commun. 10, 1–15 (2019).

51. Pirritano, M. Maps of plasmids created for studying Rdr1 and Rdr2 in
Paramecium tetraurelia. https://doi.org/10.5281/zenodo.17815827
(2025).

52. Pirritano, M. & Yakovleva, Y. Custom code used for analysis of non-
templated nucleotides in Paramecium tetraurelia. https://doi.org/10.
5281/zenodo.17896661 (2025).

Acknowledgements
This work was supported by grants from the German Research Council
(DFG) to M.S (SI1379/3-1) and by the DFG Research Infrastructure
NGS CC (project 407495230) as part of the Next Generation
Sequencing Competence Network (project 423957469). Sample
sequencing was carried out at the Competence Centre for Genomic
Analysis (Kiel). M.P. received a doctoral scholarship from the German
Academic Scholarship Foundation (Studienstiftung des deutschen
Volkes). K.S. received a grant from the German Academic Exchange
Service (DAAD) to carry out her work (Research Grant 57552340). Yulia
Yakovleva received a grant from the DAAD-Dmitrij Mendeleev Program
2021. We thank Eric Meyer, Paris, Sandra Duharcourt, Paris and Alexey
Potekhin, Innsbruck for kind support with mutant strains. We
acknowledge the use of DeepL Write (free version, at https://www.
deepl.com/en/translator write) for language improvement.

https://doi.org/10.1038/s42003-025-09443-4 Article

Communications Biology |           (2026) 9:167 10

https://doi.org/10.5281/zenodo.7598955
https://doi.org/10.5281/zenodo.7598955
https://doi.org/10.5281/zenodo.7598955
https://github.com/s-andrews
https://github.com/s-andrews
https://doi.org/10.5281/zenodo.17815827
https://doi.org/10.5281/zenodo.17815827
https://doi.org/10.5281/zenodo.17896661
https://doi.org/10.5281/zenodo.17896661
https://doi.org/10.5281/zenodo.17896661
https://www.deepl.com/en/translator
https://www.deepl.com/en/translator
www.nature.com/commsbio


Author contributions
M.P. and M.Si. conceptualized the project and designed the experimental
analyses. M.Sch. conceptualized the nanoparticle formation. J.B., M.Sa.,
and K.S. performed nanoparticle production and quality checks. S.F.
performed Illumina sequencing. M.P., P.S., and T.T. performed cell culture,
RNAi, andHeteroduplex feeding. Y.Y. analyzed non-templated nucleotides,
all other bioinformatics was carried out by M.P. M.P. and M.Si. wrote the
original draft. All authors contributed to the review and editing.

Funding
Open Access funding enabled and organized by Projekt DEAL.

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/s42003-025-09443-4.

Correspondence and requests for materials should be addressed to
Martin Simon.

Peer review information Communications Biology thanks the anonymous
reviewers for their contribution to the peer review of this work. Primary
handling editors: Kaliya Georgieva.

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

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in anymedium 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’sCreativeCommons 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://creativecommons.org/licenses/by/4.0/.

© The Author(s) 2026

https://doi.org/10.1038/s42003-025-09443-4 Article

Communications Biology |           (2026) 9:167 11

https://doi.org/10.1038/s42003-025-09443-4
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
www.nature.com/commsbio

	Exogenous dsRNA made accessible to Dicer by two eukaryotic RNA-dependent RNA polymerases in Paramecium tetraurelia
	Results
	1° and 2° siRNAs in Paramecium are predominantly 5′-monophosphorylated
	1° siRNAs are a mixture of applied dsRNA and RDR products
	Sense siRNAs carry non-templated uridines
	Exogenous dsRNA cannot be cleaved by Dicer directly
	Applied ssRNA is efficiently converted into 23 nt siRNAs

	Discussion
	Methods
	Cell culture, synchronization, phylogenetics, structural analysis
	Heteroduplex design
	Heteroduplex transcription, packaging and delivery
	RNA feeding using E. coli
	RNA extraction, sRNA-seq, and biochemistry
	Data processing and analysis
	RDR localization
	Statistics and reproducibility
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Additional information




