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Abstract
Protists frequently host diverse bacterial symbionts, in particular those affiliated with the order Holosporales 
(Alphaproteobacteria). All characterised members of this bacterial lineage have been retrieved in obligate association with 
a wide range of eukaryotes, especially multiple protist lineages (e.g. amoebozoans, ciliates, cercozoans, euglenids, and 
nucleariids), as well as some metazoans (especially arthropods and related ecdysozoans). While the genus Paramecium 
and other ciliates have been deeply investigated for the presence of symbionts, known members of the family “Candidatus 
Paracaedibacteraceae” (Holosporales) are currently underrepresented in such hosts. Herein, we report the description of 
“Candidatus Intestinibacterium parameciiphilum” within the family “Candidatus Paracaedibacteraceae”, inhabiting the 
cytoplasm of Paramecium biaurelia. This novel bacterium is almost twice as big as its relative “Candidatus Intestinibacterium 
nucleariae” from the opisthokont Nuclearia and does not present a surrounding halo. Based on phylogenetic analyses of 16S 
rRNA gene sequences, we identified six further potential species-level lineages within the genus. Based on the provenance of 
the respective samples, we investigated the environmental distribution of the representatives of “Candidatus Intestinibacterium” 
species. Obtained results are consistent with an obligate endosymbiotic lifestyle, with protists, in particular freshwater ones, as 
hosts. Thus, available data suggest that association with freshwater protists could be the ancestral condition for the members 
of the “Candidatus Intestinibacterium” genus.
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Introduction

Symbiotic associations between protists and bacteria are 
rather common in nature, and examples can be found in almost 
every protist group (Gast et al. 2009; Nowack and Melkonian 
2010; Dziallas et al. 2012; Scheid 2014; Husnik et al. 2021; 
Fokin and Serra 2022). Different kinds of associations were 
observed, ranging from temporary to rather evolutionary 
stable. While the breadth of the diversity of such association is 
still undisclosed, their outcomes may enhance the possibility 
to adopt novel lifestyles and colonise new environments, 
otherwise not accessible for the protist (Fenchel and Finlay 
1991; Görtz and Fokin 2009; Dziallas et al. 2012).

Many bacterial symbionts of diverse protists are affili-
ated to the alphaproteobacterial order Holosporales (sensu 
Szokoli et al. 2016a), which was initially considered as 
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early divergent within the order Rickettsiales, but, as now 
indicated by multiple studies, is a fully independent lineage 
within Alphaproteobacteria (Martijn et al. 2018; Muñoz-
Gómez et al. 2019; Castelli et al. 2022b). It has also been 
proposed that Holosporales (sensu Szokoli et al. 2016a) 
should be down-ranked to the family level, namely Holo-
sporaceae (Rhodospirillales) (Muñoz-Gómez et al. 2019). 
Here, the definition of Holosporales (sensu Szokoli et al. 
2016a) will be used, considering that it best highlights the 
evolutionary distinctiveness of this lineage, as well as the 
broad diversity of its family-level sublineages.

At present, Holosporales comprise exclusively 
bacteria associated with different eukaryotes and can 
be subdivided into four families: Holosporaceae (sensu 
Szokoli et al. 2016a), “Caedimonadaceae” (Schrallhammer 
et al. 2018), “Candidatus (from now on, abbreviated as 
Ca.) Hepatincolaceae” (Szokoli et al. 2016a), and “Ca. 
Paracaedibacteraceae” (Hess et al. 2016).

Holosporaceae comprise many endosymbionts of ciliate 
protists, in particular of the genus Paramecium. The most 
renowned are Holospora and the Holospora-like bacteria 
(HLB) (Schrallhammer and Potekhin 2020), which typically 
reside inside the host nuclear apparatus, displaying a 
multiphase dimorphic infectious cycle (Beliavskaia et al. 
2020; Schrallhammer and Potekhin 2020; Zilio et  al. 
2021). Holosporaceae hosts include other protists (e.g. 
diplonemids), and even arthropods.

“Caedimonadaceae” as well include many bacteria 
associated with protists. Among these, the most deeply 
investigated is “Caedimonas varicaedens” (Schrallhammer 
et al. 2018; Flemming et al. 2021), which was shown to 
confer to its Paramecium hosts a competitively advantageous 
killer trait towards non-infected conspecifics (Schrallhammer 
and Schweikert 2009).

“Ca. Hepanticolaceae” (Szokoli et  al. 2016a), also 
termed “Ca. Tenuibacteraceae” (Kroer et al. 2016), were 
detected up to now in association with multicellular animals, 
specifically with Ecdysozoa (Wang et al. 2004; Kroer et al. 
2016; Guidetti et al. 2020).

The family “Ca. Paracaedibacteraceae” includes numer-
ous symbionts of unicellular eukaryotes. Earlier studies 
were mainly focused on Acanthamoeba spp. (Amoebozoa), 
found to be hosting members of the paraphyletic genus “Ca. 
Paracaedibacter” (Horn et al. 1999) and “Ca. Odyssella 
thessalonicensis” (Birtles et al. 2000), as well as on unchar-
acterised protists from acidic environments, hosting “Ca. 
Captivus acidiprotistae” (Baker et al. 2003). More recent 
investigations on phylogenetically diverse hosts allowed the 
description of “Ca. Finniella spp.”, inhabiting Viridiraptori-
dae (Cercozoa) (Hess et al. 2016) and ciliates (Boscaro et al. 
2019), of “Ca. Intestinibacterium nucleariae” (originally 
denominated “Ca. Intestinusbacter nucleariae”) (Dirren and 
Posch 2016; Oren et al. 2020), described in the opisthokont  

Nuclearia (Holomycota), and of “Ca. Parafinniella ignota”, 
hosted by the ciliate Euplotes (Boscaro et al. 2019). Nota-
bly, the kinetoplastid Bodo saltans (Euglenozoa) is possibly 
dependent on its Paracaedibacter-like bacterium “Ca. Bodo-
caedibacter vickermanii” (Midha et al. 2021).

For what concerns ciliate protists, despite intensive inves-
tigations on bacterial symbionts (e.g. Hirakata et al. 2015; 
Schuster and Bright 2016; Boscaro et al. 2019; Takeshita 
et al. 2019; Serra et al. 2020; Graf et al. 2021; Muñoz-
Gómez et al. 2021; Castelli et al. 2022a), only few records 
on “Ca. Paracaedibacteraceae” bacteria were recently 
reported (Boscaro et al. 2019). Thus, according to such data, 
“Ca. Paracaedibacteraceae” seem to be underrepresented 
in ciliates as compared to other families of Holosporales. 
Herein, we present the description of a novel bacterial sym-
biont occupying the cytoplasm of Paramecium biaurelia 
(Ciliophora, Oligohymenophorea), and affiliated to “Ca. 
Paracaedibacteraceae”.

Material and methods

Host cultivation and characterisation

The Paramecium strain US_Bl 12I1 was isolated from 
a water sample obtained during an environmental sur-
vey around Bloomington, Indiana (USA), in 2011. The 
sample originated from the Skater’s pond (39°14′40″N, 
86°32′30″W) located approximately 10 km outside Bloom-
ington. A monoclonal culture of the ciliate was established 
by single-cell isolation, then maintained at 22 ± 1°C in 
0.25% Cerophyl medium inoculated with Raoultella plan-
ticola strain DMSZ 3069. Medium was prepared according 
to Krenek et al. (2011), namely by an infusion of wheatgrass 
powder (GSE Vertrieb GmbH). Paramecium species was 
preliminarily identified by live observations as a member 
of the Paramecium aurelia species complex according to 
the morphological criteria by Fokin (2010), namely cell 
size and shape, number, type and structure of contracting 
vacuoles, and number and location of micronuclei (apply-
ing a DAPI stain). Then, identification was confirmed by 
molecular characterisation using three markers. In detail, 
total DNA was extracted from approximately 50 Parame-
cium cells using the NucleoSpin® Plant DNA Extraction Kit 
(Macherey-Nagel GmbH & Co. KG, Düren NRW, Germany) 
as described elsewhere (Szokoli et al. 2016a). The eukary-
otic SSU rRNA gene was amplified and sequenced according 
to Modeo et al. (2013); the internal transcribed spacer (ITS) 
region and the mitochondrial cytochrome c oxidase subunit 
1 (COI) gene were amplified and sequenced as in Lanzoni 
et al. (2016). PCR products were purified with the EuroGold 
CyclePure Kit (EuroClone S.p.A. Headquarters & Market-
ing, Pero, Milan, Italy). Sanger sequencing was performed 



661International Microbiology (2024) 27:659–671	

1 3

by GATC Biotech AG (Konstanz, Germany). The sequences 
of the SSU rRNA gene and ITS were then joined together 
by the partial overlap on the SSU rRNA gene portion, as 
described previously (Sabaneyeva et al. 2018).

Molecular characterisation of the symbiont 
and fluorescence in situ hybridisation

The prokaryotic SSU rRNA gene sequence of the bacte-
rial symbiont of Paramecium US_Bl 12I1 was obtained by 
a touchdown PCR with the Alphaproteobacteria-targeted 
forward primer 16Sα_F19b and the almost universal bac-
terial reverse primer 16S_R1522a, as described previously 
(Szokoli et al. 2016b). PCR products were purified and 
sequenced using internal primers (16S F343 ND 5′-TAC​
GGG​AGG​CAG​CAG-3′, 16S R515 ND 5′-ACC​GCG​GCT​
GCT​GGCAC-3′, and 16S F785 ND 5′-GGA​TTA​GAT​ACC​
CTG​GTA​-3′) as previously described (Szokoli et al. 2016b).

Based on the obtained sequence, the genus-specific oligo-
nucleotide probe IntGen_189 [5′-GCG​GTA​AAC​CTT​TAA​
CCT​C-3′] (Cy3-labelled) and the species-specific probe 
IntPar_79 [5′-CTA​ACA​TAT​AGA​GCA​AGC​TCC-3′] (Cy3-
labelled) were designed and then synthesised by Eurofins 
GmbH (Ebersberg, Germany). In silico probe specificity was 
determined using the TestProbe tool 3.0 of the SILVA rRNA 
database project (Quast et al. 2013) and the probe match tool 
of the Ribosomal Database Project (RDP) (Cole et al. 2009), 
and by manual inspection of sequence hits. The probes were 
tested in fluorescence in situ hybridisation (FISH) experi-
ments in combination with the almost universal bacterial 
probe EUB338 (Amann et al. 1990) (FITC-labelled) at dif-
ferent formamide concentrations (from 0 up to 50%) for their 
binding ability on the US_Bl 12I1 symbiont, following the 
protocol by Szokoli et al. (2016a). Observations were carried 
out with a Leica TCS SPE confocal laser scanning micro-
scope (Leica Microsystems GmbH, Wetzlar, Germany) in 
the Core Facility Center for Microscopy and Microanalysis 
(St. Petersburg State University).

Transmission electron microscopy

For transmission electron microscopy, Paramecium cells 
were fixed for 1.5 h at room temperature in a mixture of 
1.6% PFA and 2.5% glutaraldehyde in 0.1 M phosphate 
buffer (pH 7.2–7.4). Then, the cells were washed in the same 
buffer containing sucrose (12.5%) and post-fixed for 1 h at 
4°C in 1.6% OsO4. Dehydration of the cells was performed 
in an ethanol gradient followed by ethanol/acetone (1:1), 
100% acetone, and the cells were finally embedded in Epoxy 
embedding medium (Fluka Chemie AG, St. Gallen, Switzer-
land) according to the manufacturer’s protocol. The blocks 
were sectioned with a Leica EM UC6 Ultracut, and sections 
were stained with aqueous 1% uranyl acetate followed by 

1% lead citrate. All samples were examined with a JEM-
1400 electron microscope (JEOL, Ltd., Tokyo, Japan) at 90 
kV. The images were obtained with a built-in digital camera 
(Nitla et al. 2019).

Phylogenetic analyses of the symbiont

Phylogenetic analyses were performed using the ARB soft-
ware package version 5.2 (Ludwig et al. 2004). The novel 
sequence of the endosymbiont was automatically aligned 
together with the nearly full-length (>1200bp) sequences of 
59 other Holosporales and of six other Alphaproteobacteria, 
representing the outgroup. The alignment was later manu-
ally refined according to the predicted secondary structure 
of the SSU rRNA and trimmed at both ends to the length 
of the shortest sequences, obtaining 1451 final positions. 
The optimal substitution model (GTR+I+G) was determined 
with jModelTest 2.1 (Darriba et al. 2012) using the Akaike 
Information Criterion (AIC). Maximum likelihood (ML) 
phylogenetic analysis was performed with 1000 bootstrap 
pseudo-replicates with the PhyML software (Guindon and 
Gascuel 2003) version 2.4.5 from the ARB package. Bayes-
ian inference (BI) was performed with MrBayes 3.2 (Ron-
quist et al. 2012), using three runs, each with one cold and 
three heated chains, iterating for 1,000,000 generations with 
a burn-in of 25%. Convergence was determined by reach-
ing an average deviation of split frequency below 0.01, and 
potential scale reduction factor (PSRF) for all parameters 
close to 1.000. Pairwise identity values between sequences 
were calculated on the same matrix employed for phylogeny.

Screening of metagenomic datasets

The online platform IMNGS (Integrated Microbial Next 
Generation Sequencing) (Lagkouvardos et al. 2016) was 
used to perform a systematic screening of the sequences 
from all available prokaryotic SSU rRNA gene amplicon 
studies available in the Sequence Read Archive (SRA). The 
sequences of the herein characterised bacterial symbiont 
from Paramecium strain US_Bl 12I1 and its close relative 
“Ca. Intestinibacterium nucleariae” inhabiting Nuclearia 
delicatula (Dirren and Posch 2016) (accession number: 
LN875069) were used as queries, applying a 95% similarity 
threshold, as described by Lanzoni et al. (2019).

Afterwards, as described by Lanzoni et al. (2019), in 
order to investigate the environmental distribution, the 
obtained IMNGS hits were classified as environmental 
sequences (i.e. freshwater, seawater, anthropogenic, soil) 
or as derived from potentially host-associated bacteria (i.e. 
crustaceans, fish, nematodes, plants, poriferans, unicellular). 
Two indices were employed to assess the environmental dis-
tribution of bacteria related to the herein described US_Bl 
12I1 symbiont and those related to its close relative “Ca. 
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Intestinibacterium nucleariae”, namely “frequency of occur-
rence” and “relative abundance” for each environmental cat-
egory, following Lanzoni et al. (2019). Briefly, frequency of 
occurrence was calculated as the number of samples which 
resulted positive for the presence of the bacterium versus 
the total investigated samples assigned to the environmental 
category, whereas the relative abundance was obtained by 
calculating for each sample the ratio between the number of 
sequences assigned to the bacterium and the total number 
of sequences present in the same sample, and then averag-
ing this values for the samples of the same environmental 
category.

Results

Molecular identification of host and symbiont

The US_Bl 12I1 strain was identified as Paramecium biau-
relia, having 99.9% or higher sequence identity with pub-
lished P. biaurelia sequences on NCBI in the joined partial 
SSU rRNA gene - ITS - partial LSU rRNA gene sequence 
(2798 bp, accession number: KX712111), and 99.0% iden-
tity in the COI gene sequence (760 bp, accession number: 
KX712112), while identity value in the latter gene dropped 
down to 79–86% with respect to other species of the P. aure-
lia complex.

The SSU rRNA gene sequence of the symbiont (1284 bp, 
accession number: KX702973) was closely related to “Ca. 
Intestinibacterium nucleariae” (sequence identity of 97.8%; 
accession number: LN875069; Dirren and Posch 2016) and 
to a number of environmental sequences obtained from 
metagenomic studies (e.g. DQ336985: 97.7%, HE797838: 
94.9%) in a BLASTn search on NCBI Nucleotide collection. 
Thereafter, taking into consideration that SSU rRNA gene 
identity with “Ca. Intestinibacterium nucleariae” is below 
the threshold established to distinguish different bacterial 
species (98.65–98.7%) (Stackebrandt and Ebers 2006; Kim 
et al. 2014b), and above the genus threshold (94.5%) (Yarza 
et al. 2014), we considered the herein characterised sym-
biont as a representative of a novel species of the genus 
“Ca. Intestinibacterium” (Dirren and Posch 2016). It will 
be referred to as “Ca. Intestinibacterium parameciiphilum” 
from now on (see taxonomic description at the end of the 
“Discussion” section).

Symbiont 16S rRNA gene phylogeny

The endosymbiont of Paramecium strain US_Bl 12I1 is 
clustered within the “Ca. Paracaedibacteraceae” family. 
Specifically, it formed a fully supported (100 ML|1.00 BI) 
clade together with “Ca. Intestinibacterium nucleariae” and 
several other sequences of different environmental origins 

(“Ca. Intestinibacterium” clade, enclosed in a black square 
box in Fig. 1). Within this clade, all sequence identities were 
above the commonly accepted genus threshold for the 16S 
rRNA gene of 94.5%, while they were much lower with other 
representatives of “Ca. Paracaedibacteraceae” (Supplemen-
tary Table 1). Thus, the representatives of this lineage were 
assigned to the “Ca. Intestinibacterium” genus (Fig. 1).

The phylogenetic relationships within “Ca. Intestinibac-
terium” were not always reconstructed with high support. 
Nevertheless, based on sequence identities, eight species-
level (sub)clades (A–H) could be identified. While the rela-
tionships among clades were not fully resolved, all clades 
encompassing more than a single organism were quite highly 
supported (all ≥0.99 BI, all except one ≥98 ML; Fig. 1). 
Specifically, sequence identities within each clade (≥99.4%; 
Supplementary Table 1) were always well above the estab-
lished species-level threshold of 98.65–98.7% (Stackebrandt 
and Ebers 2006; Kim et al. 2014b), while identities between 
sequences from different clades were below the threshold, 
with only very few exceptions (none of which pertaining the 
newly characterised symbiont of P. biaurelia).

Clade A is constituted by “Ca. Intestinibacterium nucle-
ariae”, symbiont of Nuclearia delicatula (Dirren and Posch 
2016). Clade B includes uncultured bacteria isolated from 
freshwater lakes, plus a sequence from the marine Delaware 
Bay (EU800105) (Shaw et al. 2008). Clade C is formed by 
the novel “Ca. Intestinibacterium parameciiphilum” sym-
biont of P. biaurelia. Each of clade D and clade E is consti-
tuted by a single sequence, respectively, a bacterium from 
biofilm (HE797838) (Kim et al. 2014a) and another one 
isolated from microbial mat of lava tube walls (HM445499) 
(Marshall Hathaway et al. 2014). Clade F contains bacte-
rial sequences derived from freshwater lakes (Yuhana 
et al. 2006; Jogler et al. 2011) and drinking water (Gomez-
Alvarez et al. 2015). Clade G consists of uncultured bac-
teria retrieved from different sources, such as a terrestrial 
sulphidic spring (JX521724) (Headd and Engel 2014), sub-
surface water of the Kalahari Shield (DQ336985) (Gihring 
et al. 2006), an acidic pit lake from the Iberian Pyrite Belt 
(KC619566) (Santofimia et al. 2013), the river Rio Tinto 
(JF737919) (García-Moyano et al. 2012), and even a human 
skin sample (GQ008144) (Grice et al. 2009; García-Moyano 
et al. 2012). Finally, clade H consists of bacteria derived 
from aquifers (KC437150; KF836320) (Moser, D.P., et al.; 
Reihle J. et al.; unpublished data).

Environmental distribution

The environmental screening showed that the distribution 
and abundance of sequences related to “Ca. Intestinibac-
terium parameciiphilum” and those related to “Ca. Intes-
tinibacterium nucleariae” are partly comparable in terms of 
the two indices employed (see methods for details) (Fig. 2). 
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Specifically, the highest frequency of occurrence (indica-
tive of the environmental diffusion of symbionts’ relatives) 
was found in freshwater environments, exceeding 20% and 
15%, respectively (Fig. 2A). In other environments, the hits 
related to each of the two symbionts showed a lower fre-
quency of occurrence, down to below 3% for seawater, soil, 
and anthropogenic environments (Fig. 2A). Despite the high 
frequency of occurrence in freshwater samples, the relative 
abundances (indicative of the richness of symbionts’ rela-
tives) in positive samples were very low (Fig. 2B). The same 
trend of very low frequency of occurrence was observed in 
all the other environments (Fig. 2), with the relatively high-
est abundances reached in seawater (0.22% and 0.14%, for 

“Ca. Intestinibacterium nucleariae” and “Ca. Intestinibac-
terium parameciiphilum”, respectively; Fig. 2B).

Concerning potential associations with eukaryotes, most 
common were those with crustacean and fish samples (for 
both queries, frequency of occurrence over 5% and 3% 
respectively; Fig. 2A). In general, relative abundances were 
low in all samples associated with potential hosts (Fig. 2B), 
with a comparatively slightly higher abundance in crusta-
ceans and fishes than, for instance, in nematodes and plants. 
However, the highest relative abundance (nearly 0.08%) 
was found in association with porifers for relatives of “Ca. 
Intestinibacterium parameciiphilum”, while the one of “Ca. 
Intestinibacterium nucleariae”–related sequences in the 
same hosts was proportionally much lower (0.01%; Fig. 2B).

Fig. 1   Bayesian inference tree based on 66 prokaryotic SSU rRNA 
gene sequences, namely 60 Holosporales and six other Alphapro-
teobacteria as outgroup, showing the phylogenetic position of the 
Paramecium symbiont US_Bl 12I1 labelled as “Ca. Intestinibacte-
rium parameciiphilum” (in bold). Major lineages, including families 
of Holosporales, are shown on the right side. The “Ca. Intestinibac-
terium” genus clade is enclosed in a black square box, with its sup-

port values encircled in red, while its eight subclades are evidenced 
by colours. Numbers on branches indicate maximum likelihood boot-
strap values with 1,000 pseudoreplicates and Bayesian posterior prob-
abilities after 1,000,000 iterations (values below 70|0.80 were omit-
ted). The scale bar stands for an estimated sequence divergence of 
10%
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Interestingly, a sample of human skin microbiome 
(SRP056364) (van Rensburg et al. 2015) showed more than 
1% of relative abundance for “Ca. Intestinibacterium para-
meciiphilum” (data not shown).

Probe design and fluorescence in situ hybridisation 
experiments

The specificity of the newly designed genus- and species-
specific probes, namely IntGen_189 and IntPar_79, was pre-
liminary verified in silico. With 0 mismatches, IntGen_189 
hit a number of sequences (50 in RDP, 14 in SILVA), which, 
based on manual inspection, all resulted to be members of 
the genus “Ca. Intestinibacterium”, thus confirming the full 
specificity of the probe (0 filtered non-specific hits; Table 1). 
Inspected cases include a transcript sequence derived from 
the chrysophyte Dinobryon (Beisser et al. 2017), and repre-
senting a putative chimaera between a “Ca. Intestinibacte-
rium” bacterium and a Rhizobium-like one associated with 
the chrysophyte.

Allowing 1 mismatch, three additional target sequences 
were identified on both RDP and SILVA, which were 

phylogenetically affiliated to “Ca. Intestinibacterium” as 
well, thus confirming a high probe specificity. In experi-
mental tests on the symbiont of P. biaurelia US_Bl 12I1, 
the optimal formamide range for this genus-specific probe 
IntGen_189 was between 0 and 10% (Fig. 3).

The species specificity of the probe IntPar_79 for the 
novel symbiont was confirmed as well, as it did not match 
any other published sequence both in RDP and SILVA in 
case of 0 mismatches (Supplementary Table 1), whereas, 
when 1 mismatch was allowed, it matched just four closely 
related sequences from the same genus (in both RDP and 
SILVA), plus some Firmicutes (i.e. six in RDP and two 
in SILVA). In the experimental tests, this species-specific 
probe worked well in 15% formamide.

FISH experiments employing the newly designed 
probes confirmed the presence of the endosymbiont within 
the cytoplasm of P. biaurelia US_Bl 12I1 (Figs. 3 and 4). 
Bacterial symbionts were never detected in vacuoles with 
food bacteria (Fig. 3D). Additionally, the signal of each 
symbiont-specific probe and the almost universal bacterial 
probe EUB338 fully corresponded in the host cytoplasm, 
indicating the absence of symbionts other than “Ca. Intes-
tinibacterium” (Figs. 3 and 4).

Fig. 2   Environmental distribution of the Paramecium symbiont 
US_Bl 12I1 “Ca. Intestinibacterium parameciiphilum” and its close 
relative “Ca. Intestinibacterium nucleariae”. (A) Frequency of occur-
rence calculated as the number of positive samples on the total num-
ber of samples available for the respective environmental category; 

(B) relative abundance expressed as the average ratio between posi-
tive hits and the total number of sequences within each sample of the 
category. On the x axis, the environmental categories and potential 
host organisms are represented, whereas in the y axis the frequency of 
occurrence and relative abundance are shown, respectively

Table 1   In silico matching of probes against prokaryotic SSU rRNA 
gene sequences available from RDP (release 11, update 5) and SILVA 
(release 138.1) databases. The reported numbers indicate the non-

specific target sequences (i.e., after manual inspection and identifi-
cation of those affiliated to “Ca. Intestinibacterium”) matching the 
probe with 0 or 1 mismatches

Probe name Probe sequence RDP SILVA

0 mismatches 1 mismatch 0 mismatches 1 mismatch

IntGen_189 5′-GCG​GTA​AAC​CTT​TAA​CCT​C-3′ 0 0 0 0
IntPar_79 5′-CTA​ACA​TAT​AGA​GCA​AGC​TCC-3′ 0 10 0 6



665International Microbiology (2024) 27:659–671	

1 3

Fig. 3   Fluorescence in situ 
hybridisation of the bacte-
rial symbiont of Paramecium 
biaurelia strain US_Bl 12I1. 
Bacteria-probe EUB338 
(FITC-labelled, green signal) 
targeting bacteria present in the 
cytoplasm and in food vacuoles 
of the host cell (A); genus-spe-
cific probe IntGen_189 (Cy3-
labelled, red signal) targeting 
the symbiont (B); DAPI signal 
(C); merge of the three signals 
(D). In the host cytoplasm, 
symbionts appear yellowish, 
whereas food bacteria in vacu-
oles are labelled in green. Scale 
bar: 20 μm

Fig. 4   Fluorescence in situ 
hybridisation of the bacte-
rial symbiont of Paramecium 
biaurelia strain US_Bl 12I1. 
Bacteria-probe EUB338 
(FITC-labelled, green signal) 
targeting bacteria present in the 
cytoplasm and in food vacuoles 
of the host cell (A); species-
specific probe IntPar_79 (Cy3-
labelled, red signal) targeting 
the symbiont (B); DAPI signal 
(C); merge of the three signals 
(D). In the host cytoplasm, 
symbionts appear yellowish, 
whereas food bacteria in vacu-
oles are labelled in green. Scale 
bar: 20 μm
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Endosymbiont ultrastructure

A single morphotype of intracellular bacteria was observed 
in the cytoplasm of P. biaurelia US_Bl 12I1. These symbi-
onts showed the typical membrane organisation of Gram-
negative bacteria. They reached 1.50–2.00 μm in length and 
0.35–0.38 μm in diameter (Fig. 5) and were evenly distrib-
uted inside the host cytoplasm (Figs. 3 and 5). Neither fla-
gella nor a host-derived membrane surrounding the bacteria 
was observed. We also did not register any inclusions or 
virus-like particles in the bacterial cytoplasm (Fig. 5). In 
contrast to “Ca. Intestinibacterium nucleariae” (Dirren and 
Posch 2016), the Paramecium symbiont was not found to be 
surrounded by a distinct electron-lucent halo (Fig. 5).

Discussion

In this work, we characterised the bacterial endosymbiont 
of the P. biaurelia strain US_Bl 12I1, which represents one 
of the few known members of “Ca. Paracaedibacteraceae” 
inhabiting a ciliate host, the others being, to our knowledge, 
“Ca. Finniella dimorpha” and “Ca. Parafinniella ignota”, 
hosted by Euplotes spp. (Boscaro et al. 2019). All the other 
previously characterised representatives of this family (Hess 
et al. 2016) are endosymbionts of various other lineages of 
protists, including amoebozoans, cercozoans, and euglenids 
(Horn et al. 1999; Birtles et al. 2000; Baker et al. 2003; 
Kim et al. 2010; Dirren and Posch 2016; Hess et al. 2016). 
The closest described relative of the newly characterised 
bacterium is “Ca. Intestinibacterium nucleariae”, endo-
symbiont of the nucleariid amoeba N. delicatula (Dirren 
and Posch 2016). The 16S rRNA gene identity with “Ca. 
Intestinibacterium nucleariae” (and with other environmen-
tally derived sequences included in the analysis) is above 
the threshold established to distinguish different bacterial 
genera (94.5%) (Yarza et al. 2014) and below the species 
threshold (98.65–98.7%) (Stackebrandt and Ebers 2006; 
Kim et al. 2014b) (Supplementary Table 1). Accordingly, 

the US_Bl 12I1 symbiont belongs to a novel species of the 
same genus, which we named “Ca. Intestinibacterium para-
meciiphilum” (see taxonomic description at the end of the 
“Discussion” section).

“Ca. Intestinibacterium parameciiphilum” colonises the 
cytoplasm of its Paramecium host (Figs. 3 and 4), similarly 
to “Ca. Intestinibacterium nucleariae” in Nuclearia (Dirren 
and Posch 2016). Nevertheless, the novel endosymbiont spe-
cies is twice as big as its relative (1.50–2.00 × 0.35–0.38 μm 
in size) and does not present a defined white halo around 
the cell (Fig. 5). Differences in cell morphology have been 
already described among closely related species of bacterial 
endosymbionts belonging to the order Holosporales (Schrall-
hammer and Potekhin 2020). Indeed, Holospora spp. display 
variations in cell dimensions and in ultrastructure, possibly 
connected with the host species and with differences in the 
bacterial life cycle (Lanzoni et al. 2016). Among symbiotic 
bacteria in ciliates, another comparable case of variations 
among congeneric organisms was described for the repre-
sentatives of the genus “Ca. Megaira” (Rickettsiales), which 
showed differences in cell size as well as some morphologi-
cal peculiarities (Lanzoni et al. 2019). In the case of “Ca. 
Intestinibacterium”, no information is currently available on 
the causes of such morphological variability. Non-mutually 
exclusive hypotheses could imply a purely genetic (inter-
specific) basis, environmental influences (e.g. host-derived 
effects), or the presence of yet unidentified different stages in 
the endosymbionts’ life cycle. Further genomic and experi-
mental studies may help in clarifying such features.

Consistently with sequence identities, “Ca. Intestinibacte-
rium parameciiphilum” US_Bl 12I1 formed an independent 
clade with respect to the “Ca. Intestinibacterium nuclear-
iae” in the full-length 16S rRNA gene phylogeny (Fig. 1). 
Moreover, the analysis revealed a much wider phylogenetic 
diversity within the fully supported (100 ML|1.00 BI) “Ca. 
Intestinibacterium” genus (Fig. 1). Accordingly, we tenta-
tively identified eight sublineages within this genus (clades 
A–H), each with quite high support (BI≥0.99; ML mostly 
≥98), and with identity values overall consistent with the 

Fig. 5   Transmission electron 
micrographs of Paramecium 
biaurelia isolate US_Bl 12I1. 
The endosymbiont “Ca. Intes-
tinibacterium parameciiphilum” 
US_Bl 12I1 (white arrow) in 
transverse (A) and longitudinal 
(B) section; “tric” stands for 
trichocyst; “mt” stands for mito-
chondrion. Scale bars: 0.5 μm
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commonly accepted identity thresholds (Stackebrandt; Kim 
et al. 2014b). Thus, besides the previously described species 
“Ca. Intestinibacterium nucleariae” (clade A) and the novel 
“Ca. Intestinibacterium parameciiphilum” (clade C), each 
of the other clades could represent a further species, which 
may be validated by future in-depth studies taking advantage 
of additional markers, in particular from genome sequences. 
Those additional “Ca. Intestinibacterium” clades include 
sequences of uncharacterised bacteria derived from various 
sources, mostly from freshwater, in particular lakes (e.g. 
Jogler et al. 2011; Santofimia et al. 2013), as well as riv-
ers (García-Moyano et al. 2012), aquifers, subsurface water 
(Gihring et al. 2006), and springs (Headd and Engel 2014) 
(Fig. 1). Additional sources include marine environments 
(Shaw et al. 2008), microbial mats (Marshall Hathaway et al. 
2014), and biofilm (Kim et al. 2014a).

According to the screening of the IMNGS database 
(Fig. 2), the representatives of the genus “Ca. Intestini-
bacterium” are widespread in freshwater environments, in 
particular, sequence hits for “Ca. Intestinibacterium para-
meciiphilum” were retrieved in over 20% of the investigated 
freshwater samples (Fig. 2A). A high frequency of occur-
rence (both for “Ca. Intestinibacterium nucleariae” and “Ca. 
Intestinibacterium parameciiphilum”) was found in samples 
derived from crustaceans and fish (~7% and ~3% respec-
tively; Fig. 2A), and, at least for “Ca. Intestinibacterium 
parameciiphilum”, also from anthropogenic samples (~3% 
respectively; Fig. 2A). On the other hand, the frequency of 
occurrence in the other environmental samples or potential 
hosts was always below 3%, and did not show any evident 
trend (Fig. 2A).

On average, the relative abundances of “Ca. Intestinibac-
terium” in investigated samples were all very low (<0.25%) 
in all environments and potential hosts, and in most cases 
rather comparable between the two species used as queries. 
The highest levels were observed in seawater samples (more 
than 0.2% and 0.1% for “Ca. Intestinibacterium nucleariae” 
and “Ca. Intestinibacterium parameciiphilum” hits, respec-
tively; Fig. 2B), while the respective frequencies of occur-
rence in the same environment were rather low (at most 
~1%; Fig. 2A).

In terms of range and variability of the two environmental 
distribution indices, the obtained results are rather consist-
ent with the expectations for symbionts that are obligatorily 
associated with eukaryotic hosts, and quite comparable to 
similar investigations on other bacteria with such lifestyles 
(Lanzoni et al. 2019). In particular, the quite low relative 
abundances in different environments can be seen as consist-
ent with associations with microscopic hosts (e.g. unicellu-
lar eukaryotes), which might have been “trapped” in small 
amounts during the preparation of samples for environmen-
tal 16S rRNA gene metabarcoding studies. This is consist-
ent with the only two characterised cases within the genus 

“Ca. Intestinibacterium”, which are indeed associated with 
freshwater protists, namely N. delicatula and P. biaurelia 
(Dirren and Posch 2016; present work). In parallel, quite 
high frequencies of occurrence might be explained by the 
wide environmental distribution of such micro-eukaryotic 
hosts (Foissner and Hawksworth 2009; Oliverio et al. 2020; 
Burki et al. 2021).

For what concerns potential associations with metazoans, 
the quite low relative abundances might find multiple expla-
nations. On one hand, they might be due to the presence 
of unnoticed microscopic eukaryotes, for example, para-
sitic ones, which were shown to potentially harbour typi-
cally intracellular bacteria such as Rickettsiales (Zaila et al. 
2017). Alternatively, the bacteria could be actually intra-
cellularly associated with the metazoan cells, as known for 
other Holosporales (Nunan et al. 2013), but with an overall 
low abundance, which would be consistent with the expecta-
tions on the complexity of microbial communities associated 
with animals (McFall-Ngai et al. 2013; Nogueira et al. 2022; 
Boscaro et al. 2022).

Interestingly, although only few 16S amplicon sequence 
hits were overall found in association with humans (Fig. 2), 
a single sample from human skin (SRP056364) resulted to 
be quite rich in “Ca. Intestinibacterium” (>1% relative abun-
dance) (van Rensburg et al. 2015), and one 16S rRNA gene 
full-sequence record affiliated to the genus is also derived 
from human skin (GQ008144) (Grice et al. 2009). Even in 
these cases, the retrieval of “Ca. Intestinibacterium”–related 
sequence hits might be due to an at least incidental unre-
corded occurrence of commensal/parasitic protists (Morán 
et al. 2013; Magaña et al. 2008; Prieto-Granada et al. 2010), 
hosting these bacteria as symbionts. Further investigations 
will be necessary to clarify this point. In any case, consider-
ing that the original studies were focused on the composition 
and role of skin microbiome in healthy and diseased sub-
jects (Grice et al. 2009; van Rensburg et al. 2015), it would 
be interesting to identify the relative contribution of such 
potentially unnoticed protists and their putative symbiotic 
bacteria.

Besides “Ca. Intestinibacterium”, other uncharacterised 
members of the family “Ca. Paracaedibacteraceae” may be 
tentatively assigned to putative hosts based on their prov-
enance, e.g. Hydra sp. (Fraune and Bosch 2007), Aposticho-
pus japonicus (Zhao et al. 2022), and Reticulitermes spp. 
(Hongoh et al. 2003), [JQ617833 - Chen et al. unpublished]. 
However, in all such cases, analogous considerations as 
above may apply on the potential presence of unrecorded 
protist hosts, in particular for A. japonicus and Reticulit-
ermes, in which the gut contents were investigated (Hongoh 
et al. 2003; Zhao et al. 2022).

To sum up, the vast majority of the representatives 
of “Ca. Intestinibacterium” genus were retrieved from 
freshwater environments (Figs. 1 and 2A), and the only two  
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well-characterised cases are hosted by protists (Dirren 
and Posch 2016; present study). Assuming an ancestral 
association with eukaryotes (which seems reasonable 
as all characterised present-day Holosporales are host-
associated bacteria), such observations suggest that 
freshwater protists could have been the most likely ancestral 
hosts for the genus “Ca. Intestinibacterium”. Under the 
same line of thought, we may record that the members of 
the large clade of Holosporales encompassing the whole 
“Ca. Paracaedibacteraceae”, “Caedimonadaceae”, and 
Holosporaceae families (Fig.  1) were as well typically 
retrieved in association with freshwater protists, such as 
amoebozoans, ciliates, dinoflagellates, cercozoans, and 
euglenids (Horn et  al. 1999; Birtles et  al. 2000; Baker 
et al. 2003; Kim et al. 2010; Schulz et al. 2014; Szokoli 
et al. 2016a; Hess et al. 2016; Schrallhammer et al. 2018; 
Potekhin et al. 2018; Boscaro et al. 2019; Takeshita et al. 
2019; Schrallhammer and Potekhin 2020), with only few 
exceptions, such as marine diplonemids (Tashyreva et al. 
2018), brackish water ciliates (Fokin et al. 2019), and marine 
(Nunan et al. 2013) and terrestrial arthropods (Konecka and 
Olszanowski 2019). Thus, these data allow us to speculate 
on whether even more ancient ancestors of Holosporales 
could have been preferentially associated with freshwater 
protists. Such a hypothesised reconstruction would 
possibly distinguish Holosporales from the other major 
alphaproteobacterial lineage of obligate host-associated 
representatives, namely the Rickettsiales, for which the 
inferred ancestral environment is clearly aquatic (Vannini 
et al. 2005; Weinert et al. 2009; Wang and Luo 2021), but 
not yet clarified whether freshwater or marine (Castelli et al. 
2022b). Clearly, further investigations, balanced for host 
phylogeny and ecology, will be necessary to clarify this point.

In conclusion, in this study, we provide the characterisation 
of “Ca. Intestinibacterium parameciiphilum”, a novel species 
of the “Ca. Paracaedibacteraceae” family, living in an intra-
cellular cytoplasmic association with the ciliate P. biaurelia. 
Thus, the known host range and diversity of the so-far strictly 
endosymbiotic representatives of this family have expanded. 
In addition, the herein presented results on the environmental 
distribution of bacteria related to the novel symbiont further 
demonstrate the added value of screening large 16S rRNA 
gene metabarcoding datasets (Lanzoni et al. 2019), as well 
as potentially metagenomic ones (e.g. Schön et al. 2022), 
as additional sources to investigate the ecology of lineages 
including typical host-associated bacteria. We underline that 
such results can be evaluated for inferring still undetermined 
hosts, and potentially also reconstruct stages of more complex 
life cycles (e.g. involving multiple hosts). Moreover, consid-
ering that the life cycles of these bacteria are understudied 
and often completely unknown, their consistency with puta-
tive host-associated lifestyles can be assessed in comparison 
with the expectations for free-living conditions, which may 

still be the most likely prediction for some novel members of 
otherwise purely host-associated lineages (Schön et al. 2022). 
In the future, additional multidisciplinary studies, including 
experimental tests (e.g. Schulz et al. 2014; Potekhin et al. 
2018) and genomic analyses (e.g. Garushyants et al. 2018; 
Castelli et al. 2022a), will help to elucidate the still largely 
undisclosed diversity, life cycle, and evolutionary history of 
“Ca. Paracaedibacteraceae” and of Holosporales in general.

Emended description of “Candidatus 
Intestinibacterium” Dirren and Posch 2016

“Candidatus Intestinibacterium” (Intestinui; L. masc. n., 
internal; bacterium, N.L. neut. n., a rod; N.L. masc. n.; Intes-
tinibacterium means rod-shaped bacterium living internal 
[inside eukaryotic cells]). Gram-negative bacterium, rod-
shaped, variable in size. Belongs to the family “Candidatus 
Paracaedibacteraceae” (Holosporales, Alphaproteobacte-
ria). The type species is “Ca. Intestinibacterium nucleariae” 
(accession number: LN875069; Dirren and Posch 2016). 
Another species has been described in the cytoplasm of 
Paramecium biaurelia, namely “Ca. Intestinibacterium para-
meciiphilum” (present work). Basis of assignment: positive 
matching of the FISH 16S rRNA targeting genus-specific 
probe IntGen_189 (5′-GCG​GTA​AAC​CTT​TAA​CCT​C-3′).

Description of “Candidatus Intestinibacterium 
parameciiphilum” sp. nov.

“Candidatus Intestinibacterium parameciiphilum” (pa.
ra.me.ci.i′phi.lum; N.L. gen. neut. n. paramecii, of the 
ciliate genus Paramecium; N.L. adj. philus -a -um, friend; 
N.L. neut. adj. parameciiphilum, in reference to its natural 
host Paramecium).. Cytoplasmic endosymbiont of the cili-
ate Paramecium biaurelia strain US_Bl 12I1 (Ciliophora, 
Oligohymenophorea). Short rod-like bacterium (1.50–2.00 
× 0.35–0.38 μm in size). Basis of assignment: SSU rRNA 
gene sequence (accession number: KX702973) and posi-
tive match with the specific FISH oligonucleotide probe Int-
Par_79 (5′-CTA​ACA​TAT​AGA​GCA​AGC​TCC-3′). Belongs 
to the genus “Ca. Intestinibacterium” and the family “Ca. 
Paracaedibacteraceae” (Holosporales). Identified in Para-
mecium biaurelia strain US_Bl 12I1 (type strain) isolated 
from the Skater’s pond, Indiana (USA). Uncultured thus far.

Supplementary Information  The online version contains supplemen-
tary material available at https://​doi.​org/​10.​1007/​s10123-​023-​00414-5.

Acknowledgements  Studies were partly performed using the equip-
ment of the Core Facility Centers for Microscopy and Microanalysis 
and for Molecular and Cell Technologies of St.-Petersburg State Uni-
versity (Russia). We would like to thank Konstantin Benken for his help 
with CLSM, and Yana Eglit for her support in fieldwork and sample 
taking. The University of Pisa is acknowledged for providing a visiting 
scholarship to ES.

https://doi.org/10.1007/s10123-023-00414-5


669International Microbiology (2024) 27:659–671	

1 3

Availability of data and material  The sequences obtained in this 
study were deposited to NCBI Nucleotide (SSU rRNA gene - ITS - 
partial LSU rRNA gene sequence: KX712111; COI gene sequence: 
KX712112; SSU rRNA gene sequence of the symbiont: KX702973).

Author contribution  Conceived and designed the experiments: Fran-
ziska Szokoli and Giulio Petroni; performed the molecular investi-
gations and fluorescence microscopy: Franziska Szokoli, Martina 
Schrallhammer, Elena Sabaneyeva; transmission electron microscopy 
analysis: Elena Sabaneyeva; phylogenetic analysis: Olivia Lanzoni, 
Michele Castelli, Franziska Szokoli; diversity and environmental 
investigations: Olivia Lanzoni; field work: Sascha Krenek, Thomas 
G Doak; analysed data: Michele Castelli, Olivia Lanzoni, Franziska 
Szokoli, Giulio Petroni; contributed reagents/materials/analysis tools: 
Martina Schrallhammer, Franco Verni, Thoma U Berendonk, Giulio 
Petroni; wrote the manuscript: Michele Castelli, Olivia Lanzoni, Fran-
ziska Szokoli. All authors revised the final version of the manuscript.

Funding  Open access funding provided by Università degli Studi di 
Pavia within the CRUI-CARE Agreement. Financial support was pro-
vided by European Commission FP7-PEOPLE-2009-IRSES project 
CINAR PATHOBACTER (247658), European Commission FP7-
PEOPLE-2011-IRSES project CARBALA (295176), COST action 
BM1102, Graduate Academy (Technische Universität Dresden, PSP-
Element F-003661-553-62A-2330000), University of Pisa, project 
PRA_2016_58, Volkswagen foundation (project number 84816), RFFI 
grant number 15-04-06410, and the SPbU grant 1.42.1454.2015. (Infor-
mation that explains whether and by whom the research was supported)

Declarations 

Ethics approval  Not applicable.

Consent to participate  Not applicable.

Consent for publication  Not applicable.

Conflict of interest  The authors declare no competing interests.

Open Access   This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, 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/.

References

Amann RI, Binder BJ, Olson RJ et al (1990) Combination of 16S 
rRNA-targeted oligonucleotide probes with flow cytometry for 
analyzing mixed microbial populations. Appl Environ Microbiol 
56:1919–1925

Baker BJ, Hugenholtz P, Dawson SC, Banfield JF (2003) Extremely 
acidophilic protists from acid mine drainage host Rickettsiales-
lineage endosymbionts that have intervening sequences in their 
16S rRNA genes. Appl Environ Microbiol 69:5512–5518

Beisser D, Graupner N, Bock C et al (2017) Comprehensive transcrip-
tome analysis provides new insights into nutritional strategies and 
phylogenetic relationships of chrysophytes. PeerJ 5:e2832

Beliavskaia AY, Predeus AV, Garushyants SK et al (2020) New intra-
nuclear symbiotic bacteria from macronucleus of Paramecium 
putrinum—“Candidatus Gortzia Yakutica”. Diversity 12:198

Birtles RJ, Rowbotham TJ, Michel R et al (2000) “Candidatus Odys-
sella thessalonicensis” gen. nov., sp. nov., an obligate intracellular 
parasite of Acanthamoeba species. Int J Syst Evol Microbiol 50(Pt 
1):63–72

Boscaro V, Husnik F, Vannini C, Keeling PJ (2019) Symbionts of 
the ciliate Euplotes : diversity, patterns and potential as models 
for bacteria–eukaryote endosymbioses. Proc R. Soc B: Biol Sci 
286:20190693

Boscaro V, Holt CC, Van Steenkiste NWL et al (2022) Microbiomes 
of microscopic marine invertebrates do not reveal signatures of 
phylosymbiosis. Nat Microbiol 7:810–819

Burki F, Sandin MM, Jamy M (2021) Diversity and ecology of pro-
tists revealed by metabarcoding. Curr Biol 31:R1267–R1280

Castelli M, Lanzoni O, Giovannini M et al (2022a) “Candidatus 
Gromoviella agglomerans”, a novel intracellular Holosporaceae 
parasite of the ciliate Paramecium showing marked genome 
reduction. Environ Microbiol Rep 14:34–49

Castelli M, Nardi T, Gammuto L et al (2022b) Host association and 
intracellularity evolved multiple times independently in the 
Rickettsiales. bioRxiv

Cole JR, Wang Q, Cardenas E et al (2009) The Ribosomal Database 
Project: improved alignments and new tools for rRNA analysis. 
Nucleic Acids Res 37:D141–D145

Darriba D, Taboada GL, Doallo R, Posada D (2012) jModelTest 
2: more models, new heuristics and parallel computing. Nat 
Methods 9:772

Dirren S, Posch T (2016) Promiscuous and specific bacterial symbi-
ont acquisition in the amoeboid genus Nuclearia(Opisthokonta). 
FEMS Microbiol Ecol 92:fiw105

Dziallas C, Allgaier M, Monaghan MT, Grossart H-P (2012) Act 
together—implications of symbioses in aquatic ciliates. Front 
Microbiol 3:288. https://​doi.​org/​10.​3389/​fmicb.​2012.​00288

Fenchel T, Finlay BJ (1991) The biology of free-living anaerobic 
ciliates. Eur J Protistol 26:201–215

Flemming FE, Grosser K, Schrallhammer M (2021) Natural shifts 
in endosymbionts’ occurrence and relative frequency in their 
ciliate host population. Front Microbiol 12:791615

Foissner W, Hawksworth DL (2009) Protist diversity and geographi-
cal distribution. Springer Science & Business Media. https://​
doi.​org/​10.​1007/​978-​90-​481-​2801-3

Fokin SI (2010) Paramecium genus: biodiversity, some morphologi-
cal features and the key to the main morphospecies discrimina-
tion. Protistology 16:227–235

Fokin SI, Serra V (2022) Bacterial symbiosis in ciliates (Alveo-
lata, Ciliophora): roads traveled and those still to be taken. J 
Eukaryot Microbiol 69:e12886

Fokin SI, Serra V, Ferrantini F et al (2019) “Candidatus Hafkinia 
simulans” gen. nov., sp. nov., a novel Holospora-like bacterium 
from the macronucleus of the rare brackish water ciliate Fron-
tonia salmastra (Oligohymenophorea, Ciliophora): multidisci-
plinary characterization of the new endosymbiont and its host. 
Microb Ecol 77:1092–1106

Fraune S, Bosch TCG (2007) Long-term maintenance of species-
specific bacterial microbiota in the basal metazoan Hydra. Proc 
Natl Acad Sci U S A 104:13146–13151

García-Moyano A, González-Toril E, Aguilera Á, Amils R (2012) 
Comparative microbial ecology study of the sediments and the 
water column of the Río Tinto, an extreme acidic environment. 
FEMS Microbiol Ecol 81:303–314

http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.3389/fmicb.2012.00288
https://doi.org/10.1007/978-90-481-2801-3
https://doi.org/10.1007/978-90-481-2801-3


670	 International Microbiology (2024) 27:659–671

1 3

Garushyants SK, Beliavskaia AY, Malko DB et al (2018) Compara-
tive genomic analysis of spp., intranuclear symbionts of Para-
mecia. Front Microbiol 9:738

Gast RJ, Sanders RW, Caron DA (2009) Ecological strategies of 
protists and their symbiotic relationships with prokaryotic 
microbes. Trends Microbiol 17:563–569

Gihring TM, Moser DP, Lin L-H et al (2006) The distribution of 
microbial taxa in the subsurface water of the Kalahari shield, 
South Africa. Geomicrobiol J 23:415–430

Gomez-Alvarez V, Humrighouse BW, Revetta RP, Santo Domingo 
JW (2015) Bacterial composition in a metropolitan drinking 
water distribution system utilizing different source waters. J 
Water Health 13:140–151

Görtz H-D, Fokin SI (2009) Diversity of endosymbiotic bacteria in 
Paramecium. In: Fujishima M (ed) Endosymbionts in Parame-
cium 131–160. Springer-Verlag, Berlin-Heidelberg

Graf JS, Schorn S, Kitzinger K et al (2021) Anaerobic endosymbi-
ont generates energy for ciliate host by denitrification. Nature 
591:445–450

Grice EA, Kong HH, Conlan S et al (2009) Topographical and temporal 
diversity of the human skin microbiome. Science 324:1190–1192

Guidetti R, Vecchi M, Ferrari A et al (2020) Further insights in the 
Tardigrada microbiome: phylogenetic position and prevalence of 
infection of four new Alphaproteobacteria putative endosymbi-
onts. Zool J Linn Soc 188:925–937

Guindon S, Gascuel O (2003) A simple, fast, and accurate algorithm 
to estimate large phylogenies by maximum likelihood. Syst Biol 
52:696–704

Headd B, Engel AS (2014) Biogeographic congruency among bacte-
rial communities from terrestrial sulfidic springs. Front Microbiol 
5:473

Hess S, Suthaus A, Melkonian M (2016) “Candidatus Finniella” 
(Rickettsiales, Alphaproteobacteria), novel endosymbionts of Vir-
idiraptorid Amoeboflagellates (Cercozoa, Rhizaria). Appl Environ 
Microbiol 82:659–670

Hirakata Y, Oshiki M, Kuroda K et al (2015) Identification and detec-
tion of prokaryotic symbionts in the ciliate Metopus from anaero-
bic granular sludge. Microbes Environ 30:335–338

Hongoh Y, Ohkuma M, Kudo T (2003) Molecular analysis of bacte-
rial microbiota in the gut of the termite Reticulitermes speratus 
(Isoptera; Rhinotermitidae). FEMS Microbiol Ecol 44:231–242

Horn M, Fritsche TR, Gautom RK et al (1999) Novel bacterial endo-
symbionts of Acanthamoeba spp. related to the Paramecium 
caudatum symbiont Caedibacter caryophilus. Environ Microbiol 
1:357–367

Husnik F, Tashyreva D, Boscaro V et al (2021) Bacterial and archaeal 
symbioses with protists. Curr Biol 31:R862–R877

Jogler M, Siemens H, Chen H et al (2011) Identification and targeted 
cultivation of abundant novel freshwater sphingomonads and 
analysis of their population substructure. Appl Environ Micro-
biol 77:7355–7364

Kim E, Park JS, Simpson AGB et al (2010) Complex array of endo-
bionts in Petalomonas sphagnophila, a large heterotrophic 
euglenid protist from Sphagnum-dominated peatlands. ISME J 
4:1108–1120

Kim L, Pagaling E, Zuo YY, Yan T (2014a) Impact of substratum sur-
face on microbial community structure and treatment performance 
in biological aerated filters. Appl Environ Microbiol 80:177–183

Kim M, Oh H-S, Park S-C, Chun J (2014b) Towards a taxonomic 
coherence between average nucleotide identity and 16S rRNA 
gene sequence similarity for species demarcation of prokaryotes. 
Int J Syst Evol Microbiol 64:346–351

Konecka E, Olszanowski Z (2019) Detection of a new bacterium of 
the family Holosporaceae (Alphaproteobacteria: Holosporales) 
associated with the oribatid mite Achipteria coleoptrata. Biologia 
74:1517–1522

Krenek S, Berendonk TU, Petzoldt T (2011) Thermal performance 
curves of Paramecium caudatum: a model selection approach. 
Eur J Protistol 47:124–137

Kroer P, Kjeldsen KU, Nyengaard JR et al (2016) A novel extracellular gut 
symbiont in the marine worm Priapulus caudatus (Priapulida) reveals 
an alphaproteobacterial symbiont clade of the Ecdysozoa. Front 
Microbiol 7:539. https://​doi.​org/​10.​3389/​fmicb.​2016.​00539

Lagkouvardos I, Joseph D, Kapfhammer M et al (2016) IMNGS: a 
comprehensive open resource of processed 16S rRNA microbial 
profiles for ecology and diversity studies. Sci Rep 6:33721

Lanzoni O, Fokin SI, Lebedeva N et al (2016) Rare freshwater cili-
ate Paramecium chlorelligerum Kahl, 1935 and its macronuclear 
symbiotic bacterium “Candidatus Holospora parva”. PloS One 
11:e0167928

Lanzoni O, Sabaneyeva EV, Modeo L et al (2019) Diversity and envi-
ronmental distribution of the cosmopolitan endosymbiont “Can-
didatus Megaira”. Sci Reports 9(1):1179. https://​doi.​org/​10.​1038/​
s41598-​018-​37629-w

Ludwig W, Strunk O, Westram R et al (2004) ARB: a software environ-
ment for sequence data. Nucleic Acids Res 32:1363–1371

Magaña ML, Fernández-Díez J, Magaña M (2008) Cutaneous amebia-
sis in pediatrics. Arch Dermatol 144:1369–1372

Marshall Hathaway JJ, Garcia MG, Balasch MM et al (2014) Com-
parison of bacterial diversity in Azorean and Hawai’ian lava cave 
microbial mats. Geomicrobiol J 31:205–220

Martijn J, Vosseberg J, Guy L et al (2018) Deep mitochondrial origin 
outside the sampled alphaproteobacteria. Nature 557:101–105

McFall-Ngai M, Hadfield MG, Bosch TCG et al (2013) Animals in a 
bacterial world, a new imperative for the life sciences. Proc Natl 
Acad Sci U S A 110:3229–3236

Midha S, Rigden DJ, Siozios S et al (2021) Bodo saltans (Kineto-
plastida) is dependent on a novel Paracaedibacter-like endosymbi-
ont that possesses multiple putative toxin-antitoxin systems. ISME 
J 15:1680–1694

Modeo L, Fokin SI, Boscaro V et al (2013) Morphology, ultrastruc-
ture, and molecular phylogeny of the ciliate Sonderia vorax with 
insights into the systematics of order Plagiopylida. BMC Micro-
biol 13:40

Morán P, Rojas L, Cerritos R et al (2013) Case report: cutaneous ame-
biasis: the importance of molecular diagnosis of an emerging 
parasitic disease. Am J Trop Med Hyg 88:186–190

Muñoz-Gómez SA, Hess S, Burger G et al (2019) An updated phylog-
eny of the Alphaproteobacteria reveals that the parasitic Rickettsi-
ales and Holosporales have independent origins. eLife 8:e42535. 
https://​doi.​org/​10.​7554/​eLife.​42535

Muñoz-Gómez SA, Kreutz M, Hess S (2021) A microbial eukaryote 
with a unique combination of purple bacteria and green algae as 
endosymbionts. Sci Adv 7. https://​doi.​org/​10.​1126/​sciadv.​abg41​02

Nitla V, Serra V, Fokin SI et al (2019) Critical revision of the family 
Plagiopylidae (Ciliophora: Plagiopylea), including the description 
of two novel species, Plagiopyla ramani and Plagiopyla narasim-
hamurtii, and redescription of Plagiopyla nasuta Stein, 1860 from 
India. Zool J Linn Soc 186:1–45

Nogueira T, Botelho A, Bowler L, Inácio J (2022) Editorial: Evolution 
of animal microbial communities in response to environmental 
stress. Front Microbiol 13:860609

Nowack ECM, Melkonian M (2010) Endosymbiotic associations within 
protists. Philos Trans R Soc Lond B Biol Sci 365:699–712

Nunan LM, Pantoja CR, Gomez-Jimenez S, Lightner DV (2013) 
“Candidatus Hepatobacter penaei” an Intracellular Pathogenic 
Enteric Bacterium in the Hepatopancreas of the Marine Shrimp 
Penaeus vannamei (Crustacea: Decapoda). Appl Environ Micro-
biol 79:1407–1409

Oliverio AM, Geisen S, Delgado-Baquerizo M et al (2020) The global-
scale distributions of soil protists and their contributions to below-
ground systems. Sci Adv 6:eaax8787

https://doi.org/10.3389/fmicb.2016.00539
https://doi.org/10.1038/s41598-018-37629-w
https://doi.org/10.1038/s41598-018-37629-w
https://doi.org/10.7554/eLife.42535
https://doi.org/10.1126/sciadv.abg4102


671International Microbiology (2024) 27:659–671	

1 3

Oren A, Garrity GM, Parker CT, Chuvochina M, Trujillo ME (2020) 
Lists of names of prokaryotic Candidatus taxa. Int J Syst Evol 
Microbiol 70:3956–4042. https://​doi.​org/​10.​1099/​ijsem.0.​003789

Potekhin A, Schweikert M, Nekrasova I et al (2018) Complex life 
cycle, broad host range and adaptation strategy of the intranu-
clear Paramecium symbiont Preeria caryophila comb. nov. FEMS 
Microbiol Ecol 94. https://​doi.​org/​10.​1093/​femsec/​fiy076

Prieto-Granada CN, Lobo AZC, Mihm MC Jr (2010) Skin infections. 
In: Kradin RL (ed) Diagnostic pathology of infectious disease. 
Elsevier, pp 519–616. https://​doi.​org/​10.​1016/​B978-1-​4160-​3429-
2.​00019-5

Quast C, Pruesse E, Yilmaz P et al (2013) The SILVA ribosomal RNA 
gene database project: improved data processing and web-based 
tools. Nucleic Acids Res 41:D590–D596

Ronquist F, Teslenko M, van der Mark P et al (2012) MrBayes 3.2: 
efficient Bayesian phylogenetic inference and model choice across 
a large model space. Syst Biol 61:539–542

Sabaneyeva E, Castelli M, Szokoli F et al (2018) Host and symbiont 
intraspecific variability: the case of Paramecium calkinsi and 
“Candidatus Trichorickettsia mobilis”. Eur J Protistol 62:79–94

Santofimia E, González-Toril E, López-Pamo E et al (2013) Microbial 
diversity and its relationship to physicochemical characteristics of 
the water in two extreme acidic pit lakes from the Iberian Pyrite 
Belt (SW Spain). PloS One 8:e66746

Scheid P (2014) Relevance of free-living amoebae as hosts for phylo-
genetically diverse microorganisms. Parasitol Res 113:2407–2414

Schön ME, Martijn J, Vosseberg J et  al (2022) The evolutionary 
origin of host association in the Rickettsiales. Nat Microbiol 
7:1189–1199

Schrallhammer M, Potekhin A (2020) Epidemiology of nucleus-dwell-
ing Holospora: infection, transmission, adaptation, and interaction 
with Paramecium. Results Probl Cell Differ 69:105–135

Schrallhammer M, Schweikert M (2009) The killer effect of Parame-
cium and its causative agents. In: Fujishima M (ed) Endosymbi-
onts in Paramecium. Springer, Berlin Heidelberg, pp 227–246. 
https://​doi.​org/​10.​1007/​978-3-​540-​92677-1_9

Schrallhammer M, Castelli M, Petroni G (2018) Phylogenetic relation-
ships among endosymbiotic R-body producer: bacteria providing 
their host the killer trait. Syst Appl Microbiol 41:213–220

Schulz F, Lagkouvardos I, Wascher F et al (2014) Life in an unusual 
intracellular niche: a bacterial symbiont infecting the nucleus of 
amoebae. ISME J 8:1634–1644

Schuster L, Bright M (2016) A novel colonial ciliate Zoothamnium 
ignavum sp. nov. (Ciliophora, Oligohymenophorea) and its ecto-
symbiont Candidatus Navis piranensis gen. nov., sp. nov. from 
shallow-water wood falls. PloS One 11:e0162834

Serra V, Gammuto L, Nitla V et al (2020) Morphology, ultrastruc-
ture, genomics, and phylogeny of Euplotes vanleeuwenhoeki sp. 
nov. and its ultra-reduced endosymbiont “Candidatus Pinguicoc-
cus supinus” sp. nov. Sci Rep 10:20311. https://​doi.​org/​10.​1038/​
s41598-​020-​76348-z

Shaw AK, Halpern AL, Beeson K et al (2008) It’s all relative: ranking 
the diversity of aquatic bacterial communities. Environ Microbiol 
10:2200–2210

Stackebrandt E, Ebers J (2006) Taxonomic parameters revisited : tar-
nished gold standards. Microbiol Today 4:152–155

Szokoli F, Castelli M, Sabaneyeva E et al (2016a) Disentangling the 
taxonomy of Rickettsiales and description of two novel symbi-
onts (“Candidatus Bealeia paramacronuclearis” and “Candida-
tus Fokinia cryptica”) sharing the cytoplasm of the ciliate protist 
Paramecium biaurelia. Appl Environ Microbiol 82:7236–7247

Szokoli F, Sabaneyeva E, Castelli M et al (2016b) “Candidatus Fokinia 
solitaria”, a novel “stand-alone” symbiotic lineage of Midichlori-
aceae (Rickettsiales). PloS One 11:e0145743

Takeshita K, Yamada T, Kawahara Y et al (2019) Tripartite symbiosis 
of an anaerobic scuticociliate with two hydrogenosome-associated 
endosymbionts, a Holospora-related alphaproteobacterium and a 
methanogenic archaeon. Appl Environ Microbiol 85:e00854-19. 
https://​doi.​org/​10.​1128/​AEM.​00854-​19

Tashyreva D, Prokopchuk G, Votýpka J et al (2018) Life cycle, ultra-
structure, and phylogeny of new diplonemids and their endos-
ymbiotic bacteria. MBio 9:e02447-17. https://​doi.​org/​10.​1128/​
mBio.​02447-​17

Vannini C, Petroni G, Verni F, Rosati G (2005) A bacterium belonging 
to the Rickettsiaceae family inhabits the cytoplasm of the marine 
ciliate Diophrys appendiculata (Ciliophora, Hypotrichia). Microb 
Ecol 49:434–442

van Rensburg JJ, Lin H, Gao X et al (2015) The human skin microbi-
ome associates with the outcome of and is influenced by bacterial 
infection. MBio 6:e01315–e01315

Wang S, Luo H (2021) Dating Alphaproteobacteria evolution with 
eukaryotic fossils. Nat Commun 12:3324

Wang Y, Stingl U, Anton-Erxleben F et al (2004) “Candidatus Hepat-
incola porcellionum” gen. nov., sp. nov., a new, stalk-forming line-
age of Rickettsiales colonizing the midgut glands of a terrestrial 
isopod. Arch Microbiol 181:299–304

Weinert LA, Werren JH, Aebi A et al (2009) Evolution and diversity 
of Rickettsia bacteria. BMC Biol 7:6

Yarza P, Yilmaz P, Pruesse E et al (2014) Uniting the classification of 
cultured and uncultured bacteria and archaea using 16S rRNA 
gene sequences. Nat Rev Microbiol 12:635–645

Yuhana M, Horath T, Hanselmann K (2006) Bacterial community 
shifts of a high mountain lake in response to variable simulated 
conditions: availability of nutrients, light and oxygen. Biotropia 
-  The Southeast Asian Journal of Tropical Biology 13. https://​
doi.​org/​10.​11598/​btb.​2006.​13.2.​219 

Zaila KE, Doak TG, Ellerbrock H et al (2017) Diversity and univer-
sality of endosymbiotic Rickettsia in the fish parasite Ichthyoph-
thirius multifiliis. Front Microbiol 8:189

Zhao Z, Jiang J, Zheng J et al (2022) Exploiting the gut microbiota to 
predict the origins and quality traits of cultured sea cucumbers. 
Environ Microbiol 24:3882–3897

Zilio G, Nørgaard LS, Petrucci G et al (2021) Parasitism and host 
dispersal plasticity in an aquatic model system. J Evol Biol 
34:1316–1325

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

https://doi.org/10.1099/ijsem.0.003789
https://doi.org/10.1093/femsec/fiy076
https://doi.org/10.1016/B978-1-4160-3429-2.00019-5
https://doi.org/10.1016/B978-1-4160-3429-2.00019-5
https://doi.org/10.1007/978-3-540-92677-1_9
https://doi.org/10.1038/s41598-020-76348-z
https://doi.org/10.1038/s41598-020-76348-z
https://doi.org/10.1128/AEM.00854-19
https://doi.org/10.1128/mBio.02447-17
https://doi.org/10.1128/mBio.02447-17
https://doi.org/10.11598/btb.2006.13.2.219
https://doi.org/10.11598/btb.2006.13.2.219

	“Candidatus Intestinibacterium parameciiphilum”—member of the “Candidatus Paracaedibacteraceae” family (Alphaproteobacteria, Holosporales) inhabiting the ciliated protist Paramecium
	Abstract
	Introduction
	Material and methods
	Host cultivation and characterisation
	Molecular characterisation of the symbiont and fluorescence in situ hybridisation
	Transmission electron microscopy
	Phylogenetic analyses of the symbiont
	Screening of metagenomic datasets

	Results
	Molecular identification of host and symbiont
	Symbiont 16S rRNA gene phylogeny
	Environmental distribution
	Probe design and fluorescence in situ hybridisation experiments
	Endosymbiont ultrastructure

	Discussion
	Emended description of “Candidatus Intestinibacterium” Dirren and Posch 2016
	Description of “Candidatus Intestinibacterium parameciiphilum” sp. nov.

	Acknowledgements 
	References


