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structure
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Abstract 

Paramecium is a free‑living unicellular organism, easy to cultivate, featuring ca. 4000 motile cilia emanating from lon‑
gitudinal rows of basal bodies anchored in the plasma membrane. The basal body circumferential polarity is marked 
by the asymmetrical organization of its associated appendages. The complex basal body plus its associated rootlets 
forms the kinetid. Kinetids are precisely oriented within a row in correlation with the cell polarity. Basal bodies also 
display a proximo‑distal polarity with microtubule triplets at their proximal ends, surrounding a permanent cartwheel, 
and microtubule doublets at the transition zone located between the basal body and the cilium. Basal bodies remain 
anchored at the cell surface during the whole cell cycle. On the opposite to metazoan, there is no centriolar stage and 
new basal bodies develop anteriorly and at right angle from the base of the docked ones. Ciliogenesis follows a spe‑
cific temporal pattern during the cell cycle and both unciliated and ciliated docked basal bodies can be observed in 
the same cell. The transition zone is particularly well organized with three distinct plates and a maturation of its struc‑
ture is observed during the growth of the cilium. Transcriptomic and proteomic analyses have been performed in 
different organisms including Paramecium to understand the ciliogenesis process. The data have incremented a multi‑
organism database, dedicated to proteins involved in the biogenesis, composition and function of centrosomes, basal 
bodies or cilia. Thanks to its thousands of basal bodies and the well‑known choreography of their duplication during 
the cell cycle, Paramecium has allowed pioneer studies focusing on the structural and functional processes underlying 
basal body duplication. Proteins involved in basal body anchoring are sequentially recruited to assemble the transi‑
tion zone thus indicating that the anchoring process parallels the structural differentiation of the transition zone. 
This feature offers an opportunity to dissect spatio‑temporally the mechanisms involved in the basal body anchoring 
process and transition zone formation.
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The organism
Paramecium tetraurelia is a unicellular eukaryote belong-
ing to the Chromalveolata kingdom, Ciliophora phylum. 
It is a free-living bacteriophagous organism that is easy to 
cultivate, usually found in freshwater where it can swim 
and capture its preys thanks to its ca. 4000 cilia (Fig. 1).

Basic basal body structure
In Paramecium, basal bodies are arranged into parallel 
rows, the kineties, patterned along the antero-posterior 
axis of the cell, and their rotational polarity is marked by 

the asymmetrical organization of their associated struc-
tures (Fig. 1b). These basal bodies are anchored at the cell 
surface and embedded in a superficial cytoskeletal layer, 
the epiplasm, which partitions the cell surface in corti-
cal units [5–8]. In interphasic cells, either one or two 
basal bodies are anchored in the middle of each cortical 
unit (Fig. 1c). Basal body duplication occurs close to the 
mother basal body, which, contrary to mammalian cells, 
is permanently anchored at the cell surface. During cell 
division, several successive duplication waves of basal 
bodies and associated appendages together with the for-
mation of new cortical units lead to the duplication of the 
whole cell pattern [7].

Paramecium basal bodies display a ninefold sym-
metry of microtubule blades with, at their proximal 
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end, microtubule triplets surrounding a cartwheel that 
remains present all along their life cycle [9, 10] (Fig.  2). 
Microtubule triplets (A, B and C tubules) end up at the 
level of the transition zone and microtubule doublets are 
observed above [11] (Fig. 2). All Paramecium basal bod-
ies show a similar organization, but their length varies 
between 330 and 600 nm depending on their location on 
the cell cortex (Fig. 3). The height of the cartwheel cor-
relates with the basal body length; the longest are present 
in the oral apparatus, while the shortest are scarce and 
found only in the cell cortex [12].

Dute and Kung [11] have studied the structure of the 
Paramecium transition zone in detail using both thin-
section and freeze-fracture electron microscopy. This 
transition zone is particularly well delimited and organ-
ized in three distinct plates namely the terminal, the 
intermediate and the axosomal plates (Fig.  3). The ter-
minal plate marks the boundary between the basal body 
and the transition zone. Hufnagel [5] showed that this 
plate is organized around a central rim, from which nine 
spokes radiate into the gap between the microtubule 
doublets. This plate is at least partially built up with epi-
plasmins, the protein components of the epiplasm [8]. 
Nine perforations in the epiplasm ring located around 

the microtubule doublets have been observed in both 
Paramecium [5] and Tetrahymena [13]. These structures 
correspond to the ciliary pores described by Ounjai et al. 
[14] in Tetrahymena basal bodies after potassium phos-
photungstate treatment to remove the microtubules. 
Transitional fibres are difficult to observe but a pinwheel 
structure surrounding the microtubule doublets has been 
disclosed. It originates from the terminal plate and ends 
beneath the plasma membrane. Close to the axonemal 
plates, peg-like Y-shaped structures called Y-links pro-
ject from the common wall of the A and B tubules [11] 
(Fig.  2). In Paramecium, docked basal bodies are not 
systematically ciliated so that both non-ciliated and cili-
ated docked basal bodies can be observed in the same 
cell. Growth of cilia is accompanied by modifications of 
the structure of the transition zone which appears more 
collapsed in anchored non-ciliated basal bodies than in 
the ciliated ones (Fig. 3) [15]. Two recent papers concern-
ing the function of two transition zone proteins MKS1 
and MKS3 [16, 17] report loss of cilia after their deple-
tion suggesting that in Paramecium MKS1 and MKS3 are 
essential for cilium stability as in mammals [18].

In the tubulin superfamily comprising six mem-
bers, δ-tubulin has been shown to be required for the 

Fig. 1 Pattern of cilia and basal bodies in Paramecium. Images are projections of confocal images taken at the level of the ventral side of the cell. 
For details in immunofluorescence procedures, see [1]. Bars 20 μm. Insets:  ×5. a Ciliary pattern. The cell is labelled with an antibody directed against 
monoglycylated tubulin. The anterior left half‑quarter appears brighter because it is more densely ciliated than other parts of the cell. Beating of 
these cilia guides the water current towards the cell centre where the oral apparatus (OA) is located. At the posterior pole of the cell are few longer 
non‑motile cilia. b Pattern of the basal body‑associated rootlets. Green: microtubular rootlets, decorated with an anti‑acetylated tubulin; red: striated 
rootlets, decorated with an antibody specific for striatins [2]. Striated rootlets of successive basal bodies cluster to form a continuous bundle along 
the right of the basal body row. Cartoon: one (top) or two (bottom) transverse microtubular ribbons are detected in association with single or paired 
basal bodies, respectively. Circle: paired basal bodies with two transverse ribbons. OA oral apparatus. c Pattern of cortical units. Red: epiplasm units, 
decorated with an antibody specific for epiplasmins [3]; green: basal bodies labelled with an anti‑polyglutamylated tubulin [4]. OA oral apparatus
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C-tubule assembly [19], while ε-tubulin was neces-
sary for B- and C-tubule assembly or stabilization of 
the microtubule triplet. In addition, basal body dupli-
cation is impaired after ε-tubulin depletion [20]. A 
mutation found in sm19, encoding the rare eta now 
called ζ [21], was reported to inhibit basal body dupli-
cation and to induce the delocalization of γ-tubulin 
[22, 23].

Additional basal body structures or accessory 
structures
Three major appendages typical of all Ciliata are found 
to be associated with Paramecium basal bodies: a long 
striated rootlet crossing over several cortical units 
and two microtubular rootlets, the transverse micro-
tubules and the post-ciliary microtubules [12, 24, 25]. 
They protrude asymmetrically from the proximal part 
of the basal bodies. The direction of these cytoskel-
etal appendages correlates with the antero-posterior 
axis of the ciliary row; the pattern of these ciliary rows 

correlates with the global cell polarity with its right–left 
asymmetry and antero-posterior axis (Fig. 1b). The stri-
ated rootlet (kinetodesmal fibre) is connected to the 
right side of the basal body and extends along the basal 
body row towards the anterior pole of the cell (Fig. 1b). 
The transverse microtubules originate close to the basal 
body in its left anterior quarter, and run perpendicular 
to the basal body row towards the left side of the corti-
cal unit. The post-ciliary microtubules originate close to 
the basal body in its posterior right quarter and extend 
towards the posterior pole of the basal body row [12, 24, 
25]. The striated rootlet guides the new basal body dur-
ing its positioning [10].

Lynn [26] has proposed that the basal body and its 
associated set of rootlets form the kinetid. Monokinet-
ids (single basal bodies) display the three rootlets, while 
in dikinetids (paired basal bodies) only one post-ciliary 
and one striated rootlet are present. They are associ-
ated with the posterior basal body, while both anterior 
and posterior basal bodies have associated transverse 

Fig. 2 Organization of the cell surface at the ultrastructural level; tangential section of a detergent‑extracted Paramecium cell fixed in the presence 
of tannic acid (modified from 12). Bar 200 μm. Insets: ×2. The arrows point towards the anterior of the basal body rows. Basal bodies are transversally 
cut at the level of the cartwheel (right inset) or at the level of the transition zone (Tz) (left inset). At their base, paired basal bodies are connected 
together by a complex set of links (insets). The post‑ciliary rootlet (Pc) originates close to the triplet 9 (according to the Grain’s triplet numbering 
in Ciliata [25]), the transverse anterior (Ta) and posterior (Tp) rootlets close to the triplets 3 and 4, and the striated rootlet (Sr) is connected to the 
triplets 6 and 7. These three rootlets, associated with each basal body pairs, extend from the basal body bases towards the cell surface where they 
connect the epiplasm (Ep). The anterior basal body is connected in its proximal part to the striated rootlet (insets). At the proximal level, the Pc 
rootlet is connected to the ciliary rootlet by a set of links (insets). At the Tz level, links are detected in association with each microtubule doublets. 
Tubules A, B and C composing the basal body wall are indicated on the right inset
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microtubular rootlets (Fig. 2). In both mono- and diki-
netids, a delicate system of fibres links the basal bodies 
to their rootlets [12]. Further details on the fate of per-
manent appendages during duplication are available in 
[10].

An additional transient appendage, called the anterior 
left filament (ALF), develops at the anterior left from the 
mother basal body (triplets n°4) before duplication and 
disappears once the new basal body is docked at the sur-
face [27]. This transient filament requires Centrin3 for its 
formation and is assumed to be involved in the tilting up 
of the new basal body allowing its anchoring [27].

Basal body origins
All basal bodies develop from a pre-existing mother 
basal body and in contrast to other ciliates such as Oxy-
tricha [28, 29], Sterkiella [30] or Paraurostyla [31], no de 
novo assembly of basal bodies has ever been observed in 
Paramecium.

Basal body life cycle and other functions
In Paramecium, basal bodies are dedicated to organize 
cilia required for motility, food uptake, sensory functions 
and cell–cell recognition during sexual reproduction. 
Basal bodies never act as a centrosome to organize the 
mitotic nuclear spindle. They duplicate close to their par-
ents and remain anchored at the cell membrane during 
the whole cell cycle. During division, new basal bodies 
act as organizing centres for the assembly of new cortical 
units. Their microtubular rootlets probably act as tem-
plates for the assembly of a superficial sub-membranous 
spindle, the cytospindle transitory detected during divi-
sion [32, 33].

Identification of basal body components
In this species, no proteomic or genomic screens dedi-
cated to dissecting basal body composition have been 
performed so far. However, a proteomic screen of iso-
lated cilia [34] and a study of transcriptomic changes dur-
ing ciliary biogenesis in response to deciliation have been 
carried out to understand the ciliogenesis process [35]. In 
addition, a ciliary membrane proteomic analysis has been 
reported recently [36]. Results from these analyses were 
all included in the Cildb database (http://cildb.cgm.cnrs-
gif.fr/) [34, 37]. Together with 66 high-throughput stud-
ies from 15 eukaryotes having centrioles/basal bodies 
and cilium, they enabled Carvalho-Santos [38] to estab-
lish simplified phylogenetic profiles of the structure and 
function of these organelles.

Notable basal body findings
In 1965, Beisson and Sonneborn [39] demonstrated that 
the polarization of newly assembled kinetids is deter-
mined by the polarity of the cortical environment exist-
ing at the time of their development, leading to the 
concept of “cortical inheritance” or structural memory.

In 1968, Dippell [9], thanks to thousands of basal bod-
ies arising almost synchronously in known positions at a 
recognizable stage, has followed the duplication steps of 
the basal body and dissected the formation of the micro-
tubule wall in a pioneer electron microscopy study.

In 1994, Redecker et  al. [40] have discovered a new 
tubulin modification using Paramecium axonemal tubu-
lin. This post-translational modification, which affects 
kinetid microtubules a lag-time after their assembly, has 

Fig. 3 Longitudinal sections through Paramecium basal bodies after 
glutaraldehyde/osmium classical fixation (a, b) or with an additional 
tannic acid treatment performed after cell permeabilization (c, d). 
Bars 200 nm. a Connection between the Tz and the cell surface. 
Inside the basal body, the Tz is organized in three plates: the terminal 
plate (blue line), the intermediate plate (white) and the axosomal 
plate (red line). Outside the basal body, the terminal plate extends 
to link the epiplasm (arrow). Inside the basal body, dense granules 
are observed. Al alveolar sac , a vacuolar system located beneath the 
outer cell membrane found in all representatives of the Chromalveo‑
lata. b Comparison of Tz of non‑ciliated and ciliated basal bodies: Tz of 
ciliated basal bodies is more extended than that of non‑ciliated basal 
bodies, but the three plates and the connection with the epiplasm 
are detected in both of them. c, d (modified from [12]): short (c) 
and long (d) basal bodies. The cartwheel is longer in the long basal 
body. The three plates, as well as the connection with the epiplasm 
(arrowheads) can be observed on the short non‑ciliated basal body; 
connections between the striated rootlet and the epiplasm appear as 
delicate links (arrow). A schematic representation of anchored ciliated 
and non‑ciliated basal bodies has been inserted in this figure show‑
ing the transition zone with its three plates: the terminal plate (blue), 
the intermediate plate (discontinuous line) and axosomal plate (red)

http://cildb.cgm.cnrs-gif.fr/
http://cildb.cgm.cnrs-gif.fr/
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been suggested to act as a marker to discriminate paren-
tal and new structures during cell division [33].

Ruiz et  al. [23], taking advantage of the fact that cells 
continue dividing after inhibition of basal body duplica-
tion, demonstrated for the first time the requirement 
of γ-tubulin for basal body duplication. They also dem-
onstrated first that Centrins are required for basal body 
positioning but not for its duplication per se [41].

In 2000, a novel member of the tubulin superfamily was 
identified using the sm19 mutant, and called η/ζ-tubulin. 
The mutations in the gene encoding this protein caused 
an inhibition of basal body duplication [42]. Further 
physiological and genetical studies indicate an interac-
tion with microtubules [22]. In a recent functional study 
of ζ-tubulin in Xenopus [21], no evident basal body defect 
was observed, leading to the conclusion that ζ-tubulin is 
involved in basal body orientation and distribution and 
might function by interacting with other tubulins.

Finally, studying the process of basal body anchoring 
through a combination of GFP-fusion protein expression, 
RNAi and low-resolution electron microscopy, Aubusson-
Fleury et al. [15] discovered that three proteins, Centrin2, 
FOR20 and Centrin3, are sequentially recruited to allow 
basal body assembly and anchoring. Interestingly, unan-
chored basal bodies are arrested at a precise step in their 
transition zone assembly: Centrin2 or FOR20 depletion 
leads to an almost absence of transition zone. By contrast, 
Centrin3-depleted cells exhibit unanchored basal bodies 
with a fully assembled transition zone, similar to that of 
anchored unciliated basal bodies. These results strongly 
suggest that the sequential recruitment of these proteins 
parallels the transition zone assembly process.

Strengths and future of basal body research 
in Paramecium
The strengths of the Paramecium model rest in its long 
established status as a genetic model [43] and its large 
number of basal bodies. Their regular arrangement over 
the cell surface, as well as the precise choreography of 
their duplication, facilitates functional analyses of cili-
ary proteins both at the cellular and ultrastructural levels. 
Such a precise organization has allowed, in the past, to 
perform pioneer and high-quality ultrastructural studies 
of the basal body duplication process [9] and the transi-
tion zone arrangement [11]. The coupling of rapid and 
non-costly functional analyses of candidate genes based 
on RNAi knock-down using feeding techniques [44], 
and overexpression of tagged-fusion proteins by nuclear 
microinjection of DNA, makes Paramecium an outstand-
ing and efficient model to study basal body assembly and 
functions. It is also particularly suitable for assessing the 
process of basal body anchoring, since anchoring defects 

are detected by immunofluorescence using specific anti-
bodies and can be easily followed from the early steps of 
protein depletion.

What are the prospects for future work?
Unravelling the structural aspects of cilia assembly is 
fundamental in the study of ciliopathies. Owing to the 
motility of its cilia, Paramecium is obviously an appro-
priate model to study the function of proteins involved 
in primary ciliary dyskinesia (PCD), a pulmonary disease 
arising from immotile respiratory cilia. The transition 
zone acts as a filter between the cellular and the cilium 
compartments and houses many proteins involved in 
human ciliopathies. However, the structural bases of the 
ciliary gate function are currently unknown. The large 
number of basal bodies in Paramecium, and the easiness 
to prepare Paramecium cell cortices, will allow studying 
the structural organization of the Paramecium transition 
zone using high-resolution microscopy such as cryo-
electron tomography [45] or scanning transmission elec-
tron tomography. In addition, in Paramecium, the basal 
body docking is not systematically coupled to ciliogen-
esis, which occurs throughout the cell cycle (Aubusson-
Fleury, in preparation). Therefore, both non-ciliated and 
ciliated docked basal bodies can be observed in the same 
cell. In anchored non-ciliated basal bodies, the transition 
zone appears more collapsed than in the ciliated ones, 
suggesting that maturation of this region occurs during 
axoneme extension [15]. Multi-disciplinary approaches, 
combining biochemical, molecular and cell biology tech-
niques with high-resolution ultrastructural approaches, 
will permit characterization of the molecular and struc-
tural bases of the transition zone assembly process in a 
4D-space. This will open the way to further studies link-
ing atomic structure with transition zone assembly.

Abbreviations
Tz: transition zone; Pc: post‑ciliary rootlet; Ta: transverse anterior; Tp: transverse 
posterior; Sr: striated rootlet; Ep: epiplasm; OA: oral apparatus; Al: alveolar sac.

Authors’ contributions
AMT and AAF wrote the paper, and AAF and ML performed the illustrations. 
All authors read and approved the final manuscript.

Acknowledgements
We thank Janine Beisson, France Koll and Jacky Bonaventure for critical 
reading of the manuscript. This work is supported by intramural funding 
from the CNRS and by grants from the Agence Nationale de la Recherche 
(ANR‑15‑CE11‑0002‑01).

Competing interests
The authors declare that they have no competing interests.

Received: 13 November 2015   Accepted: 21 January 2016



Page 6 of 6Tassin et al. Cilia  (2016) 5:6 

References
 1. Aubusson‑Fleury A, Cohen J, Lemullois M. Ciliary heterogeneity within a 

single cell: the Paramecium model. Methods Cell Biol. 2015;127:457–85.
 2. Sperling L, Keryer G, Ruiz F, Beisson J. Cortical morphogenesis in Parame‑

cium: a transcellular wave of protein phosphorylation involved in ciliary 
rootlet disassembly. Dev Biol. 1991;148:205–18.

 3. Nahon P, Coffe G, Le Guyader H, Darmanaden‑Delorme J, Jeanmaire‑Wolf 
R, Clérot J‑C, Adoutte A. Identification of the epiplasmins, a new set of 
cortical proteins of the membrane cytoskeleton in Paramecium. J Cell Sci. 
1993;104:975–90. 

 4. Janke C, Bulinski JC. Post‑translational regulation of the microtu‑
bule cytoskeleton: mechanisms and functions. Nat Rev Mol Cell Biol. 
2011;12:773–86.

 5. Hufnagel LA. Cortical ultrastructure of Paramecium aurelia. studies on 
isolated pellicles. J Cell Biol. 1969;40:779–801.

 6. Allen RD. Fine structure of membranous and microfibrillar systems in the 
cortex of Paramecium caudatum. J Cell Biol. 1971;49:1–20.

 7. Iftode F, Cohen J, Ruiz F, Torres Rueda, Chen‑Shan L, Adoutte A, Beisson 
J. Mapping of duplication and reorganization of cortical cytoskeletal 
structures in the wild‑type. Development. 1989;105:191–211.

 8. Aubusson‑Fleury A, Bricheux G, Damaj R, Lemullois M, Coffe G, Don‑
nadieu F, Koll F, Viguès B, Bouchard P. Epiplasmins and epiplasm in 
paramecium: the building of a submembraneous cytoskeleton. Protist. 
2013;164:451–69.

 9. Dippell RV. The development of basal bodies in paramecium. Proc Natl 
Acad Sci USA. 1968;61:461–8.

 10. Iftode F, Fleury‑Aubusson A. Structural inheritance in Paramecium: 
ultrastructural evidence for basal body and associated rootlets polarity 
transmission through binary fission. Biol Cell. 2003;95:39–51.

 11. Dute R, Kung C. Ultrastructure of the proximal region of somatic cilia in 
Paramecium tetraurelia. J Cell Biol. 1978;78:451–64.

 12. Iftode F, Adoutte A, Fleury A. The surface pattern of Paramecium tetraure-
lia in interphase: an electron microscopic study of basal body variability, 
connections with associated ribbons and their epiplasmic environment. 
Eur J Protististol. 1996;32:46–57.

 13. Wolfe J. Structural analysis of basal bodies of the isolated oral apparatus 
of Tetrahymena pyriformis. J Cell Sci. 1970;6:679–700.

 14. Ounjai P, Kim KD, Liu H, Dong M, Tauscher AN, Witkowska HE, Downing 
KH. Architectural insights into a ciliary partition. Curr Biol. 2013;23:339–44.

 15. Aubusson‑Fleury A, Lemullois M, de Loubresse NG, Laligné C, Cohen J, 
Rosnet O, Jerka‑Dziadosz M, Beisson J, Koll F. The conserved centrosomal 
protein FOR20 is required for assembly of the transition zone and basal 
body docking at the cell surface. J Cell Sci. 2012;125(Pt 18):4395–404.

 16. Picariello T, Valentine MS, Yano J, Van Houten J. Reduction of meckelin 
leads to general loss of cilia, ciliary microtubule misalignment and dis‑
torted cell surface organization. Cilia. 2014;3:2.

 17. Funfak A, Fisch C, Abdel Motaal HT, Diener J, Combettes L, Baroud CN, 
Dupuis‑Williams P. Paramecium swimming and ciliary beating pat‑
terns: a study on four RNA interference mutations. Integr Biol (Camb). 
2015;7:90–100.

 18. Garcia‑Gonzalo FR, Corbit KC, Sirerol‑Piquer MS, Ramaswami G, Otto EA, 
Noriega TR, Seol AD, Robinson JF, Bennett CL, Josifova DJ, García‑Verdugo 
JM, Katsanis N, Hildebrandt F, Reiter JF. A transition zone complex regu‑
lates mammalian ciliogenesis and ciliary membrane composition. Nat 
Genet. 2011;43:776–84.

 19. Garreau de Loubresse N, Ruiz F, Beisson J, Klotz C. Role of δ‑tubulin and 
the C‑tubule in assembly of Paramecium basal bodies. BMC Cell Biol. 
2001;2:4.

 20. Dupuis‑Williams P, Fleury‑Aubusson A, de Loubresse NG, Geoffroy H, 
Vayssié L, Galvani A, Espigat A, Rossier J. Functional role of ε‑tubulin 
in the assembly of the centriolar microtubule scaffold. J Cell Biol. 
2002;158:1183–93.

 21. Turk E, Wills AA, Kwon T, Sedzinski J, Wallingford JB, Stearns T. ζ‑Tubulin 
is a member of a conserved tubulin module and is a component of the 
centriolar basal foot in multiciliated cells. Curr Biol. 2015;25:2177–83.

 22. Ruiz F, Dupuis‑Williams P, Klotz C, Forquignon F, Bergdoll M, Beisson J, Koll 
F. Genetic evidence for interaction between η‑ and β‑tubulins. Eukaryot 
Cell. 2004;3:212–20.

 23. Ruiz F, Beisson J, Rossier J, Dupuis‑Williams P. Basal body duplication in 
Paramecium requires γ‑tubulin. Curr Biol. 1999;9:43–6.

 24. Pitelka DR. New observations on cortical ultrastructure in paramecium. J 
Microscopie. 1965;4:373–94.

 25. Grain J. Le cinétosome et ses dérivés chez les ciliés. Ann Biol. 
1969;VIII:53–97.

 26. Lynn DH. The organization and evolution of microtubular organelles in 
ciliated protozoa. Biol Rev. 1981;56:243–92.

 27. Jerka‑Dziadosz M, Koll F, Włoga D, Gogendeau D, Garreau de Loubresse N, 
Ruiz F, Fabczak S, Beisson J. A Centrin3‑dependent, transient, appendage 
of the mother basal body guides the positioning of the daughter basal 
body in Paramecium. Protist. 2013;164:352–68.

 28. Grimes GW. Morphological discontinuity of kinetosomes during the life 
cycle of Oxytricha fallax. J Cell Biol. 1973;57:229–32.

 29. Grimes GW. Origin and development of kinetosomes in Oxytricha fallax. J 
Cell Sci. 1973;13:43–53.

 30. Fryd‑Versavel G, Lemullois M, Aubusson‑Fleury A. Maintaining cell 
polarity through vegetative cell pattern dedifferentiation: cytoskeleton 
and morphogenesis in the hypotrich ciliate Sterkiella histriomuscorum. 
Protist. 2010;161:222–36.

 31. Fleury A, Le Guyader H, Iftode F, Laurent M, Bornens M. A scaffold 
for basal body patterning revealed by a monoclonal antibody in the 
hypotrich ciliate Paraurostyla weissei. Dev Biol. 1993;157:285–302.

 32. Cohen J, Adoutte A, Grandchamp S, Houdebine L‑M, Beisson J. Immuno‑
cytochemical study of microtubular structures throughout the cell cycle 
of Paramecium. Biol Cell. 1982;44:35–44.

 33. Fleury A, Callen A‑M, Bré M‑H, Iftode F, Jean‑Maire‑Wolf R, Levilliers 
N, Clérot J‑C. Where and when is microtubule diversity generated in 
Paramecium? immunological properties of microtubular networks in the 
interphase and dividing cells. Protoplasma. 1995;189:37–60.

 34. Arnaiz O, Malinowska A, Klotz C, Sperling L, Dadlez M, Koll F, Cohen J. 
Cildb: a knowledgebase for centrosomes and cilia. Database (Oxford) 
2009, 2009:bap022.

 35. Arnaiz O, Goût J‑F, Bétermier M, Bouhouche K, Cohen J, Duret L, Kapusta 
A, Meyer E, Sperling L. Gene expression in a paleopolyploid: a tran‑
scriptome resource for the ciliate Paramecium tetraurelia. BMC Genom. 
2010;11:547.

 36. Yano J, Rajendran A, Valentine MS, Saha M, Ballif BA, Van Houten JL. 
Proteomic analysis of the cilia membrane of Paramecium tetraurelia. J 
Proteomics. 2013;78:113–22.

 37. Arnaiz O, Cohen J, Tassin A‑M, Koll F. Remodeling Cildb, a popular data‑
base for cilia and links for ciliopathies. Cilia. 2014;3:9.

 38. Carvalho‑Santos Z, Azimzadeh J, Pereira‑Leal JB, Bettencourt‑Dias M. 
Evolution: tracing the origins of centrioles, cilia, and flagella. J Cell Biol. 
2011;194:165–75.

 39. Beisson J, Sonneborn TM. Cytoplasmic inheritance of the organiza‑
tion of the cell cortex in Paramecium aurelia. Proc Natl Acad Sci USA. 
1965;53:275–82.

 40. Redeker V, Levilliers N, Schmitter JM, Le Caer JP, Rossier J, Adoutte A, Bré 
MH. Polyglycylation of tubulin: a posttranslational modification in axone‑
mal microtubules. Science. 1994;266:1688–91.

 41. Ruiz F, Garreau de Loubresse N, Klotz C, Beisson J, Koll F. Centrin defi‑
ciency in Paramecium affects the geometry of basal‑body duplication. 
Curr Biol. 2005;15:2097–2106.

 42. Ruiz F, Krzywicka A, Klotz C, Keller A, Cohen J, Koll F, Balavoine G, Beisson J. 
The SM19 gene, required for duplication of basal bodies in Paramecium, 
encodes a novel tubulin, η‑tubulin. Curr Biol. 2000;10:1451–4.

 43. Sonneborn TM. Genetics of cellular differentiation: stable nuclear dif‑
ferentiation in eucaryotic unicells. Annu Rev Genet. 1977;11:349–67.

 44. Beisson J, Bétermier M, Bré M‑H, Cohen J, Duharcourt S, Duret L, Kung C, 
Malinsky S, Meyer E, Preer JR, Sperling L. Silencing specific Paramecium 
tetraurelia genes by feeding double‑stranded RNA. Cold Spring Harb 
Protoc 2010, 2010:pdb.prot5363

 45. Trépout S, Lemullois M, Guichard P, Koll F, Aubusson‑Fleury A, Beisson 
J, Cohen J, Marco S, Tassin AM. Paramecium tetraurelia basal body unit 
isolation for Cryo‑electron tomography studies. Cilia. 2015;4(Suppl 1):P68.


	Paramecium tetraurelia basal body structure
	Abstract 
	The organism
	Basic basal body structure
	Additional basal body structures or accessory structures
	Basal body origins
	Basal body life cycle and other functions
	Identification of basal body components
	Notable basal body findings
	Strengths and future of basal body research in Paramecium
	What are the prospects for future work?
	Authors’ contributions
	References




