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Centrioles are important cellular organelles involved in the formation of both cilia and
centrosomes. It is therefore not surprising that their dysfunction may lead to a variety of
human pathologies. Studies have identified a conserved pathway of proteins required for
centriole formation, and investigations using the embryo of the fruit fly Drosophila mela-
nogaster have been crucial in elucidating their dynamics. However, a full understanding
of how these components interact has been hampered by the total absence of centrioles
in null mutant backgrounds for any of these core centriole factors. Here, I review our
recent work describing a new model for investigating these interactions in the absence of
bona fide centrioles. Sas-6 Ana2 Particles (SAPs) form when two core centriole factors,
Sas-6 and Ana2, are co-over-expressed in fruit fly eggs. Crucially, they form even in eggs
lacking other core centriole proteins. I review our characterisation of SAPs, and provide
one example of how they have been used to investigate the role of a core centriole
protein in PCM formation. I then consider some of the strengths and weaknesses of the
SAP model, and discuss them in the context of other models for centriole study in
Drosophila. Similar aggregates have been seen in other systems upon expression of cen-
triole factors, so SAPs may also be a useful approach to study centriole proteins in other
organisms.

Introducing centrioles and centrosomes
Centrioles are cylindrical-shaped organelles, formed by a central cartwheel with a 9-fold radial sym-
metry that is surrounded by microtubule (MT) walls (as observed by EM, see Figure 1A) [1]. They are
found in most eukaryotic cells and form two important structures — cilia and centrosomes. Cilia are
formed when the centriole migrates to the plasma membrane and generates a MT-based protrusion
that can be either motile or non-motile. When motile, cilia can either be involved in the propulsion of
the cell itself or cause the movement of air/liquids across its surface. When non-motile, cilia form the
basis of a specialised membrane domain where signalling molecules are concentrated. Centrioles can
also form centrosomes, the main microtubule organising centres of the cell, and play an important
part in organising the poles of the mitotic spindle [2,3].
In light of these important roles, it is not surprising that centriole dysfunction is of medical import-

ance. Disruption of centriole formation or function can result in malfunctioning cilia, leading to a
variety of human pathologies commonly known as ‘ciliopathies’ [3,4]. Meanwhile, defects in centro-
some function can give rise to microcephaly, a condition characterised by an abnormally small brain
[5,6]. In addition, centrosome defects can lead to problems in mitotic spindle formation and align-
ment. As a result, centrosome malfunction has been associated with several types of cancer [7,8].
Centrosomes are composed of a centriole surrounded by a cloud of proteinaceous material known as

the pericentriolar material (PCM) [9]. The PCM, nucleated from around the older ‘mother’ centriole
(see below), appears unstructured by EM, but super-resolution microscopy reveals higher order organ-
isational features [10–13]. The exact nature of the PCM remains controversial, and there is evidence
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supporting both a liquid condensate and/or a solid scaffold structure [14–16]. Regardless, the PCM provides a
site for the nucleation of MTs, as well as a site for the concentration of many signalling molecules [17].
Centrosomes are dynamic structures that change throughout the cell cycle. At the beginning of a cycle, each

centrosome contains one centriole, from which a ‘daughter’ centriole grows in an orthogonal orientation
during S phase. At the end of the cell cycle the centriole pair separates, and the daughter centriole is able to
mature and nucleate its own daughter and PCM [18]. The size of the PCM and its ability to recruit MTs also
changes. Throughout much of the cell cycle centrosomes present very little PCM. In preparation for mitosis,
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Figure 1. Centriole and SAP formation.

(A) Cartoon depicting mother and daughter centrioles from Drosophila embryos, showing a central, 9-fold, cartwheel (dark

green) surrounded by doublet MTs (light green). (B). In Drosophila, centriole duplication requires five essential proteins (Plk4,

Sas-6, Ana2, Sas-4 and Asl) and mitotic PCM formation requires three proteins (Polo, Spd-2 and Cnn). (C) These components

and the pathway for centriole formation is well conserved in humans. The coloured boxes in B and C represent homologous

proteins. Both sequence and function appear to be highly conserved throughout most higher eukaryotes. (D) SAPs, formed in

eggs when Sas-6 and Ana2 are co-over-expressed to moderate levels, can be used to probe the PCM formation pathway in

the absence of bona fide centrioles. In the example described here, from our recent paper [41], we used SAPs to show that the

PCM can form, albeit inefficiently, in the absence of Asl.
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the PCM dramatically expands in size, in a process termed ‘centrosome maturation’ [19]. This prepares the
organelle to nucleate the increased number of MTs required for spindle assembly.
The general morphology of centrioles, such as their 9-fold radial symmetry and the presence of MT walls, is

well conserved throughout the evolution of eukaryotes, although some organisms have subsequently lost their
ability to form centrioles, centrosomes or both [20]. However, the exact structure (e.g. length, composition, etc)
can vary between species and even between cells within a single organism [21].
Over the years, both genetic and biochemical studies have identified the key components required for centriole

assembly and PCM formation. Although several hundred proteins localise to the centrosome [22], only a
handful are essential for centriole assembly (Plk4, Sas-6, Ana2, Sas-4 and Asl) and centrosome formation (Polo,
Cnn and Spd-2) [3,23–27]. The fly pathway is summarised in Figure 1B with Drosophila names given hereon.
Both the molecular players and the pathway that drives centriole formation appear to be remarkably well con-
served (human pathway is shown in Figure 1C). Although great strides have been made, the exact function of
these key components, and how they interact in both space and time to form the centrosome, is still unclear.

Fruit fly embryos as a model to study centrioles and
centrosomes
The embryo of the fruit fly Drosophila melanogaster is an excellent system for studying centrosome and centri-
ole dynamics. During the first three hours of development, the fruit fly embryo is a syncytium, where centro-
somes grow and divide rapidly and in synchrony, as successive cell cycles take place within a common
cytoplasm [28,29] . This enables many dynamic events, such as the growth of the cartwheel, duplication of cen-
trioles and PCM growth, to be measured relatively quickly and in large numbers, leading to less experimental
noise and hence the ability to detect more subtle effects [30–34]. This is also facilitated, from an imaging per-
spective, by the preferential localisation of centrioles and centrosomes to the cortex of the embryo, where they
are in close proximity to the coverslip. There are also other advantages. In fruit flies, the very first centriole of
the developing embryo is brought in by the sperm upon fertilisation. As such, unfertilised Drosophila eggs
(which females naturally lay, facilitating their collection) provide a powerful control system, where no centrioles
or centrosomes exist, but which contain all necessary components to form these structures [35–37].
These advantages place Drosophila embryos at the forefront of centriole and centrosome quantitative

imaging, and hence the dynamic study of these organelles. Drosophila embryo centrioles also lack additional
structural features (such as appendages) and other protein components found in higher organisms. They there-
fore represent a simpler form of this organelle that contains only its fundamental, conserved components and
lacks the redundancies and complexities of other systems.
Despite these advantages, one particular issue has limited the study of the pathway of centriole and centro-

some assembly in Drosophila. Knock out mutations of any of the five core centriole assembly factors (Plk4,
Sas-6, Ana2, Sas-4, Asl) leads to the absence of centrioles [32,35,38–40]. This complete absence makes it hard
to tease apart the interaction between these essential proteins during centriole formation. As centrosomal PCM
formation requires the presence of a centriole around which to form, this also frustrates investigations to iden-
tify their precise role in guiding PCM assembly.
We recently published a paper presenting an experimental model that allows us to study the relationship

between these core centriole duplication factors and their role in PCM recruitment in the absence of core
factors in the fruit fly embryo [41]. Here, I discuss in some detail how Sas-6 Ana2 Particles (SAPs) resemble
(and differ) from centrioles, and how they can be used to probe specific questions in centriole and centrosome
biology. I also place them in the wider context of the various models available in the field.

Characterising SAPs
SAPs were first observed when our group mildly co-over-expressed both Sas-6 and Ana2, two of the five core
centriole duplication proteins, in the Drosophila egg [42]. As mentioned above, these eggs are unfertilised, and
hence do not contain centrioles. Yet, we could observe the formation of ‘particles’ in the cytoplasm, which
were not present when either Sas-6 or Ana2 were over-expressed individually. This suggested that Sas-6 and
Ana2 are able to co-assemble into higher order structures in unfertilised eggs.
Further investigation allowed us to characterise these structures in more detail [41]. We found that SAPs are

similar to bona fide centrioles in several ways. First, when SAPs were taken from unfertilised eggs and injected
into developing embryos (which are fertilised, and hence have hundreds of centrosomes duplicating every cell
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cycle), they were able to organise robust MT asters whose dynamics cycled in synchrony with the MTs
nucleated from endogenous centrosomes. This intriguing result suggested that SAPs can recruit MT nucleation
factors in a manner indistinguishable from the recruitment by centrosomes, and that this recruitment is subject
to the same cell-cycle regulation cues.
We therefore investigated whether SAPs were able to recruit other centriole and PCM components, and

whether this organisation mimicked that seen in bona fide centrosomes. We showed by super-resolution
microscopy that this is indeed the case.
In cycling Drosophila embryos, recruitment and scaffold formation of the PCM components Spd-2 and Cnn

is dependent on their phosphorylation, with the cytoplasmic pool of these proteins remaining unphosphory-
lated [43–45]. We showed that both Spd-2 and Cnn recruited by SAPs contained similar phosphorylation mod-
ifications to those observed in centrosomes, suggesting that the recruitment of a PCM scaffold by SAPs mimics
that of bona fide centrioles.

SAPs: not just non-specific aggregates
Our initial characterisation suggested that SAPs are able to act as a platform for centriole and PCM component
recruitment. But are they just non-specific aggregates or do these structures rely on specific, and biologically
relevant, interactions between Sas-6 and Ana2 proteins?
Sas-6 is one of the five essential centriole duplication proteins, and the major component of the characteristic

9-fold symmetric cartwheel structure at the centre of centrioles (Figure 1A). Crystal structures of Sas-6 from
various species (including fruit flies) have been solved, providing an insight to the role of this protein [46–49].
Nine Sas-6 dimers multimerise through specific interactions in their N-terminal headgroups to form the
central hub. Meanwhile, the extended coiled coil and C-terminus of each dimer gives rise to the spokes of the
cartwheel. Point mutations in conserved headgroup residues (e.g. Drosophila F143→D) disrupts essential
interactions and prevents cartwheel and centriole formation [46,48,49]. We found that such mutant forms of
Sas-6 were unable to form SAPs when over-expressed in combination with wild type Ana2.
Similarly, Ana2 contains several conserved domains: a C-terminal STAN domain; a central coiled-coil region;

and a short N-terminus region [42,48,50]. Crystal structures have shown that Ana2 can homo-oligomerise via the
central coiled-coil region, and that this oligomerisation is essential for centriole formation [48,51]. SAP formation
was also prevented when a form of Ana2 lacking this coiled-coil domain was co-over-expressed with Sas-6.
The interaction between Sas-6 and Ana2 is dependent on the STAN domain located in the C-terminus of

Ana2 [52–54], although the exact position of binding within Sas-6 is still unclear [55]. This interaction is
driven by the phosphorylation of the STAN domain [52–54]. SAPs failed to form when we co-over-expressed
Sas-6 and a mutant form of Ana2 lacking the STAN domain. Expression of phospho-null versions that inhibit
Ana2 binding to Sas-6 reduced, although did not completely prevent, SAP formation [52–54]. In endogenous
centriole formation, it is thought that the kinase Plk4 is responsible for the phosphorylation of the STAN
domain [52–54]. Surprisingly, SAPs still form in the absence of Plk4, suggesting that, at least in the context of
SAP formation, a second redundant kinase maybe be responsible for this phosphorylation.
Together, this set of experiments led us to conclude that SAP formation relies on many of the molecular

interactions between Sas-6 and Ana2 and their regulators that are known to be necessary for bona fide centriole
formation. We are therefore confident that they are not simply non-specific aggregates of Sas-6 and Ana2
molecules.

SAPs: a ‘useful artefact’
Although our observations show that SAPs share many properties with centrioles, it is also clear that they are
not centrioles. SAPs are much larger, have higher levels of Sas-6 and Ana2, and appear to lack any observable
cartwheel structure by EM. The lack of a cartwheel structure, however, may be the reason why these SAPs can
form even in eggs that lack certain essential centriole assembly factors. We discuss one example here of how
this has allowed us to investigate the pathway of SAP assembly.
SAPs can form in eggs that lack the core centriole duplication factor Asterless (Asl) [41]. Whilst the role of

Asl in centriole duplication has been well established [56], there is both evidence for [57–59] and against
[40,60] a role for Asl in PCM formation. This observation provided a unique opportunity to examine whether
PCM could form in the absence of Asl.
Drosophila genome-wide RNAi screens for genes involved in mitotic PCM formation found three significant

hits: Polo, Spd-2 and Cnn (RNAi to Asl in these screens resulted in an absence of centrioles, and hence its role
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in PCM formation could not be established) [61–63]. In Drosophila embryos, Spd-2 is recruited to the centriole
wall and fluxes outwards, forming a scaffold [34]. Polo kinase can then bind to this scaffold and phosphorylate
Cnn [12,44]. This phosphorylation then causes Cnn to form a scaffold [43,45]. The Spd-2/Cnn scaffold pro-
vides the platform that subsequently recruits other PCM components, including those required for MT nucle-
ation. The exact nature of Spd-2 recruitment to the centriole wall is unclear, although previous evidence
strongly points to a role for Asl [59].
In eggs expressing a truncated form of Asl (which supports centriole duplication, but not PCM formation, in

other Drosophila tissues [40,58]), PCM recruitment to SAPs is blocked. Surprisingly, in the complete absence
of Asl, PCM could still form around SAPs (although less efficiently than around SAPs in WT eggs). This sug-
gests that, in normal conditions, Asl plays a role in PCM formation but, in the total absence of this protein, an
alternative pathway is present that can recruit PCM, albeit less efficiently. This alternative PCM formation
pathway is dependent on Spd-2, as SAPs lacking both Asl and Spd-2 form no PCM.
Using SAPs, we have confirmed a role for Asl in PCM recruitment, as well as demonstrated the existence of

an alternative PCM recruitment pathway that primarily relies on Spd-2. This is only one example of how SAPs
could be used to probe outstanding questions regarding the role of essential centriole duplication proteins, and
we direct you to our paper for further examples [41].

SAPs in Drosophila eggs: just one of many models
Despite their many similarities, SAPs are not centrioles. This can be advantageous, enabling experiments and
assays not possible with bona fide centrioles [41]. Although the organisation of proteins around SAPs mimics
those around the centriole wall, the exact behaviour, organisation and function of these proteins may not be
identical in the two structures. In addition, many of our observations in SAPs have taken place in unfertilised
eggs, where standard cell cycle cues are not present. Therefore, and although they are a useful model, any con-
clusions with regards to how events are regulated must be taken with caution.
Other in vivo Drosophila approaches have been used over the years to probe the role of core centriole dupli-

cation factors in PCM formation. The use of hypomorphic alleles has helped to identify potential roles for
these proteins (asl[1] hypomorph) [40,58]. The injection of antibodies that inhibit the function of core centriole
duplication factor proteins into cycling WT embryos has provided further insight into the relationship between
core centriole proteins and the PCM [33,59,64]. Similarly, the injection of mRNA into embryos or transgenic
lines encoding mutated forms of centriole duplication factors have also been used to identify important resi-
dues and domains [56,65].
The role of core centriole factors has also been investigated in other tissues, such as the male germline of

Drosophila. A useful genetic trick can be used by looking at spermatocyte cells that are homozygous for a cen-
triole duplication mutation but which derive from heterozygous mothers. When the male germ cells are
forming in this embryo, there is still enough wild type protein in the cytoplasm (through maternal contribu-
tion) to allow the formation of a few centrioles. Further in development the wild type protein is completely
depleted, allowing us to examine ‘wild type’ centrioles in a ‘mutant’ cytoplasmic context [40,60,66,67]. In such
a system it is only possible to study the role of proteins that exchange actively with the cytoplasm rather than
those that were incorporated into centrioles during their formation.
Although all these approaches can provide insights into the role of core centriole proteins, none of them cat-

egorically assesses the effect of complete protein absence. Rather, they reduce protein levels/function, and there-
fore residual protein may obscure certain phenotypes; or they use centrioles that were formed in the presence
of these proteins. In such cases, the advantages of a complementary analysis using SAPs in a complete mutant
background is apparent, as illustrated in the case of Asl.
SAPs in Drosophila eggs may not be the only ‘SAP-like’ model available in the toolbox of the centriole/

centrosome biologist. Previous observations from our lab shows that the co-over-expression of Sas-6 and Ana2
in Drosophila spermatocytes also generates aggregates in this tissue. Interestingly, these ‘testes SAPs’ do not
nucleate PCM or MTs but instead display an ultrastructure strikingly similar to the centriole cartwheel [68].
This suggests that these SAPs may be useful to probe the structural role of centriole duplication proteins in a
way that ‘egg SAPs’ cannot. Intriguingly, similar structures are seen in Drosophila spermatocytes when Sas-6
and another centriole duplication factor, Cep135/Bld10, are co-over-expressed, suggesting that other proteins
may be involved in forming these aggregates [69].
Fascinatingly, the formation of SAP-like structures does not seem to be unique to Drosophila. For example,

the expression of Plk4 can give rise to aggregates that are able to organise centriole and PCM factors and

© 2021 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution License 4.0 (CC BY). 1237

Biochemical Society Transactions (2021) 49 1233–1240
https://doi.org/10.1042/BST20200833

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


nucleate MTs, not unlike our observations, in Xenopus cells [70]. Similarly, ectopic expression of Cep63 and
Cep152 (the human homologue of Asl) as well as Plk4 in human cells gives rise to similar aggregates [71,72].
This suggests that this useful, self-organising capacity of centriole proteins might be a wider phenomenon that
can be exploited for investigations in other model systems, no doubt with unique features that will allow other
aspects of centriole and centrosome biology to be explored.

Perspectives
• Centrioles are cellular organelles of medical importance, and their dysfunction may result in

ciliopathies, microcephaly or cancer. Yet, a full understanding of how their molecular compo-
nents interact is hampered by the total absence of these structures when core components
are absent.

• Sas-6 Ana2 particles (SAPs) are an experimental model that overcomes these limitations and
is allowing us to probe at important molecular interactions in these organelles.

• The self-organising capacity of centriole proteins demonstrated by SAPs may be a wider phe-
nomenon that can be exploited for investigations of centriole biology in other model systems.
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