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Abstract: Bacterial type IV secretion systems (T4SSs) are related to not only secretion of effector
proteins and virulence factors, but also to bacterial conjugation systems that promote bacterial
horizontal gene transfer. The subgroup T4BSS, with a unique mosaic architecture system, consists
of nearly 30 proteins that are similar to those from other secretory systems. Despite being
intensively studied, the secretion mechanism of T4BSS remains unclear. This review systematically
summarizes the protein composition, coding gene set, core complex, and protein interactions of
T4BSS. The interactions of proteins in the core complex of the system and the operation mechanism
between each element needs to be further studied.

Keywords: T4BSS; core complex; mosaic architecture

1. Introduction

When bacterial growth is stimulated by the external environment, some effective factors are often
secreted to enhance its viability. These effectors are usually secreted into host cells or the surrounding
environment using unique recognition and transmission mechanisms through a protein secretion
system (a system in which the bacteria depend on a secretory pathway for transcellular membrane
transport of proteins) [1]. The protein secretion systems discovered so far can be divided into nine
types according to the secretion mechanism of the outer membrane (OM), namely, type I to type IX
secretion systems (T1SS to T9SS). Early results indicate that the first six secretory systems are prevalent
in Gram-negative bacteria and T7SS was only found in Gram-positive bacteria, although the presence
of T4SS in Gram-positive bacteria was also recently reported [2]. Many reports are found in the
literature on T1SS to T6SS and T8SS, whereas T7SS and T9SS are newly discovered protein secretion
systems whose assembly and secretion mechanisms are still unclear.

Unlike other Gram-negative bacterial secretion systems, T4SSs typically transport macromolecular
substances such as nucleoprotein particles and deoxyribonucleic acid (DNA). At the same time, it can
also mediate the horizontal transfer of DNA via conjugation, thereby promoting the plasticity of the
bacterial genome and the transmission of resistance genes and other virulence genes [3–6]. T4SSs can
be divided into different types according to different classification standards (Table 1) [7–9]. Based
on biochemical composition and structural characteristics, it can be divided into T4ASS (typically
represented by VirB/D4 systems in Agrobacterium tumefaciens), T4BSS (typically represented as Dot/Icm
systems in Legionella pneumophila), T4CSS (typically represented as GI-type T4SS-like system in
Gram-positive strain Streptococcus suis) [2], and genomic island (GI) T4SS (typically represented as ICE
Hin1056 in Haemophilus influenza) [10]. The most prevalent and best studied are T4ASS and T4BSS.
T4ASS is comprised of proteins encoded by 12 genes, whereas T4BSS is more complex, being comprised
of ~30 different proteins. Unlike T4ASS, the constituent proteins of T4BSS contain components
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homologous to other secretory systems (T2SS, T3SS, T4ASS, and T6SS), highlighting the special mosaic
structure of T4BSS [11].

Table 1. Classification of T4SS.

Basis of Classification Subtype Example Characteristics

Plasmid incompatibility

F-subtype IncF, IncH, IncT, IncJ Narrow range of secretory substrates,
mainly including ssDNA.

P-subtype IncP, IncN, IncW Wide range of secretory substrates,
including multiple virulence effectors.

I-subtype IncI1 plasmid R64 Aid in both in liquid and solid-surface
mating and secrete virulence effectors.

Functional classification

Conjugal transfer Self-transmissible plasmids or
transposons

Mostly present in bacteria and
archaea.

Effector translocators Pertussis toxin secretion Transport for virulence effectors in
Gram-negative bacteria.

DNA release/uptake
systems

ComB (Helicobacter pylori)
system takes DNA from

outside the cell
Similar to T2SS.

Biochemical properties
and structure

T4ASS VirB/D4 (A. tumefaciens) Contains pili, which assist in protein
secretion.

T4BSS Dot/Icm (Legionella
pneumophila)

Secretes a large number of effectors
and transfers nucleic acids to host

cells.

T4CSS GI-type T4SS-like system
(Streptococcus suis)

Common in Gram-positive bacteria of
the genus Streptococcus

GI-type T4SS ICE Hin1056 (Haemophilus
influenza)

2. Gene Composition of T4BSS

A typical T4BSS consists of proteins encoded by ~30 genes, which are named dot (defect in
organelle trafficking) or icm (intracellular multiplication), as shown in Figure 1. The coding genes for
the Dot/Icm system are mostly found in plasmids except the genes for T4BSS in the genera Legionella,
Coxiella and Rickettsiella are in the chromosome [11]. The similarity of sequence of the genes suggests
that these genes may have originated from a common ancestor (for instance between the tra system in
R64 and Dot/Icm system) [12]. The genes encoding the T4BSS proteins tend to form different gene
clusters: (a) the dotD-dotC-dotB gene cluster; (b) the dotM/icmP-dotL/icmO gene cluster; and (c) the
dotI/icmL-dotH/icmK–dotG/icmE gene cluster [11]. Compared with other T4SSs (Figure 2b) [1,7,13],
only dotL (icmO), dotG (icmE), and dotO (icmB) have homology with the corresponding genes virD4,
virB10 and virB4 in T4ASS in sequence level.
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Figure 1. Composition of different T4SSs and homology comparison. Blocks of the same color (green,
purple, red, orange, deep orange, celadon, cyan and yellow) represent homologous proteins; light grey
blocks in T4CSS represent proteins of unknown function.
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VirB7, VirB9, and VirB10; inner membrane components: VirB3, VirB6, and VirB8; pilus components: 
VirB2 (major pilus component) and VirB5 (minor pilus component); lytic transglycosylase: VirB1; 
nucleoside triphosphatases: VirB4 and VirB11; coupling protein: VirD4; (b) T4BSS. Core complex: 
DotC-DotD-DotH-DotF-DotG; substrate recognition protein: DotF, DotL, DotM, DotN, IcmSW and 
IcmS-LvgA; other functional proteins: DotE, DotV, DotP, DotI, DotJ, DotA, DotB, IcmQ, IcmR, IcmF, 
IcmH, DotK, and DotO; proteins with unknown functions: IcmT, IcmV, IcmX. 
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consists of three proteins, VirB7, VirB9, and VirB10, in a 1:1:1 ratio. VirB7 is in the outermost layer, 
surrounding the complex to form a ring; VirB9 is in the middle, forming the sides of the complex; 
and VirB10 is oriented toward the central cavity and inserted into the outer membrane with two α-
helices per monomer [14]. The core complex of T4BSS consists of five proteins, DotC-DotD-DotH-
DotF-DotG, forming the skeleton structure of the whole secretion system (Figure 2b). DotC and DotD 
are OM lipoproteins, and their coding genes are located in the same gene cluster. Although there are 
few reports on DotC, previous studies showed that the ring structure of the core complex in any 
mutant (ΔdotC, ΔdotD or ΔdotH) cannot be detected by transmission electron microscopy, and the 
expression levels of other proteins are also reduced, indicating the importance of DotC in T4BSS [15]. 
OM protein DotH binds to DotC and DotD to form a DotC-DotD-DotH OM complex [16,17]. The 
expression levels of these three proteins are related and crucial to the formation of circular channels 
in the core complex. The similarity between the N-terminal domain of VirB9 and residues 168–227 of 
DotH is as high as 49% (Table 2, Figure 3j). DotH structure was predicted by various programs (I-
TASSER, Phyre2 and Quark), was speculated that DotH contains two or more separate domains 
(Figure 3c) [18]. OM-lipoprotein DotD consists of a disordered N-terminal domain and a globular C-
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Figure 2. Protein composition of T4ASS (the VirB/VirD4 system from Agrobacterium tumefaciens) and
T4BSS (the Dot/Icm system from Legionella pneumophila). (a) T4ASS. Outer membrane components:
VirB7, VirB9, and VirB10; inner membrane components: VirB3, VirB6, and VirB8; pilus components:
VirB2 (major pilus component) and VirB5 (minor pilus component); lytic transglycosylase: VirB1;
nucleoside triphosphatases: VirB4 and VirB11; coupling protein: VirD4; (b) T4BSS. Core complex:
DotC-DotD-DotH-DotF-DotG; substrate recognition protein: DotF, DotL, DotM, DotN, IcmSW and
IcmS-LvgA; other functional proteins: DotE, DotV, DotP, DotI, DotJ, DotA, DotB, IcmQ, IcmR, IcmF,
IcmH, DotK, and DotO; proteins with unknown functions: IcmT, IcmV, IcmX.

3. Mosaic Structure Model of T4BSS

Components of T4BSS include nearly 30 proteins, and most of them are homologous with the
components of T2SS, T3SS, T4ASS and T6SS, highlighting the greater complexity of the components
of this secretion system. Similar to other secretion systems, secretion of T4BSS effector proteins
and conjugal transfer of DNA are also achieved through a series of interactions between different
constituent proteins, including receptor proteins that recognize substrates, ATPases that provide
energy, proteins that constitute transport channels, and other auxiliary proteins. Depending on the
function of the constituent proteins, they can be classified into the following four categories.

3.1. Core Complex

The core complex of T4ASS, the encoding genes which are located in the IncN plasmid pKM101,
consists of three proteins, VirB7, VirB9, and VirB10, in a 1:1:1 ratio. VirB7 is in the outermost layer,
surrounding the complex to form a ring; VirB9 is in the middle, forming the sides of the complex; and
VirB10 is oriented toward the central cavity and inserted into the outer membrane with two α-helices
per monomer [14]. The core complex of T4BSS consists of five proteins, DotC-DotD-DotH-DotF-DotG,
forming the skeleton structure of the whole secretion system (Figure 2b). DotC and DotD are OM
lipoproteins, and their coding genes are located in the same gene cluster. Although there are few
reports on DotC, previous studies showed that the ring structure of the core complex in any mutant
(∆dotC, ∆dotD or ∆dotH) cannot be detected by transmission electron microscopy, and the expression
levels of other proteins are also reduced, indicating the importance of DotC in T4BSS [15]. OM protein
DotH binds to DotC and DotD to form a DotC-DotD-DotH OM complex [16,17]. The expression levels
of these three proteins are related and crucial to the formation of circular channels in the core complex.
The similarity between the N-terminal domain of VirB9 and residues 168–227 of DotH is as high as 49%
(Table 2, Figure 3j). DotH structure was predicted by various programs (I-TASSER, Phyre2 and Quark),
was speculated that DotH contains two or more separate domains (Figure 3c) [18]. OM-lipoprotein
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DotD consists of a disordered N-terminal domain and a globular C-terminal N0 secretin domain [19],
in which a disordered N-terminal consisting of 46 amino acid residues is homologous to the mature
VirB7 (a small peptide consisting of 33 amino acid residues) [20]. Both DotG and DotF are membrane
proteins with a single transmembrane helix at the N-terminus. The DotG protein spans the inner
membrane and outer membrane, forming the central channel of the core complex, with some homology
to VirB10 at the extreme C-terminal domain sequence (Table 2) [21,22]. Because DotG has a variable
region of about 600 residues that is rich in repeats, it tends to be longer than the VirB10 protein,
as shown in Figure 3d,k [23]. In the absence of DotG, the outer diameter of the ring structure of the
core complex decreases slightly, and the central hole increases (11.3 ± 0.1 nm in diameter) by electron
microscopy analysis [15]. The inner membrane (IM) protein DotF (~30 kDa) consists of 269 amino acid
residues in three domains: the cytoplasmic domain (~20 amino acids), the transmembrane domain
(~50 amino acids), and the periplasmic domain (~200 amino acids) [17]. Ghosal et al. [18] speculated
that the β-helices of DotG might have the same function in T4BSSs as pili in T4ASSs. Both DotF and
OM protein DotD are part of the ring structure. Studies have shown that DotF is not essential for the
transfer of effectors and is mainly responsible for the stabilization of the DotG channel or for triggering
conformational changes [15,18]. Kubori et al. [15] knocked out the dotF gene in L. pneumophila and
found one of ring structure of the core complex with a larger central pore that is similar to the ring
structure of the ∆dotG mutant strain, indicating that DotF possesses the function of promoting the
stability or assembly of active core complexes containing DotG.
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homologs. (a) ATPases of Legionella pneumophila DotBL (PDB id: 6GEB), Agrobacterium tumefaciens
VirB11A, Vibrio fluvialis GspEV; (b) Outer membrane proteins of L. pneumophila DotDL (PDB id:
3ADY), A. tumefaciens VirB7A, Vibrio fluvialis GspDV, and Escherichia coli EscC (PDB id: 3GR5);
(c) Periplasmic proteins of L. pneumophila DotHL, A. tumefaciens VirB9A; (d) Membrane-spanning
proteins of L. pneumophila DotGL and A. tumefaciens VirB10A; (e) Inner membrane (IM)-associated
proteins of L. pneumophila DotOL and A. tumefaciens VirB4A; (f) IM proteins of L. pneumophila DotIL and
A. tumefaciens VirB8A; (g) Inner membrane proteins of L. pneumophila DotUL, and E. coli TssLE (PDB
id: 3U66); (h) IM proteins of L. pneumophila IcmFL and E. coli TssME (PDB id: 4Y7M); (i) N-terminal
domain of L. pneumophila DotDL and A. tumefaciens VirB7A; (j) Residues 168–227 of L. pneumophila
DotHL and N-terminal domain of A. tumefaciens VirB9A; (k) C-terminal domain of L. pneumophila
DotGL and A. tumefaciens VirB10A.

3.2. Substrate Recognition Protein

In addition to the robust central channel protein DotG, DotF also has a substrate recognition
function [24], which recognizes the effector RalF secreted by the Dot/Icm system. Sutherland et al. [25]
explored the ability of DotF to recognize other effectors and the results indicate that DotF can only
bind to certain types of substrates, that is, DotF is not the main substrate recognition protein in the
Dot/Icm system.

IM AAA+ ATPase DotL is a member of the type IV coupling protein that is functionally similar
to other T4SS coupling proteins [26]. Structurally, the C-terminal cytoplasmic domain of DotL has a
conserved Walker A motif and the N-terminus forms a hexameric assembly in the IM, which is related
to the FtsK/SpoIIIE family of DNA translocation motors [27,28]. As key components of T4SS, coupling
proteins are mainly responsible for the localisation of substrates at transmembrane receptors of the
secretion system [29] and the hydrolysis of ATP to provide energy for substrate transfer [30]. DotL
also forms a subcomplex with DotM, DotN, IcmS, and IcmW [31]. The C-terminal tail of DotL bound
to DotN and binary complex IcmSW separately [32] and the recruitment of effectors independent of
IcmSW is mediated by a secretion signal sequence rich in Glu residues and located at the C terminus,
which is proved that DotM acts as a potential binding platform for the recruitment of acidic Glu-rich,
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IcmSW-independent effectors [33,34]. In view of the fact that DotL binds directly to DotM, it is
suggested that DotM may regulate the expression of DotL. DotN is a IM/cytoplasmic protein rich in
cysteine with a small molecular weight that can stabilize the structure of DotL and DotM complexes,
although its specific mechanism of action remains unclear [35]. IcmS and IcmW are small molecular
weight soluble cytosolic proteins, often found in IcmSW binary complexes. There is a binding site
for IcmSW in the C-terminus of DotL. When this binding site is mutated, the transport capacity of
IcmSW-dependent substrates such as SdeA, SidD, and VipA decreases. Conversely, there is no effect on
the transport of some non-IcmSW-dependent substrates such as RalF, LnaB, and LidA [31,35]. When
the expression levels of IcmS or IcmW are reduced or even eliminated, the infection ability of DotL
decreases, indicating that IcmSW may be used as a targeting factor to recruit substrates to a location
near DotL.

OM protein LvgA is approximately 27 kDa in size. Although the existence of the ternary complex
has not been confirmed, lacking of LvgA in L. pneumophila affects the protein stability of IcmS and
IcmW, indicating that LvgA is associated with IcmS and IcmW. Its coding gene lvgA is a novel kind
of L. pneumophila virulence factor. Deletion of the LvgA-encoding gene causes partial defects in
intracellular replication but it does not affect the expression level of DotA and IcmX [36]. LvgA is not
clearly related to any of these previously described virulence factors on genetic or structural grounds.
Up to now, the mechanism by which lvgA exerts its phenotype is unclear [37].

Table 2. Homologous proteins in T4BSS and other secretion systems.

Protein of T4BSS
Homologous Component

Protein Type
T4ASS T2SS T3SS T6SS

DotB VirB11 GspE — — IM-associated ATPase a

DotD VirB7 GspD EScC — OM lipoprotein b

DotC — — — — OM lipoprotein b

DotH/IcmK VirB9 — — — OM protein b

DotG/IcmE VirB10 — — — IM protein a

DotO/IcmB VirB4 — — — IM-associated ATPase a

DotCDHFG VirB7, 9, 10 — — — Core complex
DotI VirB8 — — — IM protein a

DotU/IcmH — — — TssL IM protein a

IcmF — — — TssM IM protein a

a IM: inner membrane; b OM: outer membrane.

3.3. Other Functional Proteins

Both DotE and DotV are IM proteins composed of four-transmembrane helix bundles that
functionally resemble TraQ in I-type conjugation systems. Similar to DotE and DotV, DotP has a
cleavable signal sequence at the N-terminus in addition to two transmembrane helices. The genes
encoding these three proteins are downstream of the DotF-encoding gene and are arranged in the
order of dotF, dotE, dotV, and dotP [11].

DotI is also an IM protein with a molecular weight of 23 kDa. The amino acid sequence is
homologous to that of the TraM protein in the plasmid R64 conjugative mobilization system, and
the C-terminal protein structure is structural homologs to that of VirB8 in T4ASS (Table 2, Figure 3f).
Both DotI and VirB8 form a stack of oligomeric rings in vivo [38,39] (Figure 3f). The expression levels
of DotI are related to its partial homolog DotJ and the protein forms an IM hetero-complex with DotJ
at a weight ratio of 1.87:1, which is closely related to the integrity of the inner proteins but does not
appear to be associated with the core complex of T4BSS. Contrary to DotJ, VirB8 has an indispensable
role in T4ASS. The dotI and dotJ genes, coding for DotI and DotJ, are upstream of the core complex
DotF, DotG, and DotH protein-encoding genes. DotIJ forms a ring around the substrate translocation
channel, and its role may be related to the IM-associated ATPase DotO [21,38]. DotI is present in all
known T4BSS, whereas DotJ is currently only found in bacteria of the order Legionellales, such as
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genus Legionella and Rickettsiella. There is a certain similarity between the N-terminal sequences of
DotJ and DotI, although DotJ does not have a periplasmic domain [39]. Similar to VirB4 of T4ASS,
DotO contains Walker A and B motifs (Table 2) [11], is also an IM-associated ATPase, and both of them
are the most conserved components of the T4SS superfamily (Figure 3e) [40].

DotA is an IM protein consisting of eight membrane-spanning domains, two large periplasmic
domains (approximately 503 and 73 amino acids), and a small C-terminal cytoplasmic domain
(122 amino acids) [41]. Matthews et al. reported that DotA and the periplasmic IcmX are in a
T4BSS-dependent manner [42]. The periplasmic domain of DotA is located at the top of the central
channel, which can stabilize the channel wall or be released [41]. DotA is only found in bacteria of
the genus Legionella, forming a cyclic oligomer in the extracellular domain and binding to a protein
of unknown function with 46 kDa [11]. When the bacterial dotA gene is deleted, the mutant strain is
unable to infect the host cell through the T4BSS secreting effector protein [43].

DotB is an ATPase mostly present in the cytoplasm, which is similar to ATPases of T2SS and T4SS,
all of which form hexameric rings. DotB is essential to the normal function of T4BSS. Sexton et al. [44]
studied the structure and function of DotB by constructing a series of dotB allele mutants, and found
that DotB is composed of an N-terminal domain interacting with cell membranes, an ATPase domain,
and a C-terminal domain of unknown function. It is involved in the secretion of effector proteins by
T4BSS, and the ∆dotB mutant failed to secrete T4BSS substrates and productively infect host cells [43].
The IcmQ and IcmR proteins located in the in bacterial cytoplasm are essential for the activity of
the Dot/Icm system [45]. IcmQ has a small N-terminal domain and a large C-terminal domain.
The purified IcmQ is prone to aggregation, and addition of IcmR inhibits this aggregation, indicating
that IcmQ and IcmR have a relationship similar to a substrate and a molecular chaperone. The behavior
of IcmR regulates IcmQ is similar to that observed in some chaperones [46,47]. The crystal structure
of IcmR-IcmQ complex shows an amphipathic four-helix bundle (two helices each from IcmR and
IcmQ). IcmQ acts on the lipid vesicles that forms and causes them to rupture. The mechanism of action
consists of insertion of the N-terminal domain into vesicles of the phospholipid bilayer, and destruction
of the membrane structure by the C-terminal domain with targeting of the membrane by electrostatic
action. The protein also has an NAD+ binding site that allows IcmR-IcmQ to bind to the membrane,
thereby interacting with or modifying the T4BSS substrate [48].

The IM proteins IcmF and IcmH are present in the T4BSS of Legionella and Legionella-related
genera, which are responsible for intracellular growth, immediate cytotoxicity or salt sensitivity [49,50].
These proteins are essential for the normal function of the Dot/Icm system. When any of them is
lost, the amount of core complexes decreases, especially the levels of DotG and DotH, but a partially
functional Icm/Dot complex is probably present in the bacteria [50]. Therefore, IcmF and IcmH work
together to maintain the stability of the core complex and recruit DotC-H subcomplexes to the poles
to initiate assembly because they are the polar localization factors [18]. Lipoprotein DotK has many
homologous proteins in other bacteria, is conserved in Legionella and Coxiella species, and is responsible
for anchoring the Dot/Icm system to the peptidoglycan layer [51]. When the DotK coding gene is
knocked out, Legionella shows partial growth defects into the protozoan host, but it has no effect on the
growth on macrophages. [23,36].

IcmX is a periplasmic protein with a molecular weight of 50 kDa. IcmX is indispensable for
the activity of the Dot/Icm system and is conserved in the Legionellaceae family [42]. Even though
T4BSS still assembles in the absence of IcmX, the intracellular growth of the ∆icmX mutant is severely
affected [18,42].

3.4. Proteins of Unknown Function

In previous studies [11,42], many proteins with unknown functions are described in T4BSS. IcmT
is a small molecular weight IM protein that is essential for the function of T4BSS and the coding gene
of IcmT contains significant sequence homology to a gene coding for conjugation-related proteins in
the IncI plasmid R64 [12,52]. IcmV is also an IM protein with unknown function that is not conserved
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in all T4BSS families. Similar to IcmW coding gene icmW, the coding gene of IcmV has an overlapping
regulatory region, which probably serves as binding sites for regulatory proteins [53].

4. Comparison of T4BSS with Other Secretion Systems

In the currently studied Gram-negative bacterial T1SS to T6SS, T1SS, T3SS, T4SS, and T6SS are
one-step Sec-independent secretion systems [54], that is, the target protein is directly secreted from
the cell to the extracellular environment, not into the periplasmic space. In contrast, T2SS and T5SS
are two-step Sec-dependent secretion systems [55–57]: The effectors are transported by substrate
recognition proteins to the transmembrane channel, which is then translocated across the IM to
the periplasmic space, forming its periplasmic intermediate form. Subsequently, the periplasmic
intermediate form is transported to the extracellular space through a channel protein across the OM
(Figure 4).
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Escherichia coli; T2SS: pullulanase secretion system in Klebsiella oxytoca; T3SS: yop secretion system in
Yersinia; T4ASS: VirB/VirD4 secretion system in Agrobacterium tumefaciens; T4BSS: Dot/Icm system
in Legionella pneumophila; T5SS: Type Va (autotransporter system); Type Vb (two-partner secretion
systems); Type Vc (trimeric autotransporters); Type Vd (encoding a patatin-like passenger domain
fused to a C-terminal β-barrel domain that resembles TpsB proteins); Type Ve (inverse autotransporters
and two-partner inverse autotransporters); and T6SS: secretion system in Vibrio cholera.

T1SS, also known as ATP-binding cassette (ABC) secretion system, is found in all bacterial
genomes that have been fully sequenced. It is mainly used for translocating virulence factors for
extracellular transport [58]. The composition of the T1SS secretion system is very simple, mainly
including three functional proteins: ABC translocating enzyme that provides energy for effector
secretion in the IM, membrane fusion protein (MFP, IM protein) for movement across the periplasmic
space, and OM protein (OMP) [59], corresponding to HlyB, HlyD, and TolC in a typical α-haemolysin
secretion system (E. coli), respectively. Taking Klebsiella oxytoca as an example, the main components of
T2SS include a series of IM proteins referred to as PulLGFKN, that are intracellular secretory proteins
transported across the membrane using energy provided by the ATPase PulE. The molecular chaperone
PulC that binds to secreted proteins in the periplasmic space, the channel protein PulD inserted into the
OM, and the substrate recognition protein PulS [60]. Similar to T2SS, T3SS also includes chaperones,
translocators, and effector proteins. Unlike other secretory systems, the secretion of effector proteins by
T3SS is dependent on the 5′ end of the mRNA, the N-terminus of the secreted protein, and the binding
of secretory proteins to corresponding chaperone proteins [61]. T5SS just consists of a secreted moiety
and a putative membrane translocator domain and is the simplest secretory device. It is proposed that
these virulence factors are autonomous secretion systems [62,63]. Currently, T5SSs are classified into
five classes (Types Va–Ve) based on their domain architecture [64,65]. The genes for T6SS are often
arranged together to form a gene cluster, which encode 13 to 25 proteins that form core and auxiliary
components [66].
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T4BSS is obviously different from other secretory systems in its special mosaic structure and
different constituent proteins, which are homologous with different secretory system components.
IcmS and IcmW of T4BSS perform the same function as the coupling proteins of T3SS. Loss of these
proteins affects intracellular growth but has no significant effect on cytotoxicity [67]. The function
of the amorphous N-terminal of the core complex protein DotD is similar to that of VirB7 in T4ASS
(Figure 3i) [68]. In addition, the spherical structure domain of the amorphous N-terminal of DotD
shares also homology with the N0/T3S domain of the OM proteins GspD (T2SS) and EscC (T3SS) [19]
(Table 2, Figure 3b). The C-terminus of DotG is similar to VirB10 of T4ASS in the amino acid sequence
level (Figure 3d). VirB10 is adjacent to the central channel, thus indicating that DotG is likely to be
involved in the formation of a circular OM core complex [69]. The ATPase DotB is closely related to
the ATPase PilT in the type IV pilus system, and it shares higher homology with GspE of T2SS than
VirB11 of T4ASS [70] (Table 2, Figure 3a). It is especially important that DotU/IcmH and IcmF are
highly homologous to the constituent proteins TssL and TssM of T6SS [49,71] (Table 2, Figure 3g,h).
These results once again confirm the unique mosaic structure of the protein composition in T4BSS.

5. Prospects

Unlike other bacterial secretion systems, T4BSS can not only transport effectors but also can
horizontally transfer genetic elements such as pathogenicity genes, resistance genes and genes for
degradation of organic pollutants that are difficult to degrade. Compared with T4ASS, T4BSS with its
mosaic structure has a wider host range and is more complex. If the assembly model and secretion
mechanism of T4BSS can be fully clarified, it will be beneficial to the prevention or control of some
diseases and the solution of environmental pollution problems. Both medical disease treatment
and environmental engineering protection have a breakthrough significance. Many reports on the
Dot/Icm system of L. pneumophila are found in the literature, and the core complex composed of
DotC-DotD-DotH-DotG-DotF is intensively studied. However, the structure and function of many
proteins in the system other than the core complex are still unknown, and urgently need to be further
studied. In addition to solving the molecular structure and function of all participating proteins, how
these proteins communicate with each other, how the signal transduction is induced, and the proteins
cooperate with each other to jointly complete the secretion of effector proteins and DNA, should be
addressed in future studies.
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