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Changing Perspectives on the Role
of DnaA-ATP in Orisome Function
and Timing Regulation

Alan C. Leonard™, Prassanna Rao?, Rohit P. Kadam' and Julia E. Grimwade’

" Laboratory of Microbial Genetics, Department of Biomedical and Chemical Engineering and Science, Florida Institute
of Technology, Melbourne, FL, United States, ? Department of Biochemistry, Vanderbilt University School of Medicine,
Nashville, TN, United States

Bacteria, like all cells, must precisely duplicate their genomes before they divide.
Regulation of this critical process focuses on forming a pre-replicative nucleoprotein
complex, termed the orisome. Orisomes perform two essential mechanical tasks that
configure the unique chromosomal replication origin, oriC to start a new round of
chromosome replication: (1) unwinding origin DNA and (2) assisting with loading of the
replicative DNA helicase on exposed single strands. In Escherichia coli, a necessary
orisome component is the ATP-bound form of the bacterial initiator protein, DnaA. DnaA-
ATP differs from DnaA-ADP in its ability to oligomerize into helical flaments, and in its
ability to access a subset of low affinity recognition sites in the E. coli replication origin.
The helical filaments have been proposed to play a role in both of the key mechanical
tasks, but recent studies raise new questions about whether they are mandatory for
orisome activity. It was recently shown that a version of E. coli oriC (oriC?4PP), whose
multiple low affinity DnaA recognition sites bind DnaA-ATP and DnaA-ADP similarly, was
fully occupied and unwound by DnaA-ADP in vitro, and in vivo suppressed the lethality
of DnaA mutants defective in ATP binding and ATP-specific oligomerization. However,
despite their functional equivalency, orisomes assembled on oriC#4PP were unable to
trigger chromosome replication at the correct cell cycle time and displayed a hyper-
initiation phenotype. Here we present a new perspective on DnaA-ATP, and suggest
that in E. coli, DnaA-ATP is not required for mechanical functions, but rather is needed
for site recognition and occupation, so that initiation timing is coupled to DnaA-ATP
levels. We also discuss how other bacterial types may utilize DnaA-ATP and DnaA-ADP,
and whether the high diversity of replication origins in the bacterial world reflects different
regulatory strategies for how DnaA-ATP is used to control orisome assembly.

Keywords: oriC, DnaA, DNA replication, replication origin, orisomes, pre-replication complexes, DNA binding
proteins, cell cycle

INTRODUCTION

The molecular mechanism responsible for triggering new rounds of chromosome replication in
bacteria is precisely regulated. New replication forks are initiated from a fixed chromosomal site
(oriC) only once during each cell division cycle and at a time that is compatible with the cellular
growth rate (Cooper and Helmstetter, 1968; Skarstad et al., 1986; Boye et al., 1996; Boye et al., 2000;
Leonard and Méchali, 2013). The molecular machine responsible for unwinding origin DNA
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and loading the replicative helicase on exposed single strands
(termed the orisome) is assembled at oriC and comprises multiple
copies of the initiator protein, DnaA (Leonard and Grimwade,
2015), whose activity is regulated by binding to ATP (Sekimizu
et al., 1987; Katayama et al., 2017). In E. coli, the cellular level
of DnaA-ATP fluctuates during the cell cycle (Kurokawa et al.,
1999), and the reproducibility of initiation timing from one cell
cycle to the next is achieved by coupling orisome assembly to
DnaA-ATP levels. This is accomplished via a set of specifically
arranged low affinity DnaA-ATP recognition sites in E. coli oriC
that direct orisome assembly by guiding cooperative binding of
the initiator (Zawilak-Pawlik et al., 2005; Rozgaja et al., 2011;
described in more detail below).

Following each new round of DNA synthesis, several
mechanisms are used by bacteria to restrict inappropriate
orisome reassembly, reviewed in Nielsen and Lobner-Olesen
(2008), Katayama et al. (2010), and Skarstad and Katayama
(2013). The predominant regulatory mechanism used in E. coli
involves hydrolytic conversion of DnaA-ATP into DnaA-ADP
by a replication fork-associated process termed Regulatory
Inactivation of DnaA (RIDA) (Katayama and Sekimizu, 1999),
which causes rapid hydrolysis of DnaA-ATP shortly after
initiation (Kurokawa et al., 1999). The DnaA-ADP that is
generated cannot reassemble into active orisomes for two
reasons. First, it does not readily interact with all of the low
affinity recognition sites in oriC (McGarry et al., 2004; Kawakami
etal., 2005; Grimwade et al., 2018) (see below). Second, unlike the
ATP-bound form, DnaA-ADP is unable to form the oligomeric
filaments that are essential for binding to ssDNA, a function
that is proposed to mediate both origin unwinding and helicase
loading (Erzberger et al., 2006; Duderstadt et al., 2010).

Our main goal for this review is to raise questions about
DnaA-ATP’s exclusive role as the active initiator form, based
on recent findings demonstrating that DnaA-ADP was active in
unwinding a synthetic version of E. coli oriC (oriC*"MPP) that
allows both DnaA-ATP and DnaA-ADP to access all recognition
sites (Grimwade et al., 2018). Chromosomal oriC*4PP was also
activated in vivo by mutant DnaAs that were defective in adenine
nucleotide binding or ATP-dependent oligomerization. However,
although functional orisomes were formed on oriC'APP they
were unable to trigger properly timed initiation events, revealing
that the observed mechanical activity of DnaA-ADP is separate
and distinct from the DnaA-ATP-dependent role as a timing
regulator. In this review, we discuss the implications of these
observations, and discuss how the high level of oriC nucleotide
sequence diversity among bacterial types may result in orisome
assembly pathways that use one or both nucleotide forms for
mechanical functions, while reserving the role of DnaA-ATP as
a regulator of initiation timing.

ORIGIN RECOGNITION BY DNAA

Almost all bacterial replication origins contain clusters of the 9 bp
sequence 5-TGTGGATAA-3’ (termed the R box) which is the
consensus sequence for DnaA recognition. In E. coli oriC, there
are two R boxes (R1 and R4) that perfectly match the consensus

sequence, and one box (R2) that deviates from consensus by
one bp (Figure 1); these three sites bind both DnaA-ATP and
DnaA-ADP with high affinity (k; = 4-20 nM) (Sekimizu et al.,
1987; Schaper and Messer, 1995). Amino acid residues in the
helix-turn-helix motif in DnaA’s C-terminal domain (IV) make
base-specific hydrogen bonds with nucleotides on one of the two
strands at positions 2, 3, 4, 7, 8, and 9 of each R box, as well as
Van der Waals contacts with the thymidines that may be present
in positions 1 and 6 (Erzberger et al., 2002; Fujikawa et al., 2003)
(contacts are summarized at the top of Figure 1).

E. coli oriC also contains eight less canonical DnaA binding
sites, most of which were identified only after in vitro DnaA
binding assays (Grimwade et al., 2000; Rozgaja et al., 2011). These
cryptic sites deviate from the consensus R box sequence by 2 or
more bp (Figure 1), which disrupts some base-specific contacts
(Figure 1). While these sites bind DnaA specifically (McGarry
et al., 2004; Rozgaja et al., 2011), their affinity for the initiator is
reduced so that dissociation constants for individual sites cannot
be measured (Schaper and Messer, 1995). In fact, none of the
identified low affinity sites are able to bind DnaA independently;
rather, DnaA must be recruited and positioned for them by
nearby bound DnaA (Schaper and Messer, 1995; Rozgaja et al.,
2011). Six of the lower affinity sites (12, I1, 12, I3, C2, and C3)
preferentially bind DnaA-ATP (McGarry et al., 2004; Kawakami
et al., 2005; Grimwade et al., 2018), and occupation of these sites
also requires physiological levels of ATP (0.5-5 mM) (Saxena
et al., 2013), as well as interactions between a critical arginine
(R285) in DnaA’s domain III and the bound ATP of an adjacent
DnaA molecule (Kawakami et al., 2005)(discussed further below).
While it is not known why these six sites prefer DnaA-ATP,
it is probable that conformational differences between DnaA-
ATP and DnaA-ADP play a role. The amino acids involved
in ATP/ADP binding and hydrolysis are located in a central

000 000
R1,R4 TGTGGATAA

R22 TGTGTATAA

Cl TGTCAGGAA
R5M TGTGAATGA
I3 TTGGATCAA
T2 GGTGATCCT
C2 GGTAGTTAT
I1 ACCGTATAA
I2 TGGGATCAG
C3 AAAGAACAA

FIGURE 1 | DnaA recognition site sequences in E. coli oriC. The 9 mer
recognition sequences of the 11 DnaA recognition sites are shown. Bases
marked in red deviate from the consensus (shown at top). Solid blue circles
mark regions where DnaA makes base-specific contacts on one of the two
DNA strands, and the hatched blue circles mark where DnaA makes Van der
Waals contacts with thymidine, if present.
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domain of DnaA (domain III) adjacent to the DNA binding
domain (domain IV) (Erzberger et al., 2002; Nishida et al,
2002; Iyer et al., 2004). When bound to ATP, domain IV bends
toward domain ITI, bringing amino acids from both domains into
proximity (Erzberger et al., 2006). Physiological levels of ATP are
also reported to alter DnaA conformation (Saxena et al., 2015).
Conformational changes that alter domain III interactions and
allow amino acids outside of domain IV to participate in binding
should also increase contacts between DnaA and the low affinity
DnaA-ATP sites, thereby compensating for the lack of base-
specific DnaA/DNA interactions. Comparing the sequences of
the DnaA-ATP sites with the R box sequence (Figure 1) suggests
that positions 1-4 of the 9 mer binding sites play a greater
role in determining preference for DnaA-ATP. It is important
to note that not all low affinity sites preferentially bind DnaA-
ATP. This is evidenced by the remaining two weak sites in oriC
(R5M and C1), which were shown by our laboratory to bind
both DnaA-ATP and DnaA-ADP (Grimwade et al., 2007, 2018),
although there are conflicting reports which show occupation
of these sites only by DnaA-ATP (Ozaki et al, 2012). We
note that converting the non-discriminatory R5M sequence into
the DnaA-ATP-preferring 12 site resulted in delayed initiation
in vivo, suggesting that R5M is normally occupied by DnaA-ADP
(Grimwade et al., 2007).

All of E. coli’s 11 DnaA recognition sites lie to the right of
the DNA Unwinding Element (DUE) (Figure 2A). The three
high affinity R boxes are spaced such that R1 is immediately
left of the DUE, R2 is central, and R4 is located at the right
border of the origin (Figure 2A). This widely spaced positioning
defines two gap regions where the low affinity sites are located
(Rozgaja et al, 2011). Each gap region contains an array of
four low affinity sites, each separated from each other by
2 bp (Figure 2A). This specific positioning of oriC recognition
sites facilitates cooperative DnaA binding, and ordered orisome
assembly (Rozgaja et al., 2011; described below).

ORDERED ORISOME ASSEMBLY

In E. coli, orisome assembly begins when DnaA re-binds to the
three high affinity R boxes immediately after the initiation of
each round of chromosome replication (Nievera et al., 2006).
This tightly bound DnaA plays two important roles. The first
is to inhibit unscheduled unwinding of oriC, since the DUE
is a region of intrinsic helical instability and is subject to
spontaneous unwinding when oriC is unoccupied (Kowalski and
Eddy, 1989). DnaA binding to R1, R2, and R4 constrains E. coli
oriC, eliminating spontaneous unwinding (Kaur et al., 2014).
Although details of the constraint mechanism remain unclear,
the most likely scenario involves a trimeric complex formed
by interactions among the N-terminal, self-oligomerization
domains (domain I) (Simmons et al., 2003) of the bound DnaA
molecules (Kaur et al., 2014; Figure 2B), perhaps stabilized by the
DiaA protein (Ishida et al., 2004). However, domain I-domain
I interactions are limited over a distance that is determined
by the length of the flexible linker (domain II) that joins each
domain I to the rest of the DnaA molecule (Messer et al., 1999;

Nozaki and Ogawa, 2008). Therefore, to make the postulated
trimeric complex, 0riC DNA would need to form loops to place
the three bound DnaA molecules close enough to interact, similar
to those formed in the nucleosomes of eukaryotes (Figure 2B).
Alternatively, individual DnaA molecules bound at each R box
may be sufficient to clamp the DNA in a way that prevents
untwisting without further interactions.

The second role of DnaA binding to R boxes is formation a
scaffold that recruits additional DnaA molecules to occupy the
adjacent low affinity sites (Miller et al., 2009), and begin the
next stage of orisome assembly (Figure 2B). Because this role
is analogous to that played by the Origin Recognition Complex
(ORC) of eukaryotes (Duncker et al., 2009), the structure formed
by DnaA binding to the high affinity sites has been termed
the bacterial ORC, or bORC (Nievera et al., 2006). DnaA
molecules bound to R1 and R4 recruit additional DnaA using
their N-terminal domains, and position it for binding to the
nearest low affinity site (R1 to R5M and R4 to C1) (Miller et al.,
2009; Figure 2B). DnaA located at R2 does not normally donate
DnaA to either of its nearest sites if R1 and R4 are capable of
performing this duty (Rozgaja et al., 2011).

Once DnaA is bound to CI or R5M, the close positioning
of low affinity sites promotes cooperative binding of DnaA-ATP
to the remaining sites in the right and left arrays, respectively
(Figure 2B), progressing from Cl or R5M into the center of
oriC, toward R2 (Rozgaja et al., 2011). While cooperative binding
involves interactions between the domain I regions of donor and
recruited DnaA (Rozgaja et al., 2011), domain III regions may
also play a role, and the close spacing of the sites is proposed to
foster formation of oligomeric DnaA-ATP filaments (Erzberger
et al.,, 2002, 2006; Felczak and Kaguni, 2004; Kawakami et al.,
2005). DnaA-ATP oligomers assemble when ATP-associated with
DnaA’s domain IIT in one bound molecule interacts with a critical
arginine (R285) in the adjacent molecule. R285 comprises DnaA’s
version of the “arginine finger;” a motif that is highly conserved
in AAA + (ATPases Associated with various cellular Activities)
proteins (Erzberger et al., 2006), with the interaction stabilized
by additional amino acid residues (Duderstadt et al., 2010). The
orientation of arrayed low affinity binding sites in each half
of oriC positions bound DnaA-ATP such that their arginine
fingers are all facing R2 (Rozgaja et al., 2011; Noguchi et al,
2015). The structures of the two oppositely-oriented DnaA-ATP
oligomers have not been solved, but they are presumed to be a
more open version of the compact right-handed helical DnaA-
ATP filament that has high affinity for single-stranded DNA
(Erzberger et al., 2006; Duderstadt et al., 2010).

The 3 bp separation of R4 and C1 allows direct lateral donation
of DnaA from a strong to weak site, but the 46 bp distance
between R1 and R5M requires DNA bending and cross-strand
donation for cooperative binding (Rozgaja et al., 2011). This bend
requirement is the basis for a growth rate-regulated switch that
ensures synchronous initiations of the multiple copies of oriC that
obtain during rapid growth conditions (Cooper and Helmstetter,
1968; Roth et al,, 1994). During rapid growth, Fis, a growth
rate-regulated protein (Nilsson et al., 1992; Mallik et al., 2006),
binds to its recognition site between R2 and C3 shortly after the
initiation step (Cassler et al., 1995; Figure 2B), during the time
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FIGURE 2 | Model of staged orisome assembly. (A) Map of E. coli oriC. High affinity R boxes are marked by large blue rectangles, low affinity DnaA-ATP recognition
sites are marked by small red rectangles, and low affinity non-discriminatory recognition sites are marked by small light blue rectangles. Left (I), middle (M), and right
(R) 13 mer AT-rich repeats are shown, as well as the locations of the DnaA-trio elements, and Fis and IHF binding regions. Green arrows mark direction of
transcription of flanking genes gidA and mioC, black arrows mark the direction of DnaA binding progression, and black arrowheads mark the orientation of the
recognition sites based on the direction faced by the arginine finger (R285) of bound DnaA. (B) Stages of orisome assembly. Stage 1 (left): After initiation of
chromosome replication, DnaA rebinds to high affinity R1, R2, and R4 sites. Fis is also bound at this stage, but IHF is not. Low affinity sites are unoccupied. Dashed
lines indicate interaction between bound DnaA molecules (right): Looping of DNA to allow bound DnaA molecules to interact. Stage 2: DnaA bound to R4 recruits
DnaA for binding to C1. DnaA then progressively fills the remaining arrayed sites, forming an oligomer in the gap region between R2 and R4. The DnaA oligomer
displaces Fis, and loss of Fis allows IHF to bind to its cognate site. Stage 3: The bend induced by IHF binding allows DnaA, recruited by R1, to bind to R5M, and
form a cross-strand DnaA interaction. A DnaA oligomer then progressively grows toward R2, bound to arrayed low affinity sites, and anchored by R2. Stage 4: oriC
DNA is unwound in the DUE, and DnaA in the form of a compact filament binds to the ssDNA in DnaA-trios. Figure adapted from Leonard and Grimwade (2015).
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period that oriC is constrained by DnaA occupying the three high
affinity sites (Kaur et al., 2014). The Fis-bound bORC prevents
IHF from binding and bending at its cognate site between R1 and
R5M (Ryan et al., 2004; Kaur et al., 2014), possibly because the
constrained bORC does not allow two bends to be simultaneously
placed in oriC. The inhibition of bending results in a temporary
block of DnaA binding in the left half of oriC. As DnaA-ATP
levels increase during the cell cycle, progressive DnaA occupation
of the right array of sites displaces Fis (Ryan et al., 2004), allowing
IHF to bind, resulting in a DNA bend that places R1 sufficiently
close to R5M to nucleate filling of 0riC’s left side low affinity sites
(Rozgaja et al.,, 2011). By acting as a temporary partition between
the left and right halves of oriC (Gille et al., 1991), Fis is able to
delay initiation until the total number of DnaA molecules in the
cell exceeds that needed for initiation of a single oriC copy; thus,
when Fis is finally displaced, all origins in the cell can complete
orisome assembly and initiate synchronously (Ryan et al., 2004;
Rao et al., 2018). In this way, Fis becomes the primary regulator
of initiation timing under rapid growth conditions (Flatten and
Skarstad, 2013). In contrast, during slow growth when E. coli
carries only one oriC copy, Fis levels are too low to occupy oriC
(Nilsson et al., 1992), and THF is able to bind and bend the DNA
between R1 and R5M, promoting low affinity site occupation in
the left region of oriC independently of the filling of the right
region. In this case, orisome completion and initiation timing is
dependent only on the cellular levels of DnaA-ATP being high
enough to fill the low affinity DnaA-ATP sites (Rao et al., 2018).
At all growth rates, DnaA-ATP occupation of the low affinity
sites promotes opening of the DNA duplex in the right region
of the DUE (Bramhill and Kornberg, 1988; Grimwade et al., 2000;
Figure 2B). However, there is evidence that not all the low affinity
sites in E. coli oriC are essential for in vivo activity (Stepankiw
etal., 2009), and in vitro, only R5M needs to be occupied by DnaA
for unwinding (Sakiyama et al., 2017).

A variety of models have been proposed to explain the
mechanism of unwinding (Speck and Messer, 2001; Erzberger
et al.,, 2006; Ozaki et al., 2008; Duderstadt et al., 2011; Ozaki
and Katayama, 2012; Zorman et al., 2012), and both the compact
and open versions of DnaA-ATP oligomers are implicated in
producing the torsional stress required for DNA unwinding.
Proposed mechanisms include: an open DnaA-ATP oligomer
bound to double-stranded DNA causing formation of right
handed supertwists (Erzberger et al., 2006; Zorman et al., 2012);
an open DnaA-ATP oligomer bound to double-stranded DNA
in the left array of low affinity sites creating a channel that can
engage and unwind DUE DNA (Ozaki et al., 2008, 2012) and
a compact DnaA-ATP oligomer stretching and unwinding DUE
DNA (Duderstadt et al., 2011; Duderstadt and Berger, 2013).

Once unwound, the single-stranded DNA binds to DnaA-
ATP, which stabilizes the open structure (Figure 2B) to promote
expansion of the initiation bubble and assist with DNA helicase
delivery (Yung and Kornberg, 1989; Speck and Messer, 2001). In
Bacillus subtilis, the additional DnaA-ATP used for this purpose
was shown to interact with specialized 3 bp sequence motifs,
termed DnaA-trios (Richardson et al., 2016; Figure 2A), and
it is proposed that the trio elements are a conserved aspect of
replication origins. The two end bases of trios can vary, but

the middle nucleotide must be A (Richardson et al., 2016). In
many bacterial types, there are seven to ten direct repeats of
DnaA-trios between the DUE and the nearest (3') high affinity
DnaA recognition site (Richardson et al., 2016); E. coli has one
of the shorter arrays, containing only three trios. In addition to
the oligomer formed using trio-elements, the DnaA bound to
the right half of oriC has also been implicated in DNA helicase
loading (Ozaki and Katayama, 2012).

A PREDOMINANT ROLE FOR E. coli
DNAA-ATP IS IN ORIGIN RECOGNITION
AND REGULATION OF INITIATION
TIMING

Although DnaA-ATP is required for activation of wild type E. coli
oriC in vitro, it has been known for several decades that at
least some of the DnaA in functional E. coli orisomes can be
in the ADP-bound form (Yung et al., 1990). The recognition
sites occupied by DnaA-ADP in these mixed orisomes was never
identified, but all of the R boxes, as well as R5M and Cl1, are
obvious candidates. In support of this idea, a clever heterologous
DnaA binding assay was recently used to demonstrate that
functional orisomes could be built when either R1 or R4 was
occupied by DnaA-ADP (Noguchi et al., 2015).

Regardless of binding locations, the ability to use DnaA-ADP
as a component of functional E. coli orisomes raises questions
about DnaA-ATP as the active form of the initiator. Is DnaA-
ATP the active form because it is the only form that can fill all
recognition sites, or because it is the only form that can make
the higher order oligomeric structures that can perform essential
mechanical tasks? To address these issues, a novel version of oriC
(oriCHADPY was constructed that converted every DnaA-ATP
recognition site to one that bound either DnaA-ADP or DnaA-
ATP with equivalent low affinities (e.g., each low affinity site was
made similar to C1 and R5M) (McGarry et al., 2004; Grimwade
et al,, 2018). By using oriC*"PP it was possible to examine
the activity of orisomes assembled from only DnaA-ADP.
Surprisingly, in vitro, oriC*PP plasmids were unwound equally
by orisomes assembled with either DnaA-ATP and DnaA-ADP.
In vivo, use of oriC™4PP a5 the sole chromosomal replication
origin also suppressed the lethality of DnaA mutants with
defects in ATP binding and ATP-dependent oligomer formation
[DnaA46 and DnaA(R285A), respectively, Grimwade et al,
2018]. Thus, given equal access to oriC, both DnaA-ADP and
DnaA-ATP are functionally equivalent, with orisomes assembled
from either form capable of performing the mechanical actions
required to trigger initiation in E. coli (Figure 3).

These observations lead to the conclusion that the
predominant role for DnaA-ATP in activating wild type
E. coli oriC must be for origin recognition and site occupation.
Since it is normally the case that DnaA-ATP preferentially binds
most low affinity sites, initiation timing must be coupled to the
availability of this form during the cell cycle. Consistent with this
idea, cells triggering chromosome replication from oriC*#4DP
behaved as if initiation timing was no longer dependent on
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FIGURE 3 | Orisome assembly directed by oriCa""PP Because 0riC#PP lacks DnaA-ATP sites, available DnaA-ADP or oligomerization-defective DnaA (shown by
blue circles/rectangles) in cells can bind to all sites in the origin. With this form of DnaA, Domain I-domain | interactions can form, but not interactions between the
ATP-binding domains. Unwinding is mediated without the formation of oligomeric DnaA filaments. High affinity sites are shown by larger rectangles, and low affinity

sites are shown by smaller rectangles.

DnaA-ATP levels. These cells over-initiated, and consequently
showed increased sensitivity to replicative stress (Grimwade
et al., 2018). Apparently, since DnaA-ADP is not normally
degraded in E. coli, it was continuously available at levels
sufficient to bind to low affinity sites in oriC*"PP and trigger
multiple replication rounds. Additional studies, in which only
one or two of the DnaA-ATP sites were converted to a version
that binds both forms of DnaA equivalently (Rao et al., 2018),
revealed that at slow growth rates, each site contributed to
the DnaA-ATP regulated initiation timing mechanism. At fast
growth rates, Fis, by virtue of its ability to regulate DnaA binding,
took over as the major timing regulator, as described above and
in Rao et al. (2018). Combined, the data on these synthetic oriCs
demonstrate that the features of bacterial replication origins
involved in mechanical function can be separated from their
timing components(s).

The conclusion that DnaA-ADP can activate E. coli oriC
does not appear to be compatible with models for E. coli
origin unwinding that invoke assembly of oligomeric DnaA-
ATP filaments (see above), although it has yet to be determined
whether orisomes made from only DnaA-ADP or DnaA-ATP
function in exactly the same way. It is possible that when DnaA-
ADP molecules are aligned by binding to arrayed sites, they
are capable of forming an unwinding structure similar to one
formed by DnaA-ATP, however, if this is the case, the requirement
for DnaA-ATP would still be for binding to arrayed sites, not
for a unique ability to oligomerize. Alternatively, unwinding
mediated by DnaA-ADP might rely on DnaA’s inherent DNA
bending activity. DnaA produces a 30-40° bend in DNA
when bound to a 9 mer recognition site (Schaper and Messer,
1995). The concerted bending at multiple sites could provide
sufficient stress to unwind the DUE. This mechanism could
either replace the need for a DnaA-ATP filament, or it could
be used by both DnaA-ATP and DnaA-ADP. If the bending
model is correct, then DnaA would produce DNA distortions
similar to those caused by binding of archaeal and eukaryotic
initiator proteins, generating sufficient torsional stress to unwind

the AT-rich DUE (Dueber et al., 2007; Gaudier et al., 2007;
Sun et al., 2012).

The observed functionality of DnaA-ADP is also not
consistent with mechanisms for unwinding and helicase loading
that involve DnaA-ATP filaments associated with DnaA-trios.
However, since trio occupation requires DnaA bound to a nearby
high affinity R-box (Richardson et al., 2016), and because the trio-
proximal R box (R1) is not essential for E. coli oriC function
(Kaur et al., 2014), it is not known whether DnaA-trios are
required in E. coli. Thus, E. coli may be able to use an alternate
mechanism for helicase loading that is not dependent on any
unique property of DnaA-ATP.

THOUGHTS ABOUT THE REQUIREMENT
FOR DNAA-ATP IN ASSEMBLING
ORISIOMES ON DIVERSE REPLICATION
ORIGIN TEMPLATES

Based on the studies of E. coli orisome assembly, described
above, it is clear that the arrangement and nucleotide sequence
of DnaA recognition sites in E. coli oriC directs ordered orisome
assembly, and also couples the cell cycle timing of this process
to the availability of DnaA-ATP. Because all other bacterial
types must also assemble functional orisomes at the correct cell
cycle time, and because DnaA is a highly conserved protein, it
is reasonable to expect that the majority of the bacterial oriC
templates would also be conserved and direct orisome assembly
in the same way as E. coli. However, this is definitely not the case.
A database (DoriC 10.0) containing the nucleotide sequences of
thousands of oriCs (some putative) reveals enormous diversity
among bacterial types, with little overt similarity to most of the
features found in E. coli other than the presence of multiple R
box-type DnaA recognition sites (Luo and Gao, 2019). Figure 4
depicts a few different oriC geographies, showing dramatic
differences in the number and relative positions of the R-box-like
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FIGURE 4 | Maps of several bacterial replication origins. Origins from diverse bacteria show many possible configurations. Flanking genes are shown for each origin
region, with arrows indicating direction of transcription. The DUE regions for each origin shown by blue rectangles; a question mark is placed if the DUE location is
ambiguous. Relative locations of DnaA binding sites are shown by blue arrowheads. Smaller arrows indicate know lower affinity sites. The direction of the arrows
indicates the likely orientation of the arginine finger when DnaA is bound.

sequences, including both widely separated and closely spaced
clusters. However, the variety is far more extensive than can
be demonstrated by one figure, and additional details can be
found in several papers and reviews (Zawilak-Pawlik et al,
2005; Zakrzewska-Czerwinska et al., 2007; Donczew et al., 2012;
Leonard and Méchali, 2013; Wolanski et al., 2014; Jaworski et al.,
2016). Further, it is likely that cryptic low affinity sites exist
in a variety of bacterial origins, but because sequence analysis
identifies DnaA binding sites based on their similarity to the
consensus R box, DnaA-oriC binding assays are required to
identify more divergent DnaA recognition sites. Thus, cryptic
sites have been mapped in the replication origins of only a few
bacterial types other than E. coli and its close relatives (Charbon
and Lobner-Olesen, 2011; Taylor et al., 2011), and sites similar
to the DnaA-ATP sites in E. coli oriC’s have not been positively
identified in any other bacterial origin.

While we propose that DnaA-ADP might have a greater
role than previously believed, it is important to note that a
major reason for origin diversity (and the utilization of different
forms of DnaA) is that R boxes can be used for functions
other than orisome assembly, such as regulating initiation timing
(DnaA availability) or for transcriptional regulation. Unlike
E. coli oriC, which is positioned between the gidA and mioC
genes, many bacterial replication origins are located next to the

dnaA gene (see Figure 4 for examples). An interesting alternative
arrangement in some bacteria places dnaA within the interior
of oriC producing a bi-partite configuration (for examples see
Staphylococcus oriC in Figure 4 and the Helicobacter pylori oriC
(Donczew et al., 2012), such that there are clusters of R boxes
on either side of dnaA. Since the dnaA promoter contains DnaA
recognition sites used for autoregulation (Atlung et al.,, 1985;
Braun et al., 1985; Ogura et al., 2001), when dnaA and oriC are
adjacent, it is difficult to distinguish R boxes used to regulate
dnaA expression (by DnaA-ATP and DnaA-ADP) from those
used for orisome assembly. Further, some of the R boxes in
certain bacterial origin regions may be used to regulate DnaA
availability (and initiation timing) by titration (Moriya et al.,
1988). In E. coli, sites that can titrate DnaA-ATP or DnaA-
ADP (Hansen et al., 1991) are located outside of oriC, both
as individual DnaA recognition sites distributed around the
chromosome as well as within a region with high DnaA capacity
termed datA, located about 460 kb from oriC where bound DnaA-
ATP is inactivated (Ogawa et al., 2002; Kasho and Katayama,
2013). For some bacteria, datA-like sequences may be found
in locations proximal to or within oriC. It is also possible that
all DnaA binding sites in an origin are simply not necessary
for functional orisome assembly. For example, in E. coli, low
affinity sites between R1 and R2 (left side) are implicated in
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origin unwinding, but the right side sites are not (Stepankiw
et al., 2009), although they may play a supportive role in helicase
loading (Ozaki and Katayama, 2012). Similarly, only a few of
the DnaA boxes in the B. subtilis origin, near the DUE, are
essential for mechanical functions (Richardson et al., 2019).
Recognition sites for regulatory proteins could also contribute
to origin diversity. Such regulators would include DNA bending
proteins (such as analogs of Fis and IHF) (Brassinga et al,
2002), and proteins which block the interaction of DnaA with
their respective recognition sites or suppress cooperative DnaA
interactions during orisome assembly. Examples of the latter are
described below.

Even after considering regulatory and titration sites, the high
variability among bacterial origins raises the obvious conclusion
that, although the initiator is conserved, and the essential
mechanical functions required for initiation are the same in
all bacteria, different assembly paths must be used to form the
orisomes that ultimately perform these functions (Jakimowicz
et al., 2000; Zawilak-Pawlik et al., 2005). The details of these
diverse paths, and how they might utilize DnaA-ATP and DnaA-
ADP for mechanical and timing functions remain unanswered
questions, but we can speculate about several possibilities.

Since many bacteria carry DnaA-trio sequence motifs located
between the DUE and its most proximal R box (Richardson
et al.,, 2016), this feature might play a key role in setting the
requirement for DnaA-ATP, or even allowing DnaA-ADP to
participate in orisome assembly. Although there is insufficient
evidence to determine if they are essential for every bacterial
origin, in B. subtilis and probably other bacteria, DnaA-trios
direct the assembly of critical DnaA-ATP oligomers, and could
set the amount of DnaA-ATP required for unwinding and the
DNA helicase loading steps (Richardson et al., 2019). In some
bacteria, only a small amount of DnaA-ATP may be needed to
interact at DnaA-trio elements to effect stable strand separation
and/or helicase loading, and the rest of the orisome, including a
sub-complex that mediates initial unwinding, could be assembled
from DnaA-ATP or DnaA-ADP, depending on the specific origin,
as described below.

Other than DnaA-trios, some replication origins appear to
lack any recognition sites with preference for DnaA-ATP. This
seems to be the configuration of the oriCs in B. subtilis,
C. crescentus, and M. tuberculosis, among others (Leonard
and Meéchali, 2013; Wolanski et al.,, 2014). For these origins,
the most available form of DnaA in the cell would be used
to assemble the orisome, but the active form is expected to
be tightly regulated at the level of synthesis and during the
inter-initiation interval. Some of the different mechanisms that
regulate the availability of DnaA-ATP might also apply to
the ADP-bound form if it plays a role in orisome assembly
or origin activation. For example, in C. crescentus, DnaA-
ATP is hydrolyzed by RIDA, but the resulting DnaA-ADP is
then degraded by Lon protease (Wargachuk and Marczynski,
2015), and in B. subtilis and S. aureus, DnaA can rapidly
exchange the bound ADP for ATP (Kurokawa et al, 2009
Bonilla and Grossman, 2012). Use of inhibitory proteins to
block DnaA access to oriC binding sites would be equally
effective for DnaA-ATP and DnaA-ADP. Known examples

include CtrA in C. crescentus (Quon etal, 1998), AdpA in
Streptomyces (Wolanski et al., 2012), MtrA in Mycobacteria
(Rajagopalan et al., 2010), and HP1021 in Helicobacter (Donczew
etal,, 2015). Topologically-sensitive DnaA binding sites identified
in H. pylori oriC are an intriguing regulatory feature that
would also be compatible with active DnaA-ATP or DnaA-ADP
initiator, allowing DnaA to interact at some sites only when
binding at other sites changes the origin’s superhelical density
(Donczew et al., 2014). Anti-cooperativity factors are known
to block DnaA-ATP oligomerization at some stage of orisome
assembly. Versions include YabA (Merrikh and Grossman, 2011;
Scholefield and Murray, 2013), SirA (Rahn-Lee et al., 2011), Soj
(Scholefield et al., 2012), DnaD (Bonilla and Grossman, 2012;
Scholefield and Murray, 2013), and Spo0OA (Boonstra et al., 2013).
While not yet identified, it is possible that factors may exist
to block cooperative interaction between DnaA-ADP molecules
(probably by blocking domain I interactions).

Some bacteria with the ability to assemble orisomes with a
mixture of DnaA-ATP and DnaA-ADP may require cooperative
binding in order to fill some of the DnaA binding sites, even
those that are reported as consensus. For example, in the
Mycobacterium tuberculosis origin, no individual R box can
bind DnaA independently; rather cooperative binding between
at least two recognition sites is required for the occupation
the oriC (Zawilak-Pawlik et al., 2005). (It should be noted
that M. tuberculosis oriC contains no R boxes with the 5'-
TTATCCACA consensus sequence, so it is possible that none
of the sites in oriCM™ have high enough affinity for DnaA to
bind without cooperative interactions.) Formation of a bORC
and progression to complete orisomes in this type of bacteria
would require that DnaA recognition sites be closely spaced to
allow interactions. This arrangement could be compatible with
DnaA-ADP if domain I interactions were sufficient, but not all
bacterial DnaAs can associate using domain I (Zawilak-Pawlik
et al., 2017), and domain III interactions between DnaA-ATP
molecules may be used exclusively. With an expanded view
of DnaA-ADP activity, one can also envision origins in which
DnaA-ATP is needed for the cooperative interactions used for
site filling, but once DnaA-ATP is bound, ATP hydrolysis might
provide a conformational change required for origin activation.
The hydrolysis step could be intrinsic to the DnaA-ATP complex,
or regulated by a factor analogous to the Hda protein in E coli
(Katayama et al., 2017). Such a mechanism would explain why
ATPase activity is required for complete orisome assembly in
M. tuberculosis (Madiraju et al., 2006). In this scenario, DnaA-
ATP would be required for origin recognition, but DnaA-ADP
would perform the mechanical functions triggering initiation.

Under certain extreme conditions, such as the high
temperatures, DnaA-ATP oligomers may be preferentially
used to stabilize the orisome complex. The origins of these
bacteria would have to contain closely spaced recognition sites
to optimize the interaction between adjacent AAA + domains.
Consistent with this idea, R boxes clustered in closely spaced
arrays have been observed in the oriCs of the thermophilic
bacteria Thermus thermophilus (Figure 4; Schaper et al., 2000)
and Aquifex aeolicus (Erzberger et al., 2006). For these bacteria,
DnaA-ATP oligomerization would be required for initiation, and
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it would be unlikely that functional orisomes would assembled
using DnaA-ADP, even if that form could bind to the origin.
While the significance of any given arrangement of
DnaA recognition sites remains speculative, regardless of
the requirements for the ATP or ADP-bound forms, there
is ample evidence that the configuration of every bacterial
replication origin is optimized for its own DnaA, (Zawilak-
Pawlik et al., 2005). For example, the DnaA proteins of
both E. coli and B. subtilis bind with high affinities toward
the same DnaA box sequence in vitro and create similar
multimeric structures when visualized by EM (Krause et al,
1997). However, despite these apparent similarities, neither
E. coli nor B. subtilis DnaA was able to unwind its heterologous
partner origin. Similarly, while both E. coli and M. tuberculosis
DnaAs bind well to S. coelicolor oriC, neither can bend the
origin into the structure formed by the native DnaA protein
(Jakimowicz et al., 2000; Zawilak-Pawlik et al., 2005). Further,
heterologous oriCs replicate autonomously as plasmids or on
the chromosome of another bacterial type only when their
nucleotide sequences are nearly identical (Takeda et al., 1982;
Zyskind et al., 1983; O’Neill and Bender, 1988; Roggenkamp,
2007; Demarre and Chattoraj, 2010). These data, combined with
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the many possible versions of oriC geography and accompanying
regulation, make it difficult to determine whether there are
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different DnaA forms.

AUTHOR CONTRIBUTIONS

All authors listed have made a substantial, direct and intellectual
contribution to the work, and approved it for publication.

FUNDING

The work in our laboratories was supported by a Public
Health Service grant GM54042. Publication of this article was
funded in part by the Open Access Subvention Fund and the
Florida Tech Libraries.

Demarre, G., and Chattoraj, D. K. (2010). DNA adenine methylation is required
to replicate both Vibrio cholerae chromosomes once per cell cycle. PLoS Genet.
6:¢1000939. doi: 10.1371/journal.pgen.1000939

Donczew, R., Makowski, L, Jaworski, P., Bezulska, M. Nowaczyk, M.,
Zakrzewska-Czerwinska, J., et al. (2015). The atypical response regulator

HP1021 controls formation of the Helicobacter pylori replication
initiation complex. Mol. Microbiol. 95, 297-312. doi: 10.1111/mmi.
12866

Donczew, R., Mielke, T., Jaworski, P., Zakrzewska-Czerwinska, J., and

Zawilak-Pawlik, A. (2014). Assembly of Helicobacter pylori initiation
complex is determined by sequence-specific and topology-sensitive DnaA-
oriC interactions. J. Mol. Biol. 426, 2769-2782. doi: 10.1016/j.jmb.2014.
05.018

Donczew, R., Weigel, C., Lurz, R., Zakrzewska-Czerwinska, J., and Zawilak-Pawlik,
A. (2012). Helicobacter pylori oriC-the first bipartite origin of chromosome
replication in Gram-negative bacteria. Nucleic Acids Res. 40, 9647-9660.
doi: 10.1093/nar/gks742

Duderstadt, K. E., and Berger, J. M. (2013). A structural framework for replication
origin opening by AAA+ initiation factors. Curr. Opin. Struct. Biol. 23, 144-153.
doi: 10.1016/j.sb1.2012.11.012

Duderstadt, K. E., Chuang, K., and Berger, J. M. (2011). DNA stretching by
bacterial initiators promotes replication origin opening. Nature 478, 209-213.
doi: 10.1038/nature10455

Duderstadt, K. E., Mott, M. L., Crisona, N. J., Chuang, K., Yang, H., and Berger, ]. M.
(2010). Origin remodeling and opening in bacteria rely on distinct assembly
states of the DnaA initiator. J. Biol. Chem. 285, 28229-28239. doi: 10.1074/jbc.
M110.147975

Dueber, E. L., Corn, J. E., Bell, S. D., and Berger, ]. M. (2007). Replication
origin recognition and deformation by a heterodimeric archaeal Orcl complex.
Science 317, 1210-1213. doi: 10.1126/science.1143690

Duncker, B. P., Chesnokov, I. N., and McConkey, B. J. (2009). The origin
recognition complex protein family. Genome Biol. 10:214. doi: 10.1186/gb-
2009-10-3-214

Erzberger, J. P., Mott, M. L., and Berger, J. M. (2006). Structural basis for ATP-
dependent DnaA assembly and replication-origin remodeling. Nat. Struct. Mol.
Biol. 13, 676-683. doi: 10.1038/nsmb1115

Erzberger, J. P., Pirruccello, M. M., and Berger, J. M. (2002). The structure
of bacterial DnaA: implications for general mechanisms underlying DNA
replication initiation. EMBO J. 21, 4763-4773. doi: 10.1093/emboj/cdf496

Frontiers in Microbiology | www.frontiersin.org

August 2019 | Volume 10 | Article 2009


https://doi.org/10.1007/bf00425729
https://doi.org/10.1007/bf00425729
https://doi.org/10.1128/JB.00958-12
https://doi.org/10.1111/mmi.12141
https://doi.org/10.1093/embo-reports/kvd116
https://doi.org/10.1093/embo-reports/kvd116
https://doi.org/10.1073/pnas.93.22.12206
https://doi.org/10.1073/pnas.93.22.12206
https://doi.org/10.1016/0092-8674(88)90412-6
https://doi.org/10.1128/jb.184.20.5789-5799.2002
https://doi.org/10.1128/jb.184.20.5789-5799.2002
https://doi.org/10.1016/0092-8674(85)90319-8
https://doi.org/10.1016/0092-8674(85)90319-8
https://doi.org/10.1002/j.1460-2075.1995.tb00271.x
https://doi.org/10.1111/j.1365-2958.2011.07840.x
https://doi.org/10.1111/j.1365-2958.2011.07840.x
https://doi.org/10.1016/0022-2836(68)90425-7
https://doi.org/10.1016/0022-2836(68)90425-7
https://doi.org/10.1371/journal.pgen.1000939
https://doi.org/10.1111/mmi.12866
https://doi.org/10.1111/mmi.12866
https://doi.org/10.1016/j.jmb.2014.05.018
https://doi.org/10.1016/j.jmb.2014.05.018
https://doi.org/10.1093/nar/gks742
https://doi.org/10.1016/j.sbi.2012.11.012
https://doi.org/10.1038/nature10455
https://doi.org/10.1074/jbc.M110.147975
https://doi.org/10.1074/jbc.M110.147975
https://doi.org/10.1126/science.1143690
https://doi.org/10.1186/gb-2009-10-3-214
https://doi.org/10.1186/gb-2009-10-3-214
https://doi.org/10.1038/nsmb1115
https://doi.org/10.1093/emboj/cdf496
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Leonard et al.

DnaA-ADP and Orisome Function

Felczak, M. M., and Kaguni, J. M. (2004). The box VII motif of Escherichia coli
DnaA protein is required for DnaA oligomerization at the E. coli replication
origin. J. Biol. Chem. 279, 51156-51162. doi: 10.1074/jbc.M409695200

Flatten, I, and Skarstad, K. (2013). The Fis protein has a stimulating role
in initiation of replication in Escherichia coli in vivo. PLoS One 8:¢83562.
doi: 10.1371/journal.pone.0083562

Fujikawa, N., Kurumizaka, H., Nureki, O., Terada, T., Shirouzu, M., Katayama,
T., et al. (2003). Structural basis of replication origin recognition by the DnaA
protein. Nucleic Acids Res. 31, 2077-2086. doi: 10.1093/nar/gkg309

Gaudier, M., Schuwirth, B. S., Westcott, S. L., and Wigley, D. B. (2007). Structural
basis of DNA replication origin recognition by an ORC protein. Science 317,
1213-1216. doi: 10.1126/science.1143664

Gille, H., Egan, J. B., Roth, A., and Messer, W. (1991). The FIS protein binds and
bends the origin of chromosomal DNA replication, oriC, of Escherichia coli.
Nucleic Acids Res. 19, 4167-4172. doi: 10.1093/nar/19.15.4167

Grimwade, J. E., Rozgaja, T. A., Gupta, R, Dyson, K., Rao, P., and Leonard, A. C.
(2018). Origin recognition is the predominant role for DnaA-ATP in initiation
of chromosome replication. Nucleic Acids Res. 46, 6140-6151. doi: 10.1093/nar/
gky457

Grimwade, J. E., Ryan, V. T., and Leonard, A. C. (2000). IHF redistributes bound
initiator protein, DnaA, on supercoiled oriC of Escherichia coli. Mol. Microbiol.
35, 835-844. doi: 10.1046/j.1365-2958.2000.01755.x

Grimwade, J. E., Torgue, J. J., McGarry, K. C., Rozgaja, T., Enloe, S. T, and Leonard,
A. C. (2007). Mutational analysis reveals Escherichia coli oriC interacts with
both DnaA-ATP and DnaA-ADP during pre-RC assembly. Mol. Microbiol. 66,
428-439. doi: 10.1111/§.1365-2958.2007.05930.x

Hansen, F. G., Christensen, B. B., and Atlung, T. (1991). The initiator titration
model: computer simulation of chromosome and minichromosome control.
Res. Microbiol. 142, 161-167. doi: 10.1016/0923-2508(91)90025-6

Ishida, T., Akimitsu, N., Kashioka, T., Hatano, M., Kubota, T., Ogata, Y., et al.
(2004). DiaA, a novel DnaA-binding protein, ensures the timely initiation
of Escherichia coli chromosome replication. J. Biol. Chem. 279, 45546-45555.
doi: 10.1074/jbc.M402762200

Iyer, L. M., Leipe, D. D., Koonin, E. V., and Aravind, L. (2004). Evolutionary history
and higher order classification of AAA+ ATPases. J. Struct. Biol. 146, 11-31.
doi: 10.1016/j.jsb.2003.10.010

Jakimowicz, D., Majkadagger, J., Konopa, G., Wegrzyn, G., Messer, W., Schrempf,
H., et al. (2000). Architecture of the Streptomyces lividans DnaA protein-
replication origin complexes. J. Mol. Biol. 298, 351-364. doi: 10.1006/jmbi.2000.
3686

Jaworski, P., Donczew, R., Mielke, T., Thiel, M., Oldziej, S., Weigel, C., et al. (2016).
Unique and universal features of Epsilonproteobacterial origins of chromosome
replication and DnaA-DnaA box interactions. Front. Microbiol. 7:1555.
doi: 10.3389/fmicb.2016.01555

Kasho, K., and Katayama, T. (2013). DnaA binding locus datA promotes DnaA-
ATP hydrolysis to enable cell cycle-coordinated replication initiation. Proc.
Natl. Acad. Sci. U.S.A. 110, 936-941. doi: 10.1073/pnas.1212070110

Katayama, T., Kasho, K., and Kawakami, H. (2017). The DnaA cycle in Escherichia
coli: activation, function and inactivation of the initiator protein. Front.
Microbiol. 8:2496. doi: 10.3389/fmicb.2017.02496

Katayama, T., Ozaki, S., Keyamura, K., and Fujimitsu, K. (2010). Regulation of the
replication cycle: conserved and diverse regulatory systems for DnaA and oriC.
Nat. Rev. Microbiol. 8, 163-170. doi: 10.1038/nrmicro2314

Katayama, T., and Sekimizu, K. (1999). Inactivation of Escherichia coli DnaA
protein by DNA polymerase III and negative regulations for initiation of
chromosomal replication. Biochimie 81, 835-840. doi: 10.1016/s0300-9084(00)
87167-9

Kaur, G, Vora, M. P., Czerwonka, C. A., Rozgaja, T. A., Grimwade, J. E., and
Leonard, A. C. (2014). Building the bacterial orisome: high-affinity DnaA
recognition plays a role in setting the conformation of oriC DNA. Mol.
Microbiol. 91, 1148-1163. doi: 10.1111/mmi.12525

Kawakami, H., Keyamura, K., and Katayama, T. (2005). Formation of an ATP-
DnaA-specific initiation complex requires DnaA Arginine 285, a conserved
motif in the AAA+ protein family. J. Biol. Chem. 280, 27420-27430. doi: 10.
1074/jbc.M502764200

Kowalski, D., and Eddy, M. J. (1989). The DNA unwinding element: a novel, cis-
acting component that facilitates opening of the Escherichia coli replication
origin. EMBO J. 8, 4335-4344. doi: 10.1002/j.1460-2075.1989.tb08620.x

Krause, M., Riickert, B., Lurz, R., and Messer, W. (1997). Complexes at the
replication origin of Bacillus subtilis with homologous and heterologous DnaA
protein. J. Mol. Biol. 274, 365-380. doi: 10.1006/jmbi.1997.1404

Kurokawa, K., Mizumura, H., Takaki, T., Ishii, Y., Ichihashi, N., Lee, B. L., et al.
(2009). Rapid exchange of bound ADP on the Staphylococcus aureus replication
initiation protein DnaA. J. Biol. Chem. 284, 34201-34210. doi: 10.1074/jbc.
M109.060681

Kurokawa, K., Nishida, S., Emoto, A., Sekimizu, K., and Katayama, T. (1999).
Replication cycle-coordinated change of the adenine nucleotide-bound forms of
DnaA protein in Escherichia coli. EMBO J. 18, 6642-6652. doi: 10.1093/emboj/
18.23.6642

Leonard, A. C., and Grimwade, J. E. (2015). The orisome: structure and function.
Front. Microbiol. 6:545. doi: 10.3389/fmicb.2015.00545

Leonard, A. C., and Méchali, M. (2013). DNA replication origins. Cold Spring Harb.
Perspect. Biol. 5:a010116. doi: 10.1101/cshperspect.a010116

Luo, H,, and Gao, F. (2019). DoriC 10.0: an updated database of replication origins
in prokaryotic genomes including chromosomes and plasmids. Nucleic Acids
Res. 47, D74-D77. doi: 10.1093/nar/gky1014

Madiraju, M. V., Moomey, M., Neuenschwander, P. F., Muniruzzaman, S.,
Yamamoto, K., Grimwade, J. E., et al. (2006). The intrinsic ATPase activity of
Mycobacterium tuberculosis DnaA promotes rapid oligomerization of DnaA on
oriC. Mol. Microbiol. 59, 1876-1890. doi: 10.1111/j.1365-2958.2006.05068.x

Mallik, P., Paul, B. J., Rutherford, S. T., Gourse, R. L., and Osuna, R. (2006). DksA
is required for growth phase-dependent regulation, growth rate-dependent
control, and stringent control of fis expression in Escherichia coli. J. Bacteriol.
188, 5775-5782. doi: 10.1128/]B.00276-06

McGarry, K. C,, Ryan, V. T., Grimwade, J. E., and Leonard, A. C. (2004).
Two discriminatory binding sites in the Escherichia coli replication origin are
required for DNA strand opening by initiator DnaA-ATP. Proc. Natl. Acad. Sci.
U.S.A. 101, 2811-2816. doi: 10.1073/pnas.0400340101

Merrikh, H., and Grossman, A. D. (2011). Control of the replication initiator DnaA
by an anti-cooperativity factor. Mol. Microbiol. 82, 434-446. doi: 10.1111/j.
1365-2958.2011.07821.x

Messer, W., Blaesing, F., Majka, J., Nardmann, J., Schaper, S., Schmidt, A.,
et al. (1999). Functional domains of DnaA proteins. Biochimie 81, 819-825.
doi: 10.1016/s0300-9084(00)87165-5

Miller, D. T., Grimwade, J. E., Betteridge, T., Rozgaja, T., Torgue, J. J., and
Leonard, A. C. (2009). Bacterial origin recognition complexes direct assembly
of higher-order DnaA oligomeric structures. Proc. Natl. Acad. Sci. U.S.A. 106,
18479-18484. doi: 10.1073/pnas.0909472106

Moriya, S., Fukuoka, T., Ogasawara, N., and Yoshikawa, H. (1988). Regulation of
initiation of the chromosomal replication by DnaA-boxes in the origin region of
the Bacillus subtilis chromosome. EMBO J. 7, 2911-2917. doi: 10.1002/j.1460-
2075.1988.tb03149.x

Nielsen O., and Lebner-Olesen, A. (2008). Once in a lifetime: strategies for
preventing re-replication in prokaryotic and eukaryotic cells. EMBO Rep. 9,
151-156. doi: 10.1038/sj.embor.2008.2

Nievera, C., Torgue, J. J., Grimwade, J. E., and Leonard, A. C. (2006). SeqA blocking
of DnaA-oriC interactions ensures staged assembly of the E. coli pre-RC. Mol.
Cell 24, 581-592. doi: 10.1016/j.molcel.2006.09.016

Nilsson, L., Verbeek, H., Vijgenboom, E., van Drunen, C., Vanet, A., and Bosch,
L. (1992). FIS-dependent trans activation of stable RNA operons of Escherichia
coli under various growth conditions. J. Bacteriol. 174, 921-929. doi: 10.1128/
jb.174.3.921-929.1992

Nishida, S., Fujimitsu, K., Sekimizu, K., Ohmura, T., Ueda, T., and Katayama,
T. (2002). A nucleotide switch in the Escherichia coli DnaA protein initiates
chromosomal replication: evidnece from a mutant DnaA protein defective in
regulatory ATP hydrolysis in vitro and in vivo. J. Biol. Chem. 277, 14986-14995.
doi: 10.1074/jbc.M108303200

Noguchi, Y., Sakiyama, Y., Kawakami, H., and Katayama, T. (2015). The arg fingers
of key DnaA protomers are oriented inward within the replication origin oriC
and stimulate DnaA subcomplexes in the initiation complex. J. Biol. Chem. 290,
20295-20312. doi: 10.1074/jbc.M115.662601

Nozaki, S., and Ogawa, T. (2008). Determination of the minimum domain II size
of Escherichia coli DnaA protein essential for cell viability. Microbiology 154,
3379-3384. doi: 10.1099/mic.0.2008/019745-0

Ogawa, T., Yamada, Y., Kuroda, T., Kishi, T., and Moriya, S. (2002). The datA locus
predominantly contributes to the initiator titration mechanism in the control

Frontiers in Microbiology | www.frontiersin.org

August 2019 | Volume 10 | Article 2009


https://doi.org/10.1074/jbc.M409695200
https://doi.org/10.1371/journal.pone.0083562
https://doi.org/10.1093/nar/gkg309
https://doi.org/10.1126/science.1143664
https://doi.org/10.1093/nar/19.15.4167
https://doi.org/10.1093/nar/gky457
https://doi.org/10.1093/nar/gky457
https://doi.org/10.1046/j.1365-2958.2000.01755.x
https://doi.org/10.1111/j.1365-2958.2007.05930.x
https://doi.org/10.1016/0923-2508(91)90025-6
https://doi.org/10.1074/jbc.M402762200
https://doi.org/10.1016/j.jsb.2003.10.010
https://doi.org/10.1006/jmbi.2000.3686
https://doi.org/10.1006/jmbi.2000.3686
https://doi.org/10.3389/fmicb.2016.01555
https://doi.org/10.1073/pnas.1212070110
https://doi.org/10.3389/fmicb.2017.02496
https://doi.org/10.1038/nrmicro2314
https://doi.org/10.1016/s0300-9084(00)87167-9
https://doi.org/10.1016/s0300-9084(00)87167-9
https://doi.org/10.1111/mmi.12525
https://doi.org/10.1074/jbc.M502764200
https://doi.org/10.1074/jbc.M502764200
https://doi.org/10.1002/j.1460-2075.1989.tb08620.x
https://doi.org/10.1006/jmbi.1997.1404
https://doi.org/10.1074/jbc.M109.060681
https://doi.org/10.1074/jbc.M109.060681
https://doi.org/10.1093/emboj/18.23.6642
https://doi.org/10.1093/emboj/18.23.6642
https://doi.org/10.3389/fmicb.2015.00545
https://doi.org/10.1101/cshperspect.a010116
https://doi.org/10.1093/nar/gky1014
https://doi.org/10.1111/j.1365-2958.2006.05068.x
https://doi.org/10.1128/JB.00276-06
https://doi.org/10.1073/pnas.0400340101
https://doi.org/10.1111/j.1365-2958.2011.07821.x
https://doi.org/10.1111/j.1365-2958.2011.07821.x
https://doi.org/10.1016/s0300-9084(00)87165-5
https://doi.org/10.1073/pnas.0909472106
https://doi.org/10.1002/j.1460-2075.1988.tb03149.x
https://doi.org/10.1002/j.1460-2075.1988.tb03149.x
https://doi.org/10.1038/sj.embor.2008.2
https://doi.org/10.1016/j.molcel.2006.09.016
https://doi.org/10.1128/jb.174.3.921-929.1992
https://doi.org/10.1128/jb.174.3.921-929.1992
https://doi.org/10.1074/jbc.M108303200
https://doi.org/10.1074/jbc.M115.662601
https://doi.org/10.1099/mic.0.2008/019745-0
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Leonard et al.

DnaA-ADP and Orisome Function

of replication initiation in Escherichia coli. Mol. Microbiol. 44, 1367-1375.
doi: 10.1046/j.1365-2958.2002.02969.x

Ogura, Y., Imai, Y., Ogasawara, N., and Moriya, S. (2001). Autoregulation of the
dnaA-dnaN operon and effects of DnaA protein levels on replication initiation
in Bacillus subtilis. ]. Bacteriol. 183, 3833-3841. doi: 10.1128/JB.183.13.3833-
3841.2001

O’Neill, E. A., and Bender, R. A. (1988). Klebsiella pneumoniae origin of replication
(oriC) is not active in Caulobacter crescentus, Pseudomonas putida, and
Rhodobacter sphaeroides. ]. Bacteriol. 170, 3774-3777. doi: 10.1128/jb.170.8.
3774-3777.1988

Ozaki, S., and Katayama, T. (2012). Highly organized DnaA-oriC complexes
recruit the single-stranded DNA for replication initiation. Nucleic Acids Res.
40, 1648-1665. doi: 10.1093/nar/gkr832

Ozaki, S., Kawakami, H., Nakamura, K., Fujikawa, N., Kagawa, W, Park, S. Y.,
et al. (2008). A common mechanism for the ATP-DnaA-dependent formation
of open complexes at the replication origin. J. Biol. Chem. 283, 8351-8362.
doi: 10.1074/jbc.M708684200

Ozaki, S., Noguchi, Y., Hayashi, Y., Miyazaki, E., and Katayama, T. (2012).
Differentiation of the DnaA-oriC subcomplex for DNA unwinding in a
replication initiation complex. J. Biol. Chem. 287, 37458-37471. doi: 10.1074/
jbe.M112.372052

Quon, K. C, Yang, B., Domian, L J., Shapiro, L., and Marczynski, G. T. (1998).
Negative control of bacterial DNA replication by a cell cycle regulatory protein
that binds at the chromosome origin. Proc. Natl. Acad. Sci. U.S.A. 95, 120-125.
doi: 10.1073/pnas.95.1.120

Rahn-Lee, L., Merrikh, H., Grossman, A. D., and Losick, R. (2011). The sporulation
protein SirA inhibits the binding of DnaA to the origin of replication by
contacting a patch of clustered amino acids. J. Bacteriol. 193, 1302-1307.
doi: 10.1128/JB.01390- 10

Rajagopalan, M., Dziedzic, R., Al Zayer, M., Stankowska, D., Ouimet, M. C,,
Bastedo, D. P., et al. (2010). Mycobacterium tuberculosis origin of replication
and the promoter for immunodominant secreted antigen 85B are the targets
of MtrA, the essential response regulator. J. Biol. Chem. 285, 15816-15827.
doi: 10.1074/jbc.M109.040097

Rao, P., Rozgaja, T. A., Alqahtani, A., Grimwade, J. E., and Leonard, A. C.
(2018). Low affinity DnaA-ATP recognition sites in E. coli oriC make non-
equivalent and growth rate-dependent contributions to the regulated timing
of chromosome replication. Front. Microbiol. 9:1673. doi: 10.3389/fmicb.2018.
01673

Richardson, T. T., Harran, O., and Murray, H. (2016). The bacterial DnaA-trio
replication origin element specifies single-stranded DNA initiator binding.
Nature 534, 412-416. doi: 10.1038/nature17962

Richardson, T. T, Stevens, D., Pelliciari, S., Harran, O., Sperlea, T., and Murray, H.
(2019). Identification of a basal system for unwinding a bacterial chromosome
origin. EMBO J. 38:e101649. doi: 10.15252/embj.2019101649

Roggenkamp, A. (2007). Phylogenetic analysis of enteric species of the family
Enterobacteriaceae using the oriC-locus. Syst. Appl. Microbiol. 30, 180-188.
doi: 10.1016/j.syapm.2006.06.004

Roth, A., Urmoneit, B., and Messer, W. (1994). Functions of histone-like proteins
in the initiation of DNA replication at oriC of Escherichia coli. Biochimie 76,
917-923. doi: 10.1016/0300-9084(94)90016-7

Rozgaja, T. A., Grimwade, J. E., Igbal, M., Czerwonka, C., Vora, M., and Leonard,
A. C. (2011). Two oppositely oriented arrays of low-affinity recognition sites
in oriC guide progressive binding of DnaA during Escherichia coli pre-RC
assembly. Mol. Microbiol. 82, 475-488. doi: 10.1111/j.1365-2958.2011.07827.x

Ryan, V. T., Grimwade, J. E., Camara, J. E., Crooke, E., and Leonard, A. C. (2004).
Escherichia coli prereplication complex assembly is regulated by dynamic
interplay among Fis, IHF and DnaA. Mol. Microbiol. 51, 1347-1359. doi: 10.
1046/j.1365-2958.2003.03906.x

Sakiyama, Y., Kasho, K., Noguchi, Y., Kawakami, H. and Katayama, T.
(2017). Regulatory dynamics in the ternary DnaA complex for initiation of
chromosomal replication in Escherichia coli. Nucleic Acids Res. 45, 12354-
12373. doi: 10.1093/nar/gkx914

Saxena, R., Fingland, N., Patil, D., Sharma, A. K, and Crooke, E. (2013).
Crosstalk between DnaA protein, the initiator of Escherichia coli chromosomal
replication, and acidic phospholipids present in bacterial membranes. Int. J.
Mol. Sci. 14, 8517-8537. doi: 10.3390/ijms14048517

Saxena, R., Vasudevan, S., Patil, D., Ashoura, N., Grimwade, J. E., and Crooke,
E. (2015). Nucleotide-induced conformational changes in Escherichia coli
DnaA protein are required for bacterial ORC to Pre-RC conversion at
the chromosomal origin. Int. J. Mol. Sci. 16, 27897-27911. doi: 10.3390/
ijms161126064

Schaper, S., and Messer, W. (1995). Interaction of the initiator protein DnaA
of Escherichia coli with its DNA target. . Biol. Chem. 270, 17622-17626.
doi: 10.1074/jbc.270.29.17622

Schaper, S., Nardmann, J., Liider, G., Lurz, R., Speck, C., and Messer, W.
(2000). Identification of the chromosomal replication origin from Thermus
thermophilus and its interaction with the replication initiator DnaA. J. Mol. Biol.
299, 655-665. doi: 10.1006/jmbi.2000.3764

Scholefield, G., Errington, J., and Murray, H. (2012). Soj/ParA stalls DNA
replication by inhibiting helix formation of the initiator protein DnaA. EMBO
J. 31, 1542-1555. doi: 10.1038/emboj.2012.6

Scholefield, G., and Murray, H. (2013). YabA and DnaD inhibit helix assembly
of the DNA replication initiation protein DnaA. Mol. Microbiol. 90, 147-159.
doi: 10.1111/mmi.12353

Sekimizu, K., Bramhill, D., and Kornberg, A. (1987). ATP activates dnaA protein in
initiating replication of plasmids bearing the origin of the E. coli chromosome.
Cell 50, 259-265. doi: 10.1016/0092-8674(87)90221-2

Simmons, L. A., Felczak, M., and Kaguni, J. M. (2003). DnaA Protein of Escherichia
coli: oligomerization at the E. coli chromosomal origin is required for initiation
and involves specific N-terminal amino acids. Mol. Microbiol. 49, 849-858.
doi: 10.1046/j.1365-2958.2003.03603.x

Skarstad, K., Boye, E., and Steen, H. B. (1986). Timing of initiation of chromosome
replication in individual Escherichia coli cells. EMBO J]. 5, 1711-1717.
doi: 10.1002/j.1460-2075.1986.tb04415.x

Skarstad, K., and Katayama, T. (2013). Regulating DNA replication in bacteria.
Cold Spring Harb. Perspect. Biol. 5:a012922. doi: 10.1101/cshperspect.a012922

Speck, C., and Messer, W. (2001). Mechanism of origin unwinding: sequential
binding of DnaA to double- and single-stranded DNA. EMBO J. 20, 1469-1476.
doi: 10.1093/emboj/20.6.1469

Stepankiw, N., Kaidow, A., Boye, E., and Bates, D. (2009). The right half of the
Escherichia coli replication origin is not essential for viability, but facilitates
multi-forked replication. Mol. Microbiol. 74, 467-479. doi: 10.1111/j.1365-2958.
2009.06877.x

Sun, J., Kawakami, H., Zech, J., Speck, C., Stillman, B., and Li, H. (2012). Cdc6-
induced conformational changes in ORC bound to origin DNA revealed by
cryo-electron microscopy. Structure 20, 534-544. doi: 10.1016/j.str.2012.01.011

Takeda, Y., Harding, N. E., Smith, D. W.,, and Zyskind, J. W. (1982). The
chromosomal origin of replication (oriC) of Erwinia carotovora. Nucleic Acids
Res. 10, 2639-2650. doi: 10.1093/nar/10.8.2639

Taylor, J. A., Ouimet, M. C., Wargachuk, R., and Marczynski, G. T. (2011). The
Caulobacter crescentus chromosome replication origin evolved two classes of
weak DnaA binding sites. Mol. Microbiol. 82, 312-326. doi: 10.1111/j.1365-
2958.2011.07785.x

Wargachuk, R., and Marczynski, G. T. (2015). The Caulobacter crescentus homolog
of DnaA (HdaA) also regulates the proteolysis of the replication initiator
protein DnaA. J. Bacteriol. 197, 3521-3532. doi: 10.1128/JB.00460-15

Wolanski, M., Donczew, R., Zawilak-Pawlik, A., and Zakrzewska-Czerwiniska, J.
(2014). oriC-encoded instructions for the initiation of bacterial chromosome
replication. Front. Microbiol. 5:735. doi: 10.3389/fmicb.2014.00735

Wolanski, M., Jakimowicz, D., and Zakrzewska-Czerwinska, J. (2012). AdpA, key
regulator for morphological differentiation regulates bacterial chromosome
replication. Open Biol. 2:120097. doi: 10.1098/rsob.120097

Yung, B. Y., Crooke, E., and Kornberg, A. (1990). Fate of the DnaA initiator protein
in replication at the origin of the Escherichia coli chromosome in vitro. J. Biol.
Chem. 265, 1282-1285.

Yung, B. Y., and Kornberg, A. (1989). The dnaA initiator protein binds separate
domains in the replication origin of Escherichia coli. ]. Biol. Chem. 264, 6146
6150.

Zakrzewska-Czerwinska, J., Jakimowicz, D., Zawilak-Pawlik, A., and Messer, W.
(2007). Regulation of the initiation of chromosomal replication in bacteria.
FEMS Microbiol. Rev. 31, 378-387. doi: 10.1111/j.1574-6976.2007.00070.x

Zawilak-Pawlik, A., Kois, A., Majka, J., Jakimowicz, D., Smulczyk-Krawczyszyn,
A., Messer, W., et al. (2005). Architecture of bacterial replication initiation

Frontiers in Microbiology | www.frontiersin.org

August 2019 | Volume 10 | Article 2009


https://doi.org/10.1046/j.1365-2958.2002.02969.x
https://doi.org/10.1128/JB.183.13.3833-3841.2001
https://doi.org/10.1128/JB.183.13.3833-3841.2001
https://doi.org/10.1128/jb.170.8.3774-3777.1988
https://doi.org/10.1128/jb.170.8.3774-3777.1988
https://doi.org/10.1093/nar/gkr832
https://doi.org/10.1074/jbc.M708684200
https://doi.org/10.1074/jbc.M112.372052
https://doi.org/10.1074/jbc.M112.372052
https://doi.org/10.1073/pnas.95.1.120
https://doi.org/10.1128/JB.01390-10
https://doi.org/10.1074/jbc.M109.040097
https://doi.org/10.3389/fmicb.2018.01673
https://doi.org/10.3389/fmicb.2018.01673
https://doi.org/10.1038/nature17962
https://doi.org/10.15252/embj.2019101649
https://doi.org/10.1016/j.syapm.2006.06.004
https://doi.org/10.1016/0300-9084(94)90016-7
https://doi.org/10.1111/j.1365-2958.2011.07827.x
https://doi.org/10.1046/j.1365-2958.2003.03906.x
https://doi.org/10.1046/j.1365-2958.2003.03906.x
https://doi.org/10.1093/nar/gkx914
https://doi.org/10.3390/ijms14048517
https://doi.org/10.3390/ijms161126064
https://doi.org/10.3390/ijms161126064
https://doi.org/10.1074/jbc.270.29.17622
https://doi.org/10.1006/jmbi.2000.3764
https://doi.org/10.1038/emboj.2012.6
https://doi.org/10.1111/mmi.12353
https://doi.org/10.1016/0092-8674(87)90221-2
https://doi.org/10.1046/j.1365-2958.2003.03603.x
https://doi.org/10.1002/j.1460-2075.1986.tb04415.x
https://doi.org/10.1101/cshperspect.a012922
https://doi.org/10.1093/emboj/20.6.1469
https://doi.org/10.1111/j.1365-2958.2009.06877.x
https://doi.org/10.1111/j.1365-2958.2009.06877.x
https://doi.org/10.1016/j.str.2012.01.011
https://doi.org/10.1093/nar/10.8.2639
https://doi.org/10.1111/j.1365-2958.2011.07785.x
https://doi.org/10.1111/j.1365-2958.2011.07785.x
https://doi.org/10.1128/JB.00460-15
https://doi.org/10.3389/fmicb.2014.00735
https://doi.org/10.1098/rsob.120097
https://doi.org/10.1111/j.1574-6976.2007.00070.x
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Leonard et al.

DnaA-ADP and Orisome Function

complexes: orisomes from four unrelated bacteria. Biochem. J. 389, 471-481.
doi: 10.1042/BJ20050143

Zawilak-Pawlik, A., Nowaczyk, M., and Zakrzewska-Czerwinska, J. (2017). The
role of the N-Terminal domains of bacterial initiator DnaA in the assembly
and regulation of the bacterial replication initiation complex. Genes 8:136.
doi: 10.3390/genes8050136

Zorman, S., Seitz, H., Sclavi, B., and Strick, T. R. (2012). Topological
characterization of the DnaA-oriC complex using single-molecule
nanomanipuation. Nucleic Acids Res. 40, 7375-7383. doi: 10.1093/nar/
gks371

Zyskind, J. W., Cleary, J. M., Brusilow, W. S, Harding, N. E., and
Smith, D. W. (1983). Chromosomal replication origin from the marine
bacterium Vibrio harveyi functions in Escherichia coli: oriC consensus

sequence. Proc. Natl. Acad. Sci. U.S.A. 80, 1164-1168. doi: 10.1073/pnas.80.
5.1164

Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.

Copyright © 2019 Leonard, Rao, Kadam and Grimwade. This is an open-access
article distributed under the terms of the Creative Commons Attribution License
(CC BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.

Frontiers in Microbiology | www.frontiersin.org

12

August 2019 | Volume 10 | Article 2009


https://doi.org/10.1042/BJ20050143
https://doi.org/10.3390/genes8050136
https://doi.org/10.1093/nar/gks371
https://doi.org/10.1093/nar/gks371
https://doi.org/10.1073/pnas.80.5.1164
https://doi.org/10.1073/pnas.80.5.1164
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

	Changing Perspectives on the Role of DnaA-ATP in Orisome Function and Timing Regulation
	Introduction
	Origin Recognition by Dnaa
	Ordered Orisome Assembly
	A Predominant Role for E. coli Dnaa-Atp Is in Origin Recognition and Regulation of Initiation Timing
	Thoughts About the Requirement for Dnaa-Atp in Assembling Orisiomes on Diverse Replication Origin Templates
	Author Contributions
	Funding
	References


