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Preface to “DNA Replication Controls”

The conditions for DNA replication are not ideal owing to endogenous and exogenous replication
stresses that lead to arrest of the replication fork. Arrested forks are among the most serious threats to
genomic integrity because they can break or rearrange, leading to genomic instability which is a hallmark
of cancers and aging-related disorders. Thus, it is important to understand the cellular programs that
preserve genomic integrity during DNA replication. Indeed, the most common cancer therapies use
agents that block DNA replication, or cause DNA damage, during replication. Therefore, without a
precise understanding of the DNA replication program, development of anticancer therapeutics is limited.

This volume, DNA Replication Controls, consists of a series of new reviews and original research
articles, and provides a comprehensive guide to theoretical advancements in the field of DNA replication
research in both prokaryotic and eukaryotic systems. The topics include DNA polymerases and
helicases; replication initiation; replication timing; replication-associated DNA repair; and replication
of difficult-to-replicate genomic regions, including telomeres, centromeres and highly-transcribed
regions. We will also provide recent advancements in studies of cellular processes that are coordinated
with DNA replication and how defects in the DNA replication program can result in genetic disorders,
including cancer. We believe that this volume will be an important resource for a wide variety of
audiences, including junior graduate students and established investigators who are interested in DNA
replication and genome maintenance mechanisms.

Eishi Noguchi
Special Issue Editor
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Abstract: Successful cell proliferation requires efficient and precise genome duplication followed by
accurate chromosome segregation. The Cdc10-dependent transcript 1 protein (Cdt1) is required for
the first step in DNA replication, and in human cells Cdt1 is also required during mitosis. Tight cell
cycle controls over Cdtl abundance and activity are critical to normal development and genome
stability. We review here recent advances in elucidating Cdtl molecular functions in both origin
licensing and kinetochore—microtubule attachment, and we describe the current understanding of
human Cdt1 regulation.

Keywords: cell cycle; DNA replication; genome instability; pre-RC; re-replication; ubiquitylation;
cyclin-dependent kinase; geminin; Origin Recognition Complex (ORC); Minichromosome
Maintenance (MCM)

1. Introduction

Origin licensing, the loading of replicative DNA helicases onto origin DNA, is the first committed
step of DNA replication and is essential for cell proliferation. Numerous control mechanisms in
eukaryotic cells regulate both origin licensing and subsequent replication initiation to ensure complete
and precise genome duplication [1-6]. Perturbations to origin licensing and replication initiation
can result in cell death or in genome instability leading to oncogenesis [1,7,8]. For these reasons,
origin licensing control is intimately coordinated with mechanisms that govern cell cycle progression.
In this review, we focus specifically on current understanding of the regulation and function of the
Cdtl protein (Cdcl0-dependent transcript 1). Unlike other essential licensing proteins, Cdt1 lacks
enzymatic activity and shares little resemblance to any other protein of known molecular function, yet
it is essential for origin licensing in all eukaryotes tested. In mammalian cells, small changes in Cdt1
control can lead to catastrophic consequences for genome stability, suggesting that Cdtl regulation
is unusually important. Moreover, the recent finding that Cdt1 has a second essential role in the cell
cycle during mitosis underscores the importance of fully understanding its function [9]. These features
make Cdt1 unique among the core licensing factors and warrant a thorough up-to-date synthesis of the
current knowledge about Cdt1 function, structure, regulation, and how its dysregulation contributes
to disease. In this review, we focus on understanding mammalian Cdt1, and we are informed by key
mechanistic insights gleaned from model experimental systems including Saccharomyces cerevisiae,
Schizosaccharomyces pombe, Xenopus laevis, Drosophila melanogaster, and cultured mammalian cells.

Genes 2017, 8,2 1 www.mdpi.com/journal/genes
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2. Cdt1 Function

Mammalian cells replicate billions of DNA base pairs with high fidelity and then accurately
segregate duplicated genomes to daughter cells each cell cycle. These incredible feats are under strict
regulation and are tightly linked to cell cycle progression. Cdtl is required for both DNA replication and
chromosome segregation, and although these functions are not yet fully elucidated, recent advances
inspire increasingly detailed models of Cdt1’s role.

2.1. Origin Licensing

The first step in eukaryotic DNA replication occurs in G1 and is the sequential loading of
replication factors at numerous sites in the genome, known as origins of replication. Origins are
sites where DNA replication initiates during S phase. A typical eukaryotic cell contains between
400 (yeasts) and as many as >350,000 (human) potential origins [10-12]. Broad distribution of origins on
chromosomes ensures complete genome duplication within the time allotted for S phase. Replication
factor loading at origins, known as origin licensing, was first described nearly three decades ago
using X. laevis egg extracts to determine what factors can induce unscheduled DNA re-replication
in vitro [13]. The study concluded that DNA replication requires the recruitment of a “Licensing
Factor” to DNA during mitosis, thereby setting the stage for DNA synthesis in the subsequent S phase.
Furthermore, DNA that was replicated cannot replicate again until the following cell cycle because
of the inability of the factor(s) to access chromatin. These results provided the first model for the
control of DNA replication where a Licensing Factor binds DNA, is required for the initiation of DNA
replication, and becomes deactivated until the following mitosis [13]. Since then, numerous studies
have provided experimental support for the now-established “replication licensing system” to control
precise genome duplication once-and-only-once per cell cycle [2,14]. The core licensing factors have
since been identified, and they assemble into a chromatin-bound macromolecular complex, known
as the pre-replication complex (pre-RC). Pre-RC assembly is a highly cell cycle-regulated process
governed in part by the cyclical fluctuation of cyclins and the activity of the Cyclin-Dependent Kinases
(CDKs) they activate.

The assembly of pre-RCs occurs during a period of low CDK activity in late mitosis and G1
phase. Biochemical and genetic studies in yeast, Xenopus, and mammalian cells identified the minimal
licensing factors essential for pre-RC assembly [15-19]. These factors are Origin Recognition Complex
(ORCQ), Cell Division Cycle 6 (Cdc6), Minichromosome Maintenance (MCM), and Cdtl. Eukaryotic
ORC is a heterohexamer composed of six distinct subunits, Orcl through Orc6. ORC is the only
licensing component that directly binds origin DNA, and it is required for the nucleation of the
pre-RC. Cdc6 is a monomeric protein that is recruited to DNA by protein—protein interactions with
ORC [16,20,21]. Cdc6 and the Orc1-Orc5 subunits are members of the AAA+ family of ATPases which
are prevalent in many DNA metabolic processes [22-24]. The MCM complex is the core component of
the replicative DNA helicase, and its successful loading onto origin DNA is synonymous with origin
licensing. Like ORC, MCM is a heterohexamer composed of six distinct subunits, Mcm2 through
Mcm?7, which are also AAA+ proteins. In this review, we will specifically discuss Cdt1 regulation and
function; for in-depth reviews of ORC, Cdc6, and MCM, the reader is referred to excellent contributions
by others in the field [14,23-25].

Our understanding of the molecular events in origin licensing (illustrated in Figure 1) comes
primarily from pioneering work using both X. laevis egg extracts and purified budding yeast licensing
proteins [2,5]. Importantly, the strong conservation of origin licensing proteins throughout eukaryotic
evolution, combined with many corroborating studies in mammalian cells, gives confidence that
licensing functions elucidated in model systems are applicable to human cells; though aspects of their
regulation vary by species. Pre-RC assembly begins with ORC loading onto presumptive origin DNA.
Interestingly, ORC DNA binding—particularly in metazoan genomes—is largely independent of DNA
sequence, but is highly influenced by local chromatin characteristics [26-28]. ORC recruits the Cdc6
protein to chromatin to await the arrival of Cdtl bound to the MCM complex to form a pre-RC [2,5].
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In a process not yet fully understood [29,30], the concerted action of ORC, Cdc6 and Cdt1 results in
topological loading of an MCM heterohexamer onto DNA with double-stranded DNA passing through
the MCM central channel [18,19]. Cdc6 and then Cdt1 are released, followed by a second round of Cdc6
and Cdt1-MCM recruitment [31]. The second MCM complex is loaded such that the MCM N-termini
face one another to create double hexameric rings. This arrangement sets each MCM complex in the
correct orientation to establish bidirectional forks upon origin firing [32,33]. Only the correct loading
of MCM double hexamers renders a locus competent for subsequent replication initiation, or “firing”,
during S phase. MCM loaded in G1 is not active as a helicase, and origin DNA is thought to remain
double-stranded until origin firing. Origin firing requires phosphorylation events from CDKs and a
replication-specific kinase, Dbf4-dependent kinase (DDK). These kinases promote the recruitment of
additional essential helicase components, Cdc45 and GINS, to activate DNA unwinding [34-36].
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Figure 1. Origin Licensing. Minichromosome Maintenance (MCM) hexamers are loaded by Cdt1, Cdc6,
and Origin Recognition Complex (ORC) at presumptive chromosomal origins during G1 phase.
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Origin licensing can begin as early as telophase, as soon as nuclear envelopes have formed around
the segregated mitotic chromosomes, though it is not clear if licensing begins this early in all species
or cell types [37-39]. Licensing continues throughout G1 and ceases at the G1/S phase transition.
Somewhat surprisingly, eukaryotic cells load many more MCM double hexamers than the number
of DNA-bound ORCs [40]. At least 10-fold more origins can be licensed than are strictly required for
complete replication under normal circumstances, though the degree of origin licensing likely varies
among cells, tissues, and species [41-43]. In vitro, loaded MCM double hexamers can slide along DNA
away from ORC, leaving space near ORC for another round of MCM loading [18,19], and recent results
suggest that MCMSs may also slide in vivo [42,44]. In a typical S phase, some MCM complexes that
had been loaded in G1 are activated as part of the regular replication program, whereas others initiate
replication in response to nearby stalled or damaged replication forks to ensure replication completion.
Origins that are only utilized under the latter conditions of replication stress are termed “dormant”
origins, and they safeguard the genome against under-replication. [45-47].

Notably, Cdtl is essential for MCM loading in all eukaryotes in which it has been tested, but its
precise molecular function in origin licensing is not fully clear [48-50]. Cdtl interacts directly
with the MCM complex in solution and with both ORC and Cdc6 [51-55]. In the absence of Cdt1,
MCM complexes are never recruited to DNA [48,56,57]. In that regard, one likely role for Cdtl in
licensing is as a molecular bridge or “courier” to deliver soluble MCM complexes to DNA-bound
ORC/Cdcé6. In support of that model, recent single molecule studies using purified yeast licensing
proteins discovered that Cdtl is rapidly released upon successful loading of each MCM complex [31].
By following individual labeled proteins, Ticau et al. showed Cdt1 and Cdcé6 release between the two
rounds of MCM loading. This rapid shuttling between the bound and soluble states for both Cdtl
and Cdc6 suggests that each molecule could participate in many origin licensing events. Perhaps for
this reason, the levels of both Cdc6 and Cdtl are highly regulated during the cell cycle to prevent
inappropriate origin licensing.

The MCM complex is a hexameric ring even in solution before it is loaded [18,36,58]. MCM
loading is therefore not a process of assembling the heterohexamers on DNA from their component
subunits, but rather, loading pre-assembled hexamers onto DNA. DNA passes through a side “gate”
between the Mcm?2 and Mcmb5 subunits, and much speculation currently swirls around the mechanism
and dynamics of MCM gate opening and closing [59,60]. Moreover, the MCM double hexamer central
channels contain double-stranded DNA in G1 but the active MCM helicase at replication forks encircles
single-stranded DNA and displaces the second strand [35,61,62]. At least in vitro, yeast Cdt1 is not
released from the complex until MCM is successfully loaded [31]. Its persistence during the actual
loading reaction suggests that Cdt1 does more than simply hand MCM off to ORC and Cdc6. Cdt1
may be required to maintain MCM in the proper orientation or conformation for successful DNA
loading. If so, then how Cdtl—or ORC and Cdc6 for that matter—load the two MCM complexes in
opposite orientations remains to be discovered [14,30].

2.2. De-Regulated Origin Licensing

The requirement that normal DNA replication produce exactly one copy of each chromosome puts
important constraints on origin utilization. Specifically, each origin that fires, must fire no more than
once per cell cycle. Origin re-firing results from re-licensing DNA that has already been duplicated.
A second round of initiation from the re-licensed origins leads to duplicating sequences more than
once, a phenomenon known as re-replication. Interestingly, re-replication is induced in the final cell
cycles of some tissues to increase DNA copy number, most notably in D. melanogaster, but such cells are
not normally destined to divide again. Re-replication is distinct from scheduled genome re-duplication
which results from skipping cytokinesis; re-duplication typically produces quantile increases in ploidy
whereas developmentally programmed re-replication targets only some loci [63-65]. In contrast to
developmentally programmed re-replication, unscheduled re-replication is an aberrant phenomenon
associated with genome instability [3,6]. Indeed, re-replication can be the initiating event for gene



Genes 2017, 8,2

amplification [66], a frequent observation in cancer cells. Partial re-replication can be experimentally
induced by deregulating MCM loading factors, and in human cells, re-replicated sequences are
detectable essentially randomly throughout the genome [67]. Re-replication is typically associated
with markers of replication stress and evidence of DNA damage response pathway activation [68-71].

To avoid re-replication, all origin licensing activity ends once S phase begins. There is no known
means to directly reverse inappropriate origin licensing, so a network of overlapping inhibitory
mechanisms is needed to prevent all origin licensing outside of G1 phase. These licensing controls
target each member of the pre-RC from the onset of S phase through mitosis. Mammalian Cdt1
is inhibited by at least four distinct pathways, suggesting that it is among the most important to
inhibit; we discuss each of these mechanisms in more detail in Section 4. Many licensing factors are
inactivated by phosphorylation via the same CDK activity that triggers origin firing (in human cells
primarily cyclin A/Cdk2). Interestingly, the outcomes of these phosphorylations may vary depending
on the licensing factor being targeted and in which organism, though the end result is always to
inhibit origin relicensing. For example, in S. cerevisine, Cdc6 phosphorylation by CDK targets it for
ubiquitin-mediated proteolysis, whereas phosphorylation of human and Xenopus Cdc6 induces nuclear
export [20,72-74]. On the other hand, in S. cerevisine, MCM and Cdt1 are subjected to CDK-mediated
nuclear export [56,75]. In S. cerevisine, ORC subunits are inhibited by CDK-dependent phosphorylation
by disrupting their ATPase activity [76] and blocking interaction with Cdt1 [77], whereas in human
and Xenopus, CDK-dependent ORC phosphorylation induces release from origins and/or degradation
of the Orcl subunit [78-80]. Regardless of the species-specific details, the aggregate result is inhibiting
pre-RC assembly by neutralizing interactions or triggering licensing factor degradation.

Incomplete origin licensing in G1 can also be a source of genome instability. In untransformed
human cells, significantly slowing origin licensing induces a delay in S phase onset by delaying the
activation of Cdk2 [81-83]. This “origin licensing checkpoint” requires p53, meaning that p53-deficient
cells can enter S phase with severely underlicensed chromosomes which renders them susceptible to
S phase failure [81-83]. Despite extensive documentation of the licensing checkpoint phenomenon
in several labs and in multiple cell lines, precisely how licensed or unlicensed DNA is detected to
affect Cdk2 activity is still unclear. Moreover, “sufficient” origin licensing is not simply a matter
of the total number of loaded MCM hexamers per genome since their distribution is also critical.
A recent study by Moreno et al. found that moderate licensing inhibition that does not cause a cell
cycle delay, nonetheless increases the likelihood that regions of unreplicated DNA persist through
mitosis [84]. Thus, Cdtl activity and origin licensing must be efficiently blocked in S phase and G2
to prevent re-replication but must be fully induced in G1 to ensure sufficient origin licensing and
complete genome duplication.

2.3. Cdt1-Associated Chromatin Modifiers

Licensing factors must have local access to origin DNA to assemble and load MCM helicases.
The chromatin environment at origins thus has a large impact on origin licensing. Post-translational
histone modifications, such as methylation and acetylation, can greatly affect DNA accessibility which
may facilitate ORC binding, MCM loading, and/or origin firing. In addition, at S. cerevisiae origins
which have been mapped with high resolution, nucleosome positioning also plays a role in determining
ORC localization and activity (reviewed in [10,27,85]). In the majority of eukaryotic genomes, DNA
sequence is a minor determinant of origin location. The model that has emerged is that ORC is recruited
to DNA not by a specific nucleotide sequence, but rather by aspects of local chromatin structure and
DNA accessibility. Some evidence supporting this model is the presence of a BAH (Bromo Adjacent
Homology) domain in Orcl, the largest subunit of ORC. The BAH domain specifically recognizes
histone post-translational modifications (PTMs) enriched at replication origins, and is required for
proper ORC DNA loading [86,87].

Once ORC has bound, the local chromatin environment may require additional modifications
to permit efficient origin licensing. Several histone-modifying enzymes associate with licensing
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components and are predicted to modify nucleosomes to promote DNA accessibility; some of these
enzymes have been identified as Cdt1 partners. One such chromatin modifier is histone acetyltransferase
bound to Orcl (Hbol), which as its name implies, was first discovered as an Orcl-binding protein
and later shown to bind the Mcm?2 subunit of MCM, and Cdtl [88-90]. Hbol is highly conserved,
and orthologs in D. melanogaster and S. cerevisiae have also been linked to DNA replication [91,92].
In human cells, Hbol is responsible for the bulk of histone H4 acetylation genome-wide [93]. Since
histone H4 acetylation generally correlates with active chromatin and accessible DNA, increased local
histone acetylation could promote origin licensing. In addition, Hbol was specifically detected at
several known human replication origins during G1 coincident with Cdtl origin association [90].
Further studies found that Cdt1 promoted chromatin openness in association with Hbo1l during G1,
likely increasing local chromatin accessibility and facilitating MCM loading [94]. In addition to Hbol,
early proteomic screens for Cdtl-interacting proteins discovered the GRWDI1 protein (glutamate-rich
WDA40 repeat containing 1), a histone binding protein [95]. Follow up studies suggested that GRWD1
regulates chromatin openness during MCM loading at replication origins [95] and may cooperate with
a chromatin remodeler, SNF2H [96]. On the other hand, during S phase and G2 Cdtl may contribute to
inhibiting origin licensing by recruiting the HDAC11 histone deacetylase. Local histone deacetylation
would presumably reduce chromatin accessibility and inhibit origin relicensing [94,97]. Interestingly,
association of the inhibitor protein geminin with Cdtl during S phase enhanced the recruitment of
HDACT11 to origins to further inhibit origin licensing [94].

2.4. Cdt1 in Chromosome Segregation

Surprisingly, human Cdtl is required not only for origin licensing but also for mitosis. As a
consequence, asynchronously-growing cells, depleted of Cdt1, accumulate in both G1 phase and G2 phase
because they can neither license origins, nor progress through the metaphase-to-anaphase transition. This
essential mitotic function was first discovered in a screen for Cdtl-interacting proteins that identified
human Hecl (Highly Expressed in Cancer 1), a component of the NDC80 kinetochore-microtubule
attachment complex [9]. Hecl is conserved from yeast to mammals, but the mitotic Cdtl function is
not evident in either budding or fission yeast [57,98]; more work is required to determine if Cdt1 has
mitotic functions in invertebrates such as D. melanogaster or Caenorhabditis. elegans or in non-mammalian
vertebrates such as X. laevis.

A fraction of human Cdtl molecules localize to kinetochores in mitosis, and this localization
requires Hec1; Hecl localization is unaffected by Cdt1 depletion. Cdt1 interacts with and is recruited to
kinetochores via a unique “loop” domain in Hec1 that interrupts an otherwise long coiled-coil central
span. Both depletion of Cdt1 prior to mitosis or mutationally altering the Hecl loop domain to block
Cdtl binding and recruitment resulted in prometaphase arrest with an unsatisfied spindle assembly
checkpoint [9]. Importantly, the mitotic defect in Cdt1-depleted cells can be separated from potential
indirect effects of incomplete DNA replication by depleting Cdt1 after origin licensing is complete and
S phase has already begun [9].

It is not yet clear precisely how Cdt1 promotes stable kinetochore-microtubule attachments since
it is not required for the localization of any other kinetochore proteins tested thus far. One clue to its
function came from analysis of the conformation of the NDC80 complex in vivo using super-resolution
microscopy. The structure of the NDC80 complex (Hecl/Nuf2/Spc24/Spc25) indicates that the loop
region of Hecl where Cdtl binds is a point of flexibility in an otherwise long and rigid coiled-coil
domain. Prior work by Wang et al. supported the notion that the loop region corresponds to a hinge
or joint in the complex [99]. The N-terminal domains of Hecl and Nuf2 directly contact kinetochore
microtubules, whereas the Spc24 and Spc25 subunits connect the complex to other kinetochore
proteins [100,101]. In prometaphase, prior to attachment, the two ends of the NDC80 complex are
relatively close together, whereas at stably-attached kinetochores in metaphase, the two ends of the
complex are considerably further apart [101]. Mutation of the loop domain or depletion of Cdtl
prevented this extended NDC80 conformation [9]. Thus, Cdtl supports a microtubule-dependent
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conformational extension in its partner, the NDC80 complex, by interaction with the major point of
flexibility conferred by the loop region of Hecl.

Many important questions about Cdtl mitotic function remain: what other (if any)
microtubule-associated or kinetochore partners bind Cdt1? The Hecl-interacting domain on Cdt1 is
not yet known, but identifying this region is a first step towards generating separation-of-function
alleles that are impaired for only origin licensing or only kinetochore-microtubule attachment. How,
precisely, does Cdt1 affect the conformation of NDC80? Moreover, as described below (see Section 4.4),
Cdtl is heavily phosphorylated during G2 phase and mitosis. What role does Cdt1 phosphorylation
play in its intermolecular interactions and function at kinetochores? Clearly, much remains to be
learned about this novel role for Cdtl and how it relates to the more famous origin licensing function.

3. Cdt1 Structure

In most species, Cdtl is a ~60-70 kDa protein; S. pombe Cdtl is somewhat smaller at ~50 kDa
whereas the D. melanogaster Cdtl is ~82 kDa. (D. melanogaster Cdtl is named “double-parked”,
abbreviated Dup, but nearly all other species use “Cdt1” as the protein and gene name). Although
each subunit of ORC and MCM, Cdc6 and Cdt1 are conserved in all eukaryotic genomes examined,
the degree of sequence conservation is lowest for Cdtl compared to the other licensing proteins.
Indeed, the low sequence similarity between human and S. cerevisine Cdtl coupled with the unusual
history of metazoan Cdtl being identified first, led to a brief period in the field when it was not
clear if budding yeast had a Cdt1 ortholog. Focused sequence searches coupled with functional tests
ultimately identified the yeast Cdt1 ortholog [57]. Unlike nearly all other licensing components which
are homologous to AAA+ ATPases, Cdtl is not an enzyme, and the Cdtl protein sequence bears
little similarity to other proteins of known molecular activity. Although the Cdtl sequence gives little
insight into its function, some information about interacting regions, post-translational modifications,
and domain structures is available which we describe here.

3.1. Functional Domains

Multispecies Cdtl protein sequence alignments reveal regions that are relatively well-conserved
and regions which share considerably less conservation. Not surprisingly, the regions of low
conservation are particularly prominent in comparisons of mammalian and fungal Cdtl species.
Using human Cdt1 as a reference, Figure 2 includes pairwise sequence comparisons between human
Cdtl and Cdtl sequences from several model organisms in four Cdtl domains, the N-terminus
(amino acids [aa] 1-166), the central domain (aa 167-374), a short “linker” region (aa 375-406), and the
MCM binding domain (aa 407-546). Sites of protein—protein interactions and phosphorylations are
also marked. The N-terminal sequences of both model yeast Cdtl sequences are generally quite short
and they bear little resemblance relative to their metazoan counterparts. On the other hand, sections of
higher relative homology suggest regions important for functions that are conserved in all species,
such as interaction with other origin licensing components.

Traditional truncation and mutagenesis approaches identified Cdtl domains required for protein
interactions and for specific aspects of origin licensing function [54,102,103]. The most comprehensive
of these studies by Ferenbach et al. validated and/or delineated the MCM binding domain, geminin
binding domain, and minimal licensing activity domain using recombinant fragments of X. laevis
Cdtl added to oocyte lysates. The shortest fragment that complemented Cdtl-depleted lysates for
licensing corresponds to human Cdt1 aa 243-546 [54]. The finding that the N-terminal 242 amino acids
(corresponding to human aa 1-170) are dispensable for licensing activity, plus the fact that this region
is the least-well-conserved is consistent with the notion that the N-terminal region is the target of
species-specific regulation rather than essential for Cdtl function.
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Figure 2. Human Cdtl structure. Diagram of Cdt] divided into four segments based on alignments
and structural studies. Pairwise comparisons to the human sequence for representative eukaryotic
Cdt1 orthologs within each segment are reported as % identity /% similarity; NR indicates regions
in fungal sequences too short or dissimilar for comparison. Regions responsible for recognition by
E3 ubiquitin ligases (degrons), a region enriched in proline, glutamic acid, serine, and threonines
(PEST domain), geminin binding, MCM) binding, and a putative linker domain (enriched in
phosphorylation sites) are marked. Phosphorylation sites in human Cdt1 that are conserved in at least
one other vertebrate sequence are marked as ball-and-stick icons: green = Cyclin-Dependent Kinases
(CDK)/Mitogen-Activated Protein Kinases (MAPK) sites validated by mutagenesis and functional
studies, dark gray = putative CDK/MAPK sites (serine-proline or threonine-proline) identified by
mass spectrometry [104], light gray = conserved sites detected by mass spectrometry distinct from the
CDK/MAPK substrate consensus. Ribbon diagrams of the two segments for which structures have
been determined are shown; central domain PDB 2WVR (human) and C-terminal domain PDB 3A4C
(mouse) [105,106]. A diagram of the yeast MCM2-7 complex bound to full-length Cdt1 derived from
tracing the single-particle analysis results from Sun et al. 2013 is also shown.

3.2. Crystal Structures/Cryo-EM Structures

Currently, no atomic structure for full-length Cdtl from any species is available. One challenge
for structure studies of Cdtl is that both the N-terminal domain and part of the linker domain are
predicted to be intrinsically disordered. Using two different prediction tools, the N-terminal 166
amino acids of human Cdt1 has a probability of disorder at each position greater than 65% [107,108].
The linker is relatively short, but it also contains a region of high predicted disorder. Trimming these
regions to isolate the central domain or the C-terminal domain yielded fragments that were compatible
with crystallography, and their exclusion from the structural studies is consistent with the notion
that they are flexible. The atomic structure of the central domain was first solved for mouse Cdt1
(aa 172-368) in complex with the geminin inhibitor protein [105], and the corresponding human Cdtl
protein fragment (aa 166-353) was later crystallized [106]. A recent search of a database of protein
structures for nearest neighbors to this central domain identified some similarity to winged-helix
domains [109]. Otherwise, the central domain structure is relatively unique.

The C-terminal domain (human 408-546) interacts with the MCM complex. This isolated fragment
can directly bind a C-terminal fragment from the Mcm6 subunit suggesting that this interaction is
one of the direct contacts between Cdtl and the MCM complex in vivo [110]. This protein fragment
was characterized by both X-ray crystallography and Nuclear Magnetic Resonance as a winged
helix domain [102,103,111]. Interestingly, this winged-helix shows some structural similarity to the
central domain of Cdtl itself [102]. Although winged helices are most well-known for roles in
nucleic acid binding, the C-terminal Cdtl winged-helix is unlikely to form stable interactions with
DNA. Positions of key alpha helices are incompatible with DNA binding compared to winged-helix
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domains in canonical DNA binding proteins, and Cdt1 lacks charged patches that would stabilize
DNA binding [102]. Moreover, Cdtl chromatin association in cells requires ORC [48,77], and purified
yeast Cdtl does not bind origin DNA in the absence of ORC [19]. It is most likely therefore that the
C-terminal Cdtl winged-helix is of the type that mediates protein—protein rather than protein-nucleic
acid interactions. In support of that model, mutational alteration of a subset of charged surface residues
of the C-terminal domain impaired MCM binding in vitro [102,111], and several of the corresponding
mutations to budding yeast Cdtl impaired cell growth [102]. These biochemical data corroborated
findings from a separate co-crystallographic study which demonstrated a direct Cdt1-Mcm6 interaction
conferred by the Cdtl C-terminal domain [103].

Although these studies provide important structural information, key aspects of Cdtl structure
are still not known. Yeast Cdtl can directly bind the Orc6 subunit of ORC [55], but the Cdtl domain
responsible is not known nor are potential Cdtl regions that bind other subunits of MCM. As-yet
uncharacterized Cdtl interactions with ORC and MCM are likely required for origin licensing and /or
regulating Cdt1 function. In that regard, a recent paper described a novel and still uncharacterized
“PEST” (rich in proline [P], glutamic acid [E], serine [S], and threonine [T]) domain in mouse Cdtl
(Figure 2) [112]. Cdtl is abundant during G2 phase but is poorly associated with chromatin [38,112,113].
Truncating the PEST domain caused premature re-association of Cdtl with chromatin during G2 and
increased the likelihood of re-replication [112]. Given that Cdtl chromatin binding requires ORC
interaction [48], this PEST domain may indicate a region required for ORC binding.

Several studies using single particle electron microscopy coupled with labeling strategies have
suggested how full-length budding yeast Cdtl interacts with the MCM complex and in a licensing
intermediate containing ORC, Cdc6, Cdtl and MCM [29,32]. These models are consistent with the
biochemical studies detecting Cdtl in direct contact with Mcmé6 [77]. In addition to this contact
with Mcm6, Cdtl appears to contact additional MCM subunits, especially extensive interaction with
Mcem?2 (Figure 2). This location is relatively close to the interface of Mcm2 with Mcm5 through which
DNA passes during the loading reaction [59,60]. In this position, Cdtl is well-placed to affect the
conformation of the MCM complex during loading in ways that may stabilize either the open or closed
MCM conformation.

4. Cdtl Regulation

To properly license origins for DNA replication in G1 and block origin licensing from the onset
of S phase through mitosis, multiple independent mechanisms control human Cdt1 abundance and
function (illustrated in Figure 3). Although other licensing proteins are also under cell cycle control,
Cdtl is subject to the most extensive regulation in human cells, suggesting that it is perhaps the
most important licensing factor to regulate in mammalian cells. The ultimate outcome is a collection
of cell cycle-dependent regulatory mechanisms that allow Cdtl to function efficiently in its origin
licensing role during G1, prevent origin relicensing in S and G2 phase, and permit Cdt1 participation
in kinetochore microtubule attachment during mitosis.

4.1. Transcriptional Control

The first Cdtl ortholog was cloned 20 years ago in a screen for fission yeast transcripts that
are upregulated at the G1 to S transition [98]. In fission yeast, the transcription factor driving Cdt1
expression is Cell Division Cycle 10 (Cdc10), which is responsible for transcriptional induction of many
genes important for the G1 to S phase transition [114]. The analogous function in metazoans is the
responsibility of the E2F family of transcription factors, though the protein sequences of Cdc10 and E2F
themselves are unrelated [115,116]. The human CDT1 gene has three putative E2F responsive elements
in its promoter region, is activated by E2F with peak expression in late G1, and is inhibited by the Rb
tumor suppressor [117]. Other studies have suggested that Cdt1 is also under the transcriptional control
of the c-Myc proto-oncoprotein and the Glil component of the hedgehog signaling pathway [118,119].
Of note, Cdt1 protein abundance in proliferating cells peaks in G1 and G2 rather than S phase (Figure 3),
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but the transcriptional upregulation generally supports Cdtl expression during proliferation. Aside
from the documented regulation by E2F and possibly c-myc and Glil, little else is known about how
the production of Cdtl is regulated. For instance, no evidence for alternative splicing, regulation by
microRNAs or translational control has yet emerged, though such possibilities should be explored.
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Figure 3. Human Cdt1 regulation during a single cell cycle. The blue line indicates relative Cdt1
protein abundance. (A). Cdt1 is dephosphorylated in early G1 by an unknown phosphatase; (B) Cdtl
participates with ORC and Cdcé6 to load MCM hexamers onto DNA; (C) Proliferating Cell Nuclear
Antigen (PCNA) loaded at DNA replication forks is bound by the Cdtl PCNA-Interacting Protein (PIP)
degron, and the complex is recognized for ubiquitylation and subsequent proteasome-mediated
destruction by CRL442; (D) Cdtl is phosphorylated at Thr29 by cyclin A/Cdk2 to create a
phosphodegron recognized for ubiquitylation by CRL1%P2, The combined action of two E3 ubiquitin
ligases drives Cdtl degradation in S phase; (E) The geminin protein begins to accumulate in early
S phase, and peaks in late S phase and G2. Geminin binding blocks Cdt1 origin licensing function;
(F) During late S phase and G2, mitotic kinases—especially cyclin A/Cdk1 and the stress-activated
MAP kinases p38 and c-Jun N-terminal Kinase (JNK)—phosphorylate Cdtl; Cdk1 also inactivates
CRLACYZ; (G) A subset of Cdt1 molecules is recruited to kinetochores in mitosis through interaction
with the loop domain of Hecl. Cdt1 is required for stable kinetochore-microtubule attachment.

4.2. Ubiquitin Mediated Proteolysis in S Phase

A key aspect of re-replication control in metazoans is ubiquitin-mediated Cdt1 degradation during
S phase. This regulation occurs in all eukaryotes except for budding yeast in which a Cdt1-MCM
complex is exported from the nucleus to the cytoplasm during S phase [56,75]. In mammalian cells,
Cdt1 degradation in S phase is mediated by two independent E3 ubiquitin ligase complexes, CRL15kp2
(also known as SCF; reviewed in [120]) and CRL4%4t2 [121,122]. Like many substrates of CRL15kP2, Cdt1
is only bound for productive ubiquitylation once it is phosphorylated by CDK. In human Cdt1, this
“phosphodegron” is created by Cdk2-mediated phosphorylation at threonine 29. Thr29 phosphorylation
is then recognized by Skp2, a substrate adaptor, to trigger ubiquitylation [123-125]. A nearby serine at
position 31 that matches the minimal CDK substrate consensus is also phosphorylated in cells, but it
plays a minor role in recruiting Cdt1 to CRL15%P2,

Although manipulations that block Cdtl Thr29 phosphorylation prevent ubiquitylation by
CRL1°%P2, such manipulations do not substantially stabilize Cdt1 during S phase. Even in the absence of
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CRL15%P? targeting, Cdt1 is ubiquitylated and degraded by a second E3 ubiquitin ligase, CRLAI® [126]
(Cdt2 was identified in the same screen that discovered Cdt1, but the Cdtl and Cdt2 sequences are
unrelated [98]). Unlike targeting by CRL15P2, Cdt1 ubiquitylation by CRL44? is not stimulated by
Cdtl phosphorylation, but instead requires a ternary interaction among Cdtl, the substrate adapter
Cdt2, and DNA-loaded Proliferating Cell Nuclear Antigen (PCNA). PCNA is a homotrimer that is
loaded by Replication Factor C at replication forks and serves as the processivity factor for DNA
polymerase during DNA replication. DNA-bound PCNA is also a platform for a host of proteins
that bind PCNA through short linear motifs known as PCNA-Interacting Protein (PIP) boxes [127].
The Cdtl PIP box is special in that it not only binds PCNA but also triggers degradation and is
thus termed a “PIP degron.” PCNA is only loaded during DNA synthesis, and this loading event
is required for Cdt1 recognition by CRL4Y?; thus this mode of Cdt1 degradation has been termed
“replication-coupled destruction” [127]. Since the trigger for CRL4A“4?-mediated degradation is PCNA
DNA loading, PIP degron-containing Cdtl proteins are also degraded after DNA damage because
PCNA is loaded during DNA repair [128].

Mutations to the human Cdt1 PIP degron alone have only modest effects on S phase degradation in
otherwise unperturbed cells. On the other hand, a combination of PIP degron mutations with mutations
that block Cdtl phosphorylation at Thr29 stabilizes Cdtl during S phase and induces substantial
re-replication [129]. Near the end of S phase, human Cdt1 re-accumulates, but this re-accumulation
is not strictly because PCNA is no longer DNA loaded. CRL4%? is globally inhibited as cells
approach G2, leading to re-accumulation of all of its substrates [130]. Cdtl is clearly not targeted
by CRL15%P2 in G2 phase either, although cyclin A-dependent activity is still high. The mechanism
preventing CRL15%P2-mediated Cdt1 degradation in G2 is still unknown. One potential addition to
Cdt1 stability control is the recent report that Cdt1l abundance is sensitive to the deubiquitylating
enzyme, Usp37 [131]. Thus, Cdtl re-accumulation could be as much a consequence of increased
deubiquitylation as it is a result of decreased ubiquitylation.

Somewhat surprisingly and despite being a particularly potent inducer of S phase destruction [132],
the PIP degron is not conserved in all Cdtl proteins—not even among all mammalian Cdt1 sequences.
PIP degron sequences are not evident in the cow, pig, sheep, or rabbit Cdt1 sequences, though Cdt1 PIP
degrons are found in nematode, fruit fly, zebrafish, chicken, rat, mouse, baboon and many other species
(J.G.C. unpublished observation and [121]). Moreover, CRL1%%P2-mediated degradation to reinforce
CRLAC2_mediated degradation may not be universal among metazoans (e.g., X. laevis Cdt1). In species
where it appears that only one E3 ligase targets Cdtl during S phase, the presence of stronger licensing
inhibitory mechanisms that target other pre-RC components may have allowed the second E3 pathway
to be lost.

4.3. Inhibition by Geminin

Unlike nearly all components of the replication licensing system, human Cdt1 was not cloned
strictly on the basis of sequence homology to a yeast ortholog. In fact, the fission yeast Cdtl was not
directly investigated as a licensing protein until after the metazoan Cdt1 proteins were functionally
characterized. Human Cdtl was isolated both by sequence similarity to D. melanogaster and X. laevis
orthologs and as the target of a re-replication inhibitor protein, geminin [48,133,134]. Geminin itself
was cloned from biochemical screens for X. laevis proteins that are degraded in mitosis [135]. Of note,
neither budding nor fission yeast harbor a geminin ortholog. Human geminin is abundant during
S phase and G2, is degraded at anaphase, and is least abundant during G1 phase. Geminin is a
substrate of the APC/C (Anaphase-Promoting Complex/Cyclosome) [135], an E3 ubiquitin ligase
which promotes geminin degradation from late mitosis and throughout G1 phase [136,137].

Artificially elevating geminin concentration in G1 blocks MCM loading, but the mechanism of that
inhibition was not known at the time geminin was first characterized [135]. An effort to gain insight
into how geminin inhibits licensing by identifying partners yielded a tight-binding partner in human
lysates, human Cdtl. Moreover, supplementing geminin-inhibited X. laevis lysates with additional
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human Cdt1 reversed the inhibitory effects of geminin on origin licensing and DNA replication [134].
Mutations in Cdt1 that alter geminin binding also have higher licensing activity in vitro compared to
wild-type Cdt1 [138]. Like Cdtl, geminin has at least one alternative function outside the licensing
system; geminin regulates gene expression during development [139-141].

Geminin is a dimer that forms a stable 2:1 complex with monomeric Cdt1 both on chromatin and in
the nucleoplasm. Geminin binds the central region of Cdt1 (Figure 2), and indeed both high-resolution
structures of this Cdtl domain are in complex with geminin; possibly because the tight binding
facilitated crystallization [105,106]. Interestingly, the human crystal structure consists of a Cdtl and
geminin heterohexamer composed of two Cdtl and four geminin polypeptides; this structure is
essentially a dimer of the trimer observed in the mouse structure. Based on this and other observations,
De Marco et al. suggested that the trimer is permissive for licensing, whereas the hexamer corresponds
to the inhibited form [106]. If true, then only high concentrations of geminin, such as those found in
mid-to-late S phase and G2, would be effective for forming hexamers and preventing re-replication.
In this scenario, re-replication control in early S phase should rely more heavily on Cdtl degradation
and mechanisms that target ORC, Cdc6, and MCM than on geminin because geminin is less abundant
in early S phase.

How does geminin inhibit Cdt1 activity? In vitro, geminin prevents the association of Cdtl with
MCM complexes [51,142] and also blocks Cdt1 binding to Cdc6 [51]. A simple stearic occlusion model
seems unlikely however, if the primary binding site for MCM is the Cdtl C-terminal domain but
geminin binds the central domain. Nonetheless, geminin dimers bound to the Cdt1 central domain
could conceivably project far enough towards the C-terminal domain to interfere with stable MCM
binding. Alternatively, geminin binding may induce a conformational change in the Cdtl central
domain that propagates to the C-terminal domain. It may also be that Cdt1 forms multiple contacts
with the MCM ring, and that geminin interferes with MCM binding sites in Cdt1 that are separate from
those at the C-terminal Cdt1-Mcm6 interface (e.g., the diagram based on Sun et al. 2013 in Figure 2).
Testing these ideas directly will ultimately require a structure including both the Cdtl central and
C-terminal domains with and without geminin.

4.4. Cdt1 Phosphorylation

Cdt1 is phosphorylated at many serine and threonine (but not tyrosine) sites at different times
during the cell cycle and in response to different cues. Phosphoproteomic analyses have identified
dozens of phosphorylation sites detectable in proliferating human cells. Figure 2 marks only those
human Cdtl phosphorylation sites from the PhosphoSite Plus database [104] that are conserved in
at least one other mammalian Cdtl. Those marked in dark grey are Ser-Pro or Thr-Pro sites which
conform to the minimal recognition sequence for both CDKs and MAP kinases (mitogen-activated
protein kinases). The green symbols mark Ser-Pro and Thr-Pro sites that have been identified in
proteomics screens and also tested for functional consequences.

As discussed above (Section 4.2), phosphorylation at Thr29 targets Cdtl for ubiquitylation by the
CRL15%P2 E3 ubiquitin ligase. Which kinase (or kinases) is most responsible for Thr29 phosphorylation?
In vitro, Cdtl can be phosphorylated by Cdk4 (activated in G1 by cyclin D), Cdk2 (activated in S
by cyclin E and cyclin A) and Cdk1 (activated by cyclin A and cyclin B) [124,125]. Moreover, Cdtl
isolated from cell lysates co-precipitates cyclin A, but not cyclin E or cyclin B. CDK interaction depends
on a cyclin binding motif known as a Cy motif in Cdt1 (aa 68-70) [125]. It is most likely that Thr29
phosphorylation to induce Cdt1 ubiquitylation by CRL15%P? is carried out by cyclin A/Cdk2 in early
S phase, and Cdt1 phosphorylation in late S and G2 is carried out by cyclin A/Cdk1.

Interestingly, Thr29 can also be phosphorylated in vitro by the MAP kinase, Jnk1 (Jun kinase) [143].
Miotto and Struhl noted that treating cells to activate the stress kinase, Jnk1, also blocks Hbol
recruitment to several selected origins [143]. Mutating Thr29 enhanced Hbol residence at origins,
suggesting that Jnkl-mediated Cdtl phosphorylation at Thr29 inhibits Hbo1 recruitment. Despite the
ability of Jnk1 to phosphorylate Thr29, conditions that activate Jnk1 in cells (without causing DNA
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damage) had no effect on Cdt1 stability; the stability of Thr29-phosphorylated Cdtl could indicate
Jnkl-mediated inhibition of CRL15%P2 or some other mechanism to prevent Cdtl degradation [90].
In that study, the authors mapped multiple Cdt1 phosphorylation sites and determined which sites are
sensitive to Jnk1 inhibitors. In addition to Thr29, at least two other phosphorylation sites showed the
same Jnkl-sensitive pattern as Thr29: Ser93 and Ser318, but the outcomes of these phosphorylations
have yet to be determined [143].

A concurrent study of Cdtl phosphorylation by stress-activated MAP kinases focused on distinct
sites in the linker domain and C-terminus. Chandrasekaran et al. mapped a collection of five sites that
can be phosphorylated by either JNK or p38 MAPK isoforms: amino acids 372, 402, 406, 411 and 491
(Figure 2) [144]. Functional tests of phosphomimetic substitutions at these five positions led to the
inference that Cdtl phosphorylation not only inhibits its licensing activity in cells, but surprisingly,
also blocks binding to the CRLACY2 E3 ubiquitin ligase. As a result, this phospho-isoform of Cdt1 is
resistant to degradation by CRL44?, though it is still sensitive to CRL15P2 [144,145]. The molecular
mechanism of licensing inhibition is not yet known, but the concentration of phosphorylation sites in
the linker domain hints that phosphorylation could affect the positioning of the central and C-terminal
domains relative to one another. Another possibility is that the N- and C-termini are in close proximity
to each other to allow phosphorylation in the linker to disrupt CRLA“Y? binding to the PIP degron.

Unlike Thr29 (and Ser31), these more C-terminally located phosphorylation positions are responsible
for the commonly-observed mitotic Cdtl gel mobility shift by sodium dodecyl sulphate-polyacrylamide
gel electrophoresis (SDS-PAGE). This gel shift is evident not only in response to cellular stresses that
activate p38 and JNK, but also during G2 and mitosis in unperturbed cell cycles and in quiescent
cells [9,112,129,144]. Cdtl is robustly phosphorylated in mitotic cells and dephosphorylated in early
G1, though the phosphatase responsible is not known. Both p38 and JNK are active during mitosis
alongside Cdk1 [146]. Since the phosphorylation sites match the consensus sequence for both classes of
proline-directed kinases, it is currently impossible to know which kinase(s) are truly responsible for Cdt1
mitotic phosphorylation. Regardless of how many kinases target these sites, the result is that beginning
in late S phase, Cdtl re-accumulates in a form that is not active for origin licensing and is no longer
subject to rapid degradation (Figure 3). A potential role for geminin in Cdt1 protection from CRL1°kP2
during G2 has also been reported [113,147], but attempts to definitively confirm this relationship
have utilized geminin and Cdt1l manipulation which frequently induces DNA damage. Separating
potential geminin-mediated direct effects on Cdt1 stability from established indirect effects related
to re-replication dependent DNA damage (and subsequent CRL4%2.mediated Cdtl degradation)
requires careful interpretation [148]. Nonetheless, the Cdtl stabilization in G2 may serve the dual
purposes of allowing Cdt1 to function with the NDC80 complex at kinetochores and providing a large
pool of Cdtl in the subsequent G1 to license origins in the next cell cycle.

Finally, the majority of detectable phosphorylation sites in human Cdt1 remain unstudied. Several
of these match the consensus for CDK-mediated (or MAPK-mediated) phosphorylation. Are there
additional CDK sites, and if so, are they dependent on the same Cy motif that directs phosphorylation
at the N-terminus? Is there a MAPK docking site in Cdt1 that facilitates phosphorylation by p38 or
JNK? The N-terminal PEST domain is in close proximity to several candidate sites which may function
to inhibit Cdt1 chromatin binding in G2, though this idea has not been explicitly tested [112]. Of further
note, all of the consequences of phosphorylation thus far lead to Cdtl inhibition or changes in stability.
It remains equally possible that phosphorylation at one or more novel sites promotes Cdt1 function in
either licensing or mitosis.

5. Cdt1 in Disease

Although numerous mechanisms restrain Cdtl function, pathological dysregulation of Cdtl
can still occur, particularly in cells whose control mechanisms have been compromised. Moreover,
mutations in Cdtl itself can cause pathological consequences.
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5.1. Overexpression and Oncogenesis

Cdtl overexpression can result in genotoxic stress leading to aberrant cell proliferation and
predisposition to oncogenic transformation. Experimentally increased Cdtl abundance outside of G1
phase promotes re-replication and genome instability [68,149,150]. Therefore, it is quite possible that
more moderate overexpression from spontaneously deregulated transcriptional controls has the same
effect on genome stability in vivo [7,151]. Over time, higher-than-normal levels of Cdtl protein may
not be fully restrained during S phase and G2 by the ubiquitin ligases, kinases, and geminin inhibition
described in Section 4. This means that at some low frequency, Cdtl may promote origin re-licensing
and re-replication. Interestingly, cells expressing higher than normal Cdt1 exhibit a more aggressive
and chemoresistant phenotype [152]. In addition, the genome instability from Cdt1 likely includes
not only gene amplification and chromosome damage from re-replication [66], but also changes in
chromosome number which may reflect Cdtl’s role in chromosome segregation [7,9].

Cdtl transcription is driven by the E2F family of transcription factors (see Section 4.1), and one
of the most frequently-mutated regulatory pathways in cancers is the Rb-E2F pathway [153,154].
In fact, many cancer-derived cell lines exhibit higher-than-normal expression of Cdtl [117]. Cdtl
overexpression could also lead to rapid origin licensing and shorter G1, thus proliferate more rapidly
but with less fidelity. To our knowledge, a direct and quantitative correlation between Cdt1 abundance
and the extent of genome instability in cancers has not yet been investigated. It may be that Cdtl
expression levels will identify particular cancers that are most likely to progress or are more or less
susceptible to specific therapeutic interventions [155].

5.2. Meier-Gorlin Syndrome

Avoiding either over- or under-licensing origins is critical for successful cell proliferation during
development. The need for not only effective licensing inhibition after S phase but also efficient origin
licensing in G1 is most apparent in the phenotypes associated with a rare primordial dwarfism syndrome,
Meier-Gorlin Syndrome (MGS). MGS patients harbor hypomorphic mutations in genes encoding pre-RC
components, including Cdtl, some ORC subunits, and Cdc6. These patients have extremely short stature,
small external ears, and focal hypoplasias, likely due to slow cell proliferation [156-158]. Furthermore,
de novo mutations in the gene encoding geminin, have also been described in MGS patients [159]. In these
instances, the mutations disrupt protein motifs required for normal geminin degradation in G1 phase [159].
As a result, geminin could inappropriately inhibit Cdt1 and result in slow origin licensing and G1 delay.
The Cdtl MGS patient genotypes are compound heterozygous missense mutations combined with
nonsense mutations (presumed null alleles) [156,158]. In addition, the CDT1 mutations are present
across most of the CDT1 gene and translate to amino acid substitutions located in regions that are
presumably important for Cdtl regulation and activity. Cdt1 is an essential gene, so these alleles are
likely hypomorphic rather than null.

Although origin licensing defects appear to be one molecular underpinning of MGS, not all MGS
patients have mutations in origin licensing components. Recently, hypomorphic mutations in the
CDC45 gene that encodes one of the helicase activating subunits were identified in an additional
cohort of MGS patients [160]. Cdc45 is not required for origin licensing in G1, but rather it is required
for origin firing and replication fork progression during S-phase as part of the fully-active helicase
(Cdc45-MCM2-7-GINS). These CDC45 mutations result in splicing defects leading to a significant
reduction in Cdc45 protein [160]. The change in Cdc45 protein abundance likely impairs DNA
synthesis, thus hindering cell proliferation and genome stability in early development.

Interestingly, the pre-RC proteins affected in MGS include Cdt1, Cdc6, and subunits of ORC,
but not MCM subunits. Do mutations in MCM lead to MGS phenotypes? Analyses of a spontaneous
mutation in the mouse Mcm4 subunit suggests that dwarfism is not a universal outcome of licensing
disruption. In these studies, hypomorphic Mcm4 mutations resulted in mice with increased micronuclei
(a sign of chromosome instability) and increased tumor incidence, but otherwise grew to normal
size [161]. Mouse embryonic fibroblasts from crosses between the hypomorphic and null alleles
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proliferate normally but are sensitive to replication stress [161]. These findings are in contrast to cells
bearing MGS alleles in other licensing proteins that proliferate slowly [157,162]. These differences could
reflect the degree of impairment by the different mutations, or they could reflect qualitative differences
in the roles of the altered proteins. Such complexity certainly creates challenges for predicting the
precise phenotypes of any newly-identified Cdtl mutations, but the general expectation is impaired
cell proliferation and/or genome instability.

6. Summary

Metazoan Cdtl is regulated by a large number of independent mechanisms including inhibitor
binding, phosphorylation, and ubiquitylation. It is likely that even more regulatory mechanisms will
continue to be discovered, perhaps from follow-up studies to the proteomic detection of Cdt1 acetylation
or sumoylation [104]. The need for such extensive regulation may be because Cdtl is an integral player
in both DNA replication and chromosome segregation, meaning Cdt1 deregulation has potent effects
on genome stability and cell proliferation. The mitotic Cdtl function clearly arose in eukaryotic
evolution after the split between unicellular and multicellular species, so the presumed ancestral
function was origin licensing. Why would Cdtl evolve to have a role in kinetochore-microtubule
attachment, a function that does not involve loading proteins onto DNA? It is becoming increasingly
common to discover second cell cycle functions for origin licensing proteins, such as non-licensing
roles for individual ORC subunits or geminin [139-141,163-165]. Perhaps it is generally useful to
re-purpose proteins that are already under cell cycle-dependent control for a second cell cycle function.
Alternatively, it may be that Cdt1 has biophysical properties that are uniquely suited to its molecular
roles in both origin licensing and kinetochore-microtubule attachment. Based on our limited current
knowledge, we can attempt to draw parallels between Cdtl’s two targets: the MCM and NDC80
complexes. In both cases, a multisubunit complex undergoes important conformational changes.
For NDC80, the change manifests as a molecular extension in vivo, and for MCM it is the presumed
opening and closing of the Mcm2-Mcmb gate. It is thus tempting to speculate that Cdt1 stabilizes a
particular (extended?) conformation in the MCM complex, and that its two cell cycle roles are in fact
related. We look forward to future developments in the field that will continue to shed light on the
regulation and function of this unique protein.
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Abstract: The human primosome is a 340-kilodalton complex of primase (DNA-dependent RNA
polymerase) and DNA polymerase «, which initiates genome replication by synthesizing chimeric
RNA-DNA primers for DNA polymerases § and e. Accumulated biochemical and structural data
reveal the complex mechanism of concerted primer synthesis by two catalytic centers. First, primase
generates an RNA primer through three steps: initiation, consisting of dinucleotide synthesis from
two nucleotide triphosphates; elongation, resulting in dinucleotide extension; and termination, owing
to primase inhibition by a mature 9-mer primer. Then Pole, which works equally well on DNA:RNA
and DNA:DNA double helices, intramolecularly catches the template primed by a 9-mer RNA and
extends the primer with dNTPs. All primosome transactions are highly coordinated by autoregulation
through the alternating activation/inhibition of the catalytic centers. This coordination is mediated
by the small C-terminal domain of the primase accessory subunit, which forms a tight complex with
the template:primer, shuttles between the primase and DNA polymerase active sites, and determines
their access to the substrate.

Keywords: DNA replication; human; primosome; primase; DNA polymerase «; protein-DNA
interaction; RNA synthesis; initiation; termination; steric hindrance

1. Introduction

In all eukaryotic organisms, genome replication depends on activity of the primosome, a four-subunit
complex of DNA primase and DNA polymerase « (Polx) [1]. The primosome initiates synthesis of
both the leading and lagging strands by making chimeric RNA-DNA primers, which are required for
the loading of replication factor C (RFC), proliferating cell nuclear antigen (PCNA), and replicative
DNA polymerases 6 and ¢ [2,3]. At each origin, the primosome is involved only once for leading
strand initiation, while it starts every Okazaki fragment on the discontinuously synthesized lagging
strand. Given the sizes of Okazaki fragments (165-bp) and chimeric primers (30-35 nucleotides), the
primosome synthesizes up to 20% of the lagging strand and, therefore, approximately 10% of the
genome [4,5]. During maturation of the Okazaki fragments, both the RNA and a significant portion
of the DNA track of a chimeric primer are being deleted [6]. As a result, DNA synthesized by Polx
comprises approximately 1.5% of the mature genome [7]. These regions are mutation hotspots because
Pola has relatively low fidelity due to the absence of proofreading activity. Thus, despite low retention
of Pola-synthesized DNA tracks in the mature genome, the primosome has a large impact on genome
stability and evolution. Recently, it has been shown that the primosome is responsible for generation
of RNA-DNA fragments in the cytosol and that it regulates the activation of type I interferons [8].

The primosome synthesizes chimeric primers in a highly coordinated fashion. RNA primer
synthesis by primase involves three steps: initiation, elongation, and termination [9,10]. During the
initiation step, primase binds the DNA template and two cognate rNTPs (one at the initiation site
and the other at the elongation [catalytic] site) and catalyzes the formation of a dinucleotide [11,12].

Genes 2017, 8, 62 24 www.mdpi.com/journal/genes
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Extension of the RNA is restricted due to the intrinsic property of primase to terminate synthesis
at a strictly defined point [13]. Then Polx intramolecularly captures the mature RNA primer for
subsequent extension by dNTPs [11,14,15]. Recent breakthroughs in structural studies of the human
primosome [13] and its components [16-22] (Table 1) allow for accurate modeling of the primosome
conformations during all stages of chimeric primer synthesis.

Table 1. List of the high-resolution structures of the human primosome and its domains.

PDB Resolution, Structural

D A) Protein Construct Metals Cofactors Deposition Date Reference
3L9Q 1.7 p58(272-464) 4Fe-4S 5 January 2010 [21]
3Q36 25 Pp58(266-457) 4Fe-4S 21 December 2010 [22]
4BPU 27 p49 2 /p58(1-253) Zn 28 May 2013 [16]
4BPW 3.0 p49 2 /p58(1-253) Zn UTP, Mg 28 May 2013 [16]

p49?/p58(19-253) >/
4BPX 3.4 p180(1445-1462) Zn 28 May 2013 [16]
4LIK 17 p49(1-390) © Zn 2July 2013 23]
4LIL 2.6 p49(1-390) © Zn UTP, Mn 2 July 2013 [23]
4MHQ 2.2 P49 Zn 30 August 2013
DNA:RNA,
d ,
4QCL 22 p180(335-1257) Zn dCTP, Mg 12 May 2014 [17]
DNA:RNA .
_ d ,
4Q5V 252 p180(335-1257) aphidicolin 17 April 2014 [17]
4RR2 2.65 p49/p58 7Zn, 4Fe-4S 5 November 2014 [18]
4Y97 2.51 p180(1265-1444)/p70 Zn 17 February 2015 [19]
5DQO 2.3 p58(272-464) © 4Fe-4S 15 September 2015
5EXR 3.6 p49/p58/p180 d /p70 Zn, 4Fe-4S 24 November 2015 [13]
5F0Q 22 Pp58(266-456) 4Fe-4S DN‘;}{;NA' 28 November 2015 [13]
5F0S 3.0 Pp58(266-456) 4Fe-4S DN/;&ENA’ 28 November 2015 [13]
5IUD 3.3 p180(338-1255) DNA:DNA 17 March 2016 [20]

2 Mutations Lys-72-Ala and Met-73-Ala; ® N-terminus of p58 is fused to the primase-binding peptide of p180 via
a 15 amino acid linker; ¢ Residues 360-379 and 409-420 are deleted; 9 Mutation Val-516-Ala; © Mutation Tyr-347-Phe.

2. Organization of the Human Primosome

Human Pola belongs to the B family of DNA Pols and is comprised of a 166-kDa catalytic subunit
(p180) and a 66-kDa accessory subunit (p70). The catalytic domain of p180 (p180core) possesses
DNA-polymerizing activity but has no proofreading exonuclease activity, in contrast to other replicative
DNA Pols, 6 and ¢. The C-terminal domain of p180 (p180c¢) is flexibly connected to a catalytic core by
a 15-residue-long linker, and it contains two conserved zinc-binding modules, Zn1 and Zn2 (Figure 1),
where each zinc is coordinated by four cysteines [19,24]. Zn2 and the helical region between the two
zinc-binding modules provide the extended interaction interface (~4000 A?) with p70, while the short
peptide (1447-1455) mediates the interaction between Polx and primase [13,19]. The N-terminus of
p180 is predicted to be poorly folded and has no conserved motifs required for primosome function.
The structural information for this region is limited to a small peptide in the catalytic subunit of yeast
Polo (residues 140-147) that mediates interaction with the replisome [25]. The accessory B subunit
(p70; also known as p68) consists of a globular N-terminal domain (NTD or p70y), a catalytically
dead phosphodiesterase domain (PDE), and an oligonucleotide/oligosaccharide-binding (OB) domain.
The OB domain is embedded into the PDE domain, representing the common feature of B-family DNA
Pols [19,26]. The globular NTD is attached to the PDE via a long flexible linker and participates in
interactions with other DNA replication proteins [19,27,28].
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Figure 1. Schematic representation of the domain organization in the human primosome. The borders
of the regions participating in intersubunit interactions are designated by dotted lines. Positions of the
conserved cysteines coordinating zinc or [4Fe-4S] cluster are indicated by orange lines. The linkers
responsible for flexible connections between domains are colored gray.

Human primase consists of a 50-kda catalytic subunit (p49; also known as p48, PRIM1,
Pril, and PriS) and a 59-kDa regulatory subunit (p58; also known as PRIM2, Pri2, and PriL)
(Figure 1). Eukaryotic and archaeal primases have a similar structural organization, which indicates
a common evolutionary ancestor [29]. In contrast to prokaryotic primases, the zinc-binding motif of
eukaryotic/archaeal primases is integrated into the “prim” fold of the catalytic subunit and probably
plays only a structural role [16,18,30-32]. p58 has two distinct domains: the N-terminal domain (p58x)
with a mixed «/-fold and the all-helical C-terminal domain (p58¢), connected by an 18-residue linker
(253-270) [18]. Similar to yeast primase [33], four cysteines of p58¢ coordinate an iron-sulfur cluster
([4Fe-4S]) which is buried inside of the domain and is important for p58¢ folding [21,22,34,35].

There was one report claiming that all four Saccharomyces cerevisiae B-family DNA polymerases
coordinate the [4Fe-45] cluster at the second cysteine-rich module (referred to here as Zn2) of the
C-terminal domain of the catalytic subunits (CTD, analog of p180c) [36]. However, the provided
experimental evidence was uncertain for Polx. For example, Polax CTD purified under anaerobic
conditions contained only 0.1 mol non-heme iron and acid-labile sulfide per mol CTD, while CTDs of
other B-family DNA polymerases (3, ¢, and () contained 2.0 to 2.6 Fe and S per monomer. Coordination
of the [4Fe-4S] cluster by Polax CTD has not been confirmed in subsequent studies where high-purity
stoichiometric Polax complexes have been obtained [37,38]. Structural studies of yeast and human Polx
do not support the presence of an iron-sulfur cluster in Polae CTD; only two zinc ions coordinated by
Zn1 and Zn2 modules were seen [13,19,39]. Zn2 is important for interaction between Polx subunits and
snugly fits the docking site on the OB domain. Coordination of an [4Fe-4S] cluster by the Zn2 module
would certainly change its shape and disrupt the interaction between the catalytic and B subunits.
It was also shown that partially purified Pole CTD contained significant levels of iron, whereas its
complex with the B subunit was iron-free [37]. These data support the idea that the CTDs of Polx
and Pole with an inadvertently misincorporated iron-sulfur cluster cannot form stable complexes
with the corresponding B subunits. It is worth noting, that placing an affinity tag on the B subunit is
crucial for obtaining stoichiometric complexes of B-family DNA polymerases, because it prevents the
contamination of preparations with a free catalytic subunit.

Substantial conformational changes in the primosome are essential for seamlessly carrying out
the entire cycle of RNA-DNA primer synthesis. The primosome has three functional centers: the RNA-
and DNA-polymerizing centers, located on p49 and p180core, respectively [11,40,41], and regulatory
p58c, which is responsible for template:primer binding and translocation from primase to Pole [42,43].
The structure of the human primosome reveals an elongated platform p49-p58n-p180c-p70 (Figure 2)
that can hold p180core and p58¢ either stationary, by docking in inactive form, or flexibly, by linkers
during various stages of primer synthesis [13]. Interestingly, the points of the linker’s attachment to
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the platform are fairly close despite their origination from different subunits. The platform itself has
limited flexibility because p58y subdomains were shown to oscillate by several degrees relative each
other [13,16,18]. p58y could be considered as a core of the platform; its smaller subdomain interacts
with p49, while the larger, a-helical subdomain interacts with p180¢ and is connected by the linker to

p58c¢ (Figure 2). Such organization of the primosome provides significant freedom for the functional
centers in their movement relative to each other.

p58y subdomains )

primase
catalytic
center

primase-interacting
region of p180

Figure 2. The platform of the human primosome. Coordinates of the human primosome (PDB ID 5EXR)
were used to represent the platform structure. The color scheme for domains is the same as in Figure 1.

The positions of p58¢ and p180core, as well as the linkers connecting them to the platform, vary
depending on the primer synthesis step. For space-saving purposes, p58¢c, p180core, and p70-NTD are
shown at reduced scale relative to the platform. All figures were prepared using the PyMOL Molecular
Graphics System (version 1.8, Schrodinger, LLC).

3. Interaction of Human Primase with a Template:Primer

Recent biochemical and structural studies finally unveiled the mechanism of human primase
interaction with a DNA template and an RNA primer, where p58¢ firmly holds the DNA:RNA duplex
while p49 catalyzes the attachment of rNTPs to the 3'-end of the primer [13,43]. p58¢ specifically
recognizes the junction at the 5'-end of the RNA primer, which contains the 5'-triphosphate group

(Figure 3A). The f3- and y-phosphates of the triphosphate moiety make six hydrogen bonds with p58¢,
explaining the critical role of these phosphates in primase activity and their affinity for the DNA:RNA
substrate [43—45]. Moreover, recognition of the 5'-triphosphate prevents p58¢ rotation around the
duplex, thereby strictly determining the position and orientation of p58¢ relative to the platform and
p180core during all primosome transactions. Coordination of a divalent metal probably stabilizes the
conformation of the triphosphate group and its complex with p58¢. Arg-306 interacts with both the 3-
and y-phosphates and is critical for primase activity, especially during dinucleotide synthesis [16,42].
There are no other contacts between p58¢ and the RNA primer except for stacking between His-303
and the base of the 5'-GTP (Figure 3B).
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Figure 3. Interaction of p58¢ with a DNA template primed by RNA. (A) p58¢ specifically recognizes the
DNA:RNA junction at the primer 5'-end containing the triphosphate. The p58¢ surface is represented
by the vacuum electrostatic potential at 20% transparency; (B) mechanism of p58 specificity to a purine
at the initiation site. The hydrogen bond is depicted by dashed blue line; (C) DNA template bends
between T3 and T4. All parts of the figure were drawn using the coordinates of the p58c /DNA:RNA
complex (PDB ID 5F0Q).

The structure of p58c/DNA:RNA revealed the location and organization of the initiation site
with bound initiating GTP which forms the 5’-end of the nascent dinucleotide [13]. The critical role
of p58¢ in binding the initiating nucleotide explains why p49 is able to extend RNA fragments but
cannot initiate synthesis from two rNTPs [11]. The relatively weak coordination of the initiating rNTP
by only six hydrogen bonds explains the low affinity of this site (K;,;(ATP) = 3 mM), which is 11-fold
lower compared to the elongation site [11]. Human primase has no obvious sequence specificity except
the well-known preference of the initiation site for GTP/ATP [9,46], which is probably due to the
cumulative effect of two factors. First, His-303 demonstrates good stacking with the initiating purine,
while its ring would only partially overlap with a pyrimidine base (Figure 2B). Secondly, Asn-348 can
use its carbonyl or amino group to form a hydrogen bond with N4 or O4 of the templating cytidine or
thymine, respectively.

p58c forms 13 hydrogen bonds with the template, the majority of which are located near the
junction. The presence of 19 hydrogen bonds between p58c and DNA:RNA results in a stable complex
with a Kj of 32.7 nM [43]. For comparison, the catalytic core domains of human Pole and Pole
bind the template:primer with 2.4-fold and 10-fold lower affinity, respectively [20,47]. The intact
human primase and p58¢ have similar affinities for DNA:RNA, supporting the idea that p58¢ is
a major DNA-binding domain in the primosome [43]. The primer 5'-triphosphate and the template
3’-overhang exhibit a synergistic effect on duplex binding by primase and its RNA-polymerizing
activity [43]. The dependence of p58¢ affinity on the stability of the DNA:RNA duplex explains
the abortive character of RNA synthesis at the beginning of the elongation stage and in the case of
AT-rich templates [12,18]. The structure of p58c/DNA:RNA complex explains why the His-401-Arg
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mutation in yeast primase leads to lethality [34]. The bulky side chain of the arginine in place of
His-351 (corresponds to His-401 in yeast primase) disrupts the interaction with DNA:RNA because
of steric hindrance with the template and/or the DNA-interacting loop containing residues 355-366.
p58c affects the template conformation in the DNA:RNA duplex: it maintains the B-DNA conformation
of the template deoxyriboses that are in contact with p58c (T1-T3), while three nucleotides at the
5'-end (T4-T5) are in the A-DNA conformation (Figure 3C).

4. Mechanisms of RNA Synthesis Initiation, Elongation, and Termination

The structure of p58c/DNA:RNA (PDB ID 5F0Q) together with the structures of p49-p58 (PDB
ID 4RR2) [18] and p49-p58(1-253)/UTP (PDB ID 4BPW) [16] allows for obtaining accurate models of
primase during all steps of RNA synthesis [13]. Structure-based modeling by superimposition of the
second nucleotide of the primer from the p58c/DNA:RNA complex with UTP bound at the elongation
site of p49 reveals the compact initiation complex (Figure 4) with good shape complementarity and
eight potential hydrogen bonds between p49 and p58¢ [13]. This organization of the initiation complex
where the active site is shared by p49 and p58¢ results in cooperative binding of four template
nucleotides and initiating INTP (Figure 5). The active site is able to accommodate only three template
nucleotides which are placed between Tyr-54 of p49 at the 5'-end and Met-307 of p58¢ at the 3’-end.
P49 can make only six hydrogen bonds with a template because of its shallow DNA-binding interface
(Figure 5). The active site elements accommodated by two flanking 3-sheets of p49 are adopted for the
common mechanism of nucleic acids synthesis through the coordination of two divalent metals [48].

Figure 4. The model of human primase in the initiation complex with a DNA template and two GTP
molecules. The linker between p58y and p58¢ colored gray is shown for reference purposes only.
The carbons of the DNA template, initiating GTP, and elongating GTP are colored gray, purple, and
yellow, respectively. The atoms of zinc, magnesium, iron, and sulfur are represented as spheres and
colored orange, magenta, red, and yellow, respectively.
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Figure 5. Interaction of human primase with a DNA template and rNTPs during RNA synthesis
initiation. The color scheme is the same as in Figure 4. The residues of p49 interacting with the DNA
template and the initiating GTP are identified from the model of the initiation complex. The asterisk
indicates that a main-chain atom of the amino acid forms a hydrogen bond with a nucleotide.
Amino acids participating in stacking interactions with nucleotides are shown in rectangular boxes.
Interactions of aspartates 109 and 111 with both rNTPs are mediated by the Mg?* ions.

The model of the initiation complex revealed that p49 participates in pre-catalytic positioning of
the initiating GTP by making three hydrogen bonds: Arg-163 with the x-phosphate, Asp-306 with the
2’ of a ribose, and the bond between Asp-111-coordinated Mg?* and the O3’ of a ribose (Figure 5).
During the elongation stage of RNA synthesis, the initiation site disintegrates due to the growing
distance between its structural elements provided by both subunits: p58¢ continues holding the
5'-end of the primer, while p49 is establishing the above-described three hydrogen bonds with the
growing 3'-end, because during primer extension the 3’-terminal nucleotide occupies the same space
on p49 as the initiating rNTP. The interaction between the O2’ of the initiating GTP and Asp-306
of p49 explains the strict preference for ribonucleotides at the initiation step [46]. Consistently, the
primase is also sensitive to the presence of the O2’ at the primer 3'-terminus during its extension [38,49].
Replacement of Asp-306 by Ala severely affects primase activity, but to a lesser extent compared to
alanine substitutions of Asp-109 or Asp-111 which coordinate the catalytic Mg?* ions [41]. In contrast,
the elongation site demonstrates low selectivity for INTPs [38,49], compensated for by a 10- to 130-fold
higher cellular concentration of rNTPs versus dNTPs [50]. Therefore, the probability of ANTP insertion,
which works as a chain terminator for primase, is a rare event in vivo. Selectivity of the initiation
site to ribose, mediated by the hydrogen bond between Asp-306 and the O2, is probably due to the
requirement for accurate positioning of the O3/, which is deprotonated by Mg?* for the nucleophilic
attack on the x-phosphate of the incoming NTP. Moreover, such selectivity potentially prevents the
primase from extending DNA tracks made by Polex or other DNA Pols. It is quite possible that
primase binds all three substrates before formation of the initiation complex, which works as a locking
mechanism and fixes the substrates in catalytically proficient position.

Modeling [13,18] and mutational [16] studies indicate that p49 employs the same amino acids for
interactions with the DNA template during the initiation and elongation steps of primer synthesis.
The weak interaction between p49 and the template-primer [43] suggests the mechanism of primase
translocation along the template: p49 dissociates from DNA:RNA, held by p58¢, after each round
of nucleotide incorporation and quickly rebinds it by placing the 3/-terminal nucleotide of the
primer at the binding site for the initiating nucleotide or, more exactly, to its section located on
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the catalytic subunit. In accordance with biochemical data [43], the model of the elongation complex
(Figure 6) revealed a lack of interaction between human primase and the emerging RNA strand,
except for the same contacts as found in the initiation complex (Figure 5). The open architecture of
the primase/DNA:RNA complex, where contacts with both the minor and major grooves are absent,
explains the ability of DNA primases to extend mispaired primer termini and perform translesion
synthesis [51,52].

elongating (incoming) GTP p58.

RNA primer

Figure 6. The model of human primase in elongation complex with a DNA template, primed by
7-mer RNA, and an incoming GTP. The curved arrow shows the direction of p58¢ rotation relative to
p49-p58N during primer extension. The atoms of zinc, magnesium, iron, and sulfur are represented as
spheres and colored orange, magenta, red, and yellow, respectively.

Due to the tight association with the template:primer junction [43], p58c must move away from
P49 during primer extension, by following the helical path of the growing DNA:RNA duplex [13].
Probably, such spiral movement of p58¢ defines the mechanism of the primase counting phenomenon,
which results in primer synthesis termination [12,18,43,53]. The model of the elongation complex,
where primase is ready to generate an 8-mer primer, demonstrates that p58¢ is in proximity to the
helical subdomain of p58y (Figure 6). Extension of the 8-mer primer would be complicated because of
the emerging steric hindrance between the two p58 domains, which compromises the pre-catalytic
alignment of the O3’ of a primer and the «-phosphate of an incoming NTP. The plasticity of p58x
allows primase to overcome steric hindrance during synthesis of the 9-mer primer but not during
the following extension step [13]. Due to this plasticity, the intra-subunit steric hindrance works
as a molecular brake to stop primase, which results in an RNA primer with a well-defined length
optimal for utilization by Polx. The linker between p58y and p58¢ is not important for RNA synthesis
termination because its shortening did not reduce the size of RNA products [18]. In contrast, primase
pausing is dependent on the strength of the p58c /DNA:RNA complex; that is why its disturbance by
changes in p58¢ sequence [42] and the template:primer structure [43] attenuates the counting effect.
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Salt, the type of divalent metal, and the metal’s concentration affect the distribution of RNA
synthesis products [43]. Moreover, the de novo assay masks the effect of synthesis termination on
templates, forming stable duplexes with 9-mer RNA primers, due to a 6000-fold lower primase affinity
for single-stranded DNA versus a primed one [18,43]. On the other hand, 9-bp AT-rich DNA-RNA
duplexes are not stable at common reaction conditions (30-35 °C), which significantly reduces the
probability of RNA synthesis restart. Modeling of elongation complexes with 9 to 11-mer primers
indicates that the steric hindrance is predominant only upon synthesis of 10- and 11-mer RNA [13].
If Pola is absent in the reaction, primase occasionally bypasses this barrier, using DNA:RNA substrates
dissociated from p58¢c, which results in the accumulation of longer products upon extended incubation.

5. Mechanism of RNA Primer Transfer to Polx and Its Extension with ANTPs

According to biochemical data, upon completion of RNA primer synthesis p58¢ continues to hold
the template-primer until Pola captures it [11,12]. Recent structural data support this observation by
showing that the predominant length of RNA primers is nine nucleotides and the optimal substrate for
Polecis a 9-bp DNA:RNA duplex [17,43]. These data indicate that p58¢ and p180core will form a switch
complex before Polx starts an extension of the RNA primer with dNTPs. The model of this complex
revealed the concurrent binding of a 9-bp DNA:RNA duplex and shape complementarity between
both subunits (Figure 7). According to this model, p58¢ will not allow Polx to extend shorter duplexes
because the 3-end of the primer does not reach the active site. Finally, biochemical experiments
confirmed the idea that Polet in the primosome extends only the mature 9-mer RNA primers [13].

exonuclease
domain

Figure 7. The model of the switch complex containing p180core, p58¢c, a DNA template primed by
a 9-mer RNA, and incoming dCTP. p180core subdomains are shown in different colors. The carbons of
the DNA template, RNA primer, and incoming dCTP are colored gray, purple, and yellow, respectively.
This model was made using the coordinates of the p180core/DNA:RNA/dCTP complex (PDB ID
4QCL) and p58c/DNA:RNA complex (PDB ID 5F0Q).
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Similar to other B-family DNA polymerases and their prototypes from viruses, bacteriophages
and bacteria, p180core has a “right-hand” fold: an active site formed by a “palm” holding the catalytic
residues and making a set of interactions with three base pairs of the DNA double helix at the 3’-end
of a primer, a “thumb” that secures the polymerase grip onto the template-primer helix, and “fingers”
providing the induced-fit closure of the active site after binding of the cognate dNTP (Figure 7).
Poloc cannot correct its own mistakes during DNA copying because of evolutionary substitution of the
catalytic amino acid residues in the exonuclease active site [54].

Pola possesses an interesting feature of binding and extending DNA:RNA and DNA:DNA
duplexes with similar efficiency [20,38,55]. Structural data for p180core in ternary complex with
DNA:RNA/dCTP and in binary complex with DNA:DNA indicate that Pole binds the DNA and
hybrid duplexes in a similar way [17,20]. There are no significant conformational changes in p180core
to accommodate different duplexes; instead, Poloc imposes the A-DNA conformation on the DNA
primer [20] and bends the RNA primer [17,56] to keep the same contacts with the sugar-phosphate
backbone. It is probable that the requirement for similar binding of both types of duplexes explains
a smaller footprint of Polx on the template:primer and a less extensive network of contacts, which
results in a low affinity with a K; of ~320 nM for the RNA:DNA helix [20]. Its relatively weak
interaction with the template:primer explains the high sensitivity of Polx to unconventional DNA
structures, which is manifested by DNA synthesis abrogation on the certain templates [38,56,57]. It is
likely that the limited Polo processivity on poly-dT templates is due to DNA bending and/or the
triplex formation between the DNA:DNA duplex and the template’s 5'-tail [57,58], rather than to the
intrinsic ability of Polx to count the amount of incorporated dNMPs [56]. Moreover, no Pole pausing
was observed on DNA templates of random sequence [38,55].

6. Polx Inhibition by Aphidicolin

Aphidicolin, an antimitotic metabolite of the mold Cephalosporium aphidicola, is a potent inhibitor
of DNA replication in a variety of organisms [59,60]. It specifically inhibits B-family DNA polymerases,
with Pola being the most sensitive to it [61]. Aphidicolin demonstrated potent growth-inhibitory
and cytotoxic activities against human tumor cell lines cultured in vitro, but the absence of structural
information hampered the improvement of its inhibitory properties [62—-64]. The structure of p180core
in ternary complex with a DNA:RNA duplex and aphidicolin revealed the mechanism of Polx
inhibition and provided the structural rationale for design of a new generation of drugs with superior
solubility, stability, and inhibitory activity [17]. Aphidicolin binds Pol«x at the active site by occupying
the hydrophobic pocket for a nascent base pair (Figure 8). The interaction between aphidicolin and
Polx is mediated by an extensive pattern of hydrophobic contacts as well as by the hydrogen bonds
between two oxygens and the main-chain nitrogens. Accommodation of the bulky “potato” shape
of the inhibitor results in the fingers opening and syn conformation of the templating guanine due
to the base rotation by 118° around the N-glycosidic bond. The preference of aphidicolin for purine
at this position is due to stabilization of the syn conformation of a purine mediated by stacking with
a side chain of Arg-784, by the hydrogen bond between N7 and Oy of Ser-955, and by several van der
Waals interactions. In contrast to the imidazole ring of a purine base, the larger pyrimidine ring would
hardly fit the pocket formed mainly by a second «-helix of the fingers domain.
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Figure 8. Close-up view of the Pole active site with bound aphidicolin and the DNA:RNA duplex.
The color scheme for p180core subdomains is same as in Figure 7. The carbons of aphidicolin
are colored wheat. Side chains of the key residues, participating in hydrophobic interactions with
aphidicolin and in stabilization of the syn conformation of the templating guanine, are shown as sticks.
RNA primer contains a dideoxy-cytidine at the 3’-end. This figure was drawn using the coordinates of
the p180core/DNA:RNA /aphidicolin complex (PDB ID 4Q5V).

7. Mechanism of Concerted RNA-DNA Primer Synthesis by the Human Primosome

The accumulated structural data allow for visualization of all key steps of the chimeric primer
synthesis (Figure 9 and movie provided in [13]). The structure of the primosome in apo-form revealed
the autoinhibited state of Polx due to p180core docking on the platform where the Zn2 module of
p180c and the OB domain of p70 are wedged into the template:primer-binding cleft of Polx [13].
During the initiation of RNA synthesis, p58¢c binds the template and initiating rNTP and moves
toward the active site of p49 residing on the platform. In the presence of the cognate, elongating rNTP
at the catalytic site, the initiation complex is stabilized and proceeds toward the dinucleotide formation.
While p58¢ is important for primosome loading on early replication origins [65], it has low affinity
for single-stranded DNA [43]. Presumably, other replication factors, like RPA, facilitate p58¢ loading
on the template [21]. During the RNA elongation step, p58c moves toward p180core and pushes it
to dissociate from the platform, resulting in Polx activation. The following primer extension results
in a clash between p58¢ and the platform that is responsible for RNA synthesis termination. At this
step the interaction of p49 with a 9-bp DNA:RNA held by p58¢ is compromised, leading to flotation
of p58c/DNA:RNA and its capture by p180core floating nearby that results in the template-primer
loading to the Polx active site. p58¢c and p180core have an additional level of freedom relative to
each other because they are independently connected with a platform by long linkers. According to
modeling studies, these linkers allow Polx to generate a DNA track up to 20 nucleotides long, with
p58c holding the 5'-end of the primer. The weak grip of Polx on the DNA double helix could facilitate
its displacement from the template:primer by RFC/PCNA or Pole.
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Figure 9. Schematic representation of conformational changes in the primosome during chimeric
primer synthesis. At the first step (steps are labeled by roman numerals), p58c moves toward p49
to initiate RNA synthesis. During the second step, p58c moves toward p180core and pushes it to
dissociate from the platform. Additionally, when RNA primer length is nine nucleotides, p58c makes
a steric hindrance with the platform, which prevents primer extension by p49. At the third step, p58¢
rotates and loads the template:primer to the Pola active site. At the fourth step, Polox extends the RNA
primer with dNTPs. At the fifth step, the primosome is replaced by Pole or Pols.

Structural and biochemical data indicate that p58¢c is a central mediator of all primosome
transactions [13,42,43]. p58¢ shuttles between the RNA- and DNA-polymerizing centers in the
primosome, playing the role of the universal template:primer loader and regulator of primase and
Polx. The linker between p58y and p58¢ allows p58¢ to form the initiation complex with p49 during
dinucleotide synthesis, to move away together with the 5'-end of the primer during its extension, and,
finally, to intramolecularly transfer and load the template primed by a 9-mer RNA to the Pol«x active
site. To perform these multiple duties, the p58¢ shape conforms to several topological requirements: it
is complementary to p49 during initiation and to p180core during the switch, and clashes with p58y
during RNA synthesis termination.

8. Concluding Remarks

The eukaryotic primosome was discovered more than 30 years ago [46,66-68] but its intricate
mechanism of RNA-DNA primer synthesis has become clear only recently, owing to thrilling progress
in structural studies. Comprehensive understanding of all primosome transactions, including initiation,
elongation, and accurate termination of RNA synthesis, as well as primer transfer from primase
to Pol«, requires the crystal structures of the primosome in complex with a variety of substrates.
Crystallization of these complexes is extremely challenging due to the size of the primosome
and its significant flexibility. Fortunately, several key structures allowed for obtaining plausible
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three-dimensional models for all steps of chimeric primer synthesis. These structures include the
human primosome in apo-form [13], the ternary complex p180core/DNA:RNA /dCTP [17], the binary
complex p58c/DNA:RNA [13], complexes of p49—p58(19-253) or p49(1-390) with UTP [16,23], and
full-length primase in apo-form [18]. Precise regulation of the concerted action of the two catalytic
centers in the primosome is mainly based on the shape complementarity or the steric hindrance
between its three components: a platform and two mobile domains, p58¢ and p180core [13].

Further studies are required to understand the mechanism of primosome integration into the
replisome and its regulation by other replicative factors. Studies in yeast have shown that trimeric
Ctf4 links the N-terminal domain of the Pole catalytic subunit to the GINS complex, which is a part of
the CMG helicase also containing Cdc45 and Mcm2-7 [25,69]. The helical N-terminal domain of p70
connected with the primosome by an 80-residue-long linker is a potential candidate for interaction
with the replisome or regulatory proteins. It interacts with the hexameric helicase of SV40 large T
antigen and activates the viral replisome [27,28]. Moreover, the N-terminal domain of the B subunit of
Pole has a similar structure and interacts with the replisome [70,71]. A recent model of the replisome
organization in Saccharomyces cerevisiae obtained from electron microscopy studies indicates that Polx
is located behind the helicase, in proximity to both unwound parental strands [72]. High-resolution
structural data are needed to build accurate replisome models (human-system models are more
desirable) showing the primosome orientation and conformation during priming of the leading and
lagging strands.
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Abstract: The budding yeast Dbf4-dependent kinase (DDK) complex—comprised of cell division
cycle (Cdc?) kinase and its regulatory subunit dumbbell former 4 (Dbf4)—is required to trigger the
initiation of DNA replication through the phosphorylation of multiple minichromosome maintenance
complex subunits 2-7 (Mcm?2-7). DDK is also a target of the radiation sensitive 53 (Rad53) checkpoint
kinase in response to replication stress. Numerous investigations have determined mechanistic details,
including the regions of Mcm2, Mcm4, and Mcmé6 phosphorylated by DDK, and a number of DDK
docking sites. Similarly, the way in which the Rad53 forkhead-associated 1 (FHA1) domain binds to
DDK—involving both canonical and non-canonical interactions—has been elucidated. Recent work
has revealed mutual promotion of DDK and synthetic lethal with dpb11-1 3 (Sd3) roles. While DDK
phosphorylation of Mcm2-7 subunits facilitates their interaction with Sld3 at origins, SId3 in turn
stimulates DDK phosphorylation of Mcm?2. Details of a mutually antagonistic relationship between
DDK and Rapl-interacting factor 1 (Rifl) have also recently come to light. While Rif1 is able to reverse
DDK-mediated Mcm?2-7 complex phosphorylation by targeting the protein phosphatase glycogen 7
(Glc7) to origins, there is evidence to suggest that DDK can counteract this activity by binding to and
phosphorylating Rif1.

Keywords: DNA replication; DDK; Dbf4; Cdc7; MCM; Rad53; cell cycle checkpoint; Rif1; S1d3

1. Introduction

In an unperturbed cell cycle, budding yeast Dbf4-dependent kinase (DDK) complex triggers the
initiation of DNA replication mainly through the phosphorylation of minichromosome maintenance
complex subunits 2-7 (Mcm2-7) (reviewed in [1]). When DNA damage or dNTP depletion results in
checkpoint activation, the normal role of DDK is opposed by radiation sensitive 53 (Rad53) kinase,
which phosphorylates DDK, leading to its dissociation from chromatin [2-6]. Recently, a much better
understanding of the way in which DDK associates with both Mcm2-7 and Rad53 (structurally and
functionally) has been gained. This review will focus on genetic and molecular studies that have
identified and characterized the subunits of Mcm2-7 which mediate the binding of DDK, and those that
are the critical targets of DDK phosphorylation. Similarly, crucial mechanistic details of both canonical
and non-canonical ways in which the Rad53 forkhead-associated 1 domain (FHA1) interacts with DDK
have been determined. Recently, roles for additional protein factors in regulating DDK stimulation have
also been uncovered. These include synthetic lethal with dpb11-1 3 (S1d3), which both stimulates DDK
phosphorylation of Mcm?2 and binds to DDK-phosphorylated Mcm4 and Mcmé6; and Rapl-interacting
factor 1 (Rif1), which counteracts DDK activity by recruiting the protein phosphatase glycogen 7 (Glc7)
to dephosphorylate Mcm4. Finally, evidence supporting a role for DDK in coordinating the initiation
of DNA replication with sister chromatid cohesion will be discussed.

Genes 2017,8,3 40 www.mdpi.com/journal/genes



Genes 2017, 8,3

2. Insights into DDK Interactions with Mcm2-7

One of the essential players in the initiation of eukaryotic DNA replication is the DDK complex,
comprised of the serine-threonine kinase cell division cycle 7 (Cdc7), and its regulatory subunit,
dumbbell former 4 (Dbf4). In the budding yeast Saccharomyces cerevisiae, each protein is encoded by a
single gene, and deletion of either in a haploid strain is lethal [7]. Recently developed in vitro systems
which recapitulate the molecular events culminating in origin firing have further demonstrated that the
inclusion of DDK is absolutely required for the initiation of DNA replication [8-11]. The crucial function
of DDK is to phosphorylate the Mcm2-7 ring, part of the larger CMG (Cdc45-Mcm2-7-go-ichi-ni-san
(GINS)) replicative DNA helicase complex formed at origins of DNA replication (reviewed in [1]).
The onset of these events is triggered by a rise in Dbf4 levels at the end of G1-phase, which fall after
mitosis as Dbf4 is degraded in an anaphase promoting complex (APC)-dependent manner [12-15].
The high levels of active DDK at the end of G1-phase are also important for overcoming Rif1-Glc7
activity (discussed below) [16,17]. In recent years, a much higher-resolution understanding of these
mechanisms has been obtained (summarized in Figure 1).

It has been known for some time that DDK is essential for DNA replication in vivo, likely due
to its phosphorylation of Mcm2-7 inducing a conformational change, thereby favoring interaction
with other firing factors. A P83L mutation in Mcm5 encoded by the mcmb5-bobl allele can bypass
DDK'’s requirement for viability, presumably mimicking a conformational change that facilitates DNA
replication [18,19]. Similarly, some initial insight as to which residues of the Mcm2-7 subunits are the
critical DDK targets was provided through a report that pointed to the N-terminal serine / threonine-rich
domain (NSD) of Mcm4 as being a target of DDK as well as being required for cell growth and S-phase
progression [20]. To test the hypothesis that the NSD is inhibitory to the activation of origins, an allele
of MCM4 lacking the NSD was transformed into temperature-sensitive cdc7-4 and dbf4-1 budding yeast
strains and—reminiscent of mcm5-bobl—found to complement the growth defects at non-permissive
temperatures [21]. Further examination of the NSD revealed that it could be functionally divided into
overlapping proximal (amino acids 74-174) and distal (amino acids 2-145) regions. The proximal region
inhibits origin activation, as demonstrated by a comparison of wild-type MCM4 and mcm4A74-174
strains. When both were exposed to the ribonucleotide reductase inhibitor hydroxyurea (HU, which
synchronizes cells in early S-phase by provoking a checkpoint response), the MCM4 cells only allowed
origins that are normally active in early S-phase to fire, whereas with the mcm4A74-174 strain, both
early- and late-firing origins were activated. In contrast, the distal region was found to restrict the rate
of replication fork progression [22,23].

Mcm?2 has also been identified as an important DDK target, and is phosphorylated at serines 164
and 170 [24-26]. Plasmid-based expression of an allele where sequences encoding the two serines
were changed to specify alanines, mcm2-2A, acted in a dominant negative fashion in an MCM2
wild-type strain, resulting in severe growth defects. When the same mcm2-2A mutant was expressed at
wild-type levels from a plasmid in a temperature-activated degron (td)-tagged mcm2 strain at 37 °C (a
temperature at which the td-tagged Mcm?2 is degraded), again severe growth defects were observed, and
fluorescence-activated cell sorting (FACS) analysis revealed impaired S-phase progression. Interestingly,
in both cases, the defects could be partially suppressed by the mcm5-bob1 mutation [26]. Mcm?2 and
Mcmb5 lie adjacent to one another in the Mcm2-7 ring, and disruption of the interaction between the two
of them leads to an opening, which allows for loading onto double-stranded DNA [27-29]. Insight as
to the possible biological role of Mcm2 modification by DDK was provided by the observation that
DDK-phosphorylated Mem? dissociates from Mcm5 and triggers opening of the Mem?2-7 ring [26] to
allow extrusion of single-stranded DNA generated from origin melting. Electron microscopy analysis
of Drosophila melanogaster Mcm2-7 suggests that the Mcm2-Mcmb5 gap is later sealed through the
interaction of the Mcm2-7 ring with Cdc45 and GINS [30]. As is the case for Mcm2 and Mcm4, Mcm6
has an unstructured N-terminal domain including several DDK target sites [29], and is phosphorylated
by this kinase complex in vitro [31,32]. Recently, both DDK-phosphorylated Mcm4 and Mcm6 were
shown to bind SId3, which in turn recruits Cdc45 to origins (discussed below).
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Figure 1. Model of DNA replication initiation. DNA replication is initiated by the assembly of the
pre-Replicative Complex (pre-RC) at G1 phase, which is then followed by a series of phosphorylation
events carried out by Dbf4-dependent kinase (DDK) and cyclin-dependent kinase (CDK) to generate
the active form of the CMG (Cdc45-Mcm2-7-go-ichi-ni-san(GINS)) helicase. Normally, DDK activity is
low until the end of G1 phase, as Dbf4—the regulatory subunit of DDK—is degraded in an anaphase
promoting complex (APC)-dependent manner [12-15]. However, some Dbf4 that has escaped this
process can provide residual DDK activity, contributing to potential premature Mcm2-7 complex
phosphorylation. To avoid this, Rifl recruits the protein phosphatase Glc7 to dephosphorylate the
DDK targets. High activity of DDK in late G1 phase is proposed as a mechanism to inhibit Rif1-Glc7
activity [16,17]. DDK activity is also inhibited by the S-phase checkpoint kinase, Rad53, during exposure
to genotoxic agents or ANTP depletion. Rad53 binds to and phosphorylates Dbf4 to remove DDK from
chromatin and prevent subsequent origin firing [2-6]. Rad53 also phosphorylates an essential target
of CDK, SId3, to ensure the inhibition of DNA replication during replication stress [3,4], ORC: Origin
Recognition Complex.
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In addition to characterizing the regions of MCM subunits that are phosphorylated, insight
has been gained regarding the way in which the DDK complex is targeted to Mcm2-7. Sequential
analysis of each MCM subunit’s ability to bind the DDK components through both two-hybrid
assays and co-immunoprecipitation analysis revealed that Dbf4 and Cdc7 bind to Mcm?2 and Mcm4,
respectively [33], and DDK docking regions have been uncovered in these two MCM subunits [20,24,33].
In the case of Mcm4, a region comprising amino acids 175-333 was found to mediate binding by
DDK [20], while two different regions on Mcm?2 are required, including amino acids 2-63 [33] and
204-278 [24]. Interestingly, while structural studies have shown that Mcm2 and Mcm4 are not in
close proximity in a single Mcm2-7 hexamer, the situation is different with the double hexameric
form known to be loaded onto origins of DNA replication, where these subunits lie adjacent to one
another, forming a bipartite DDK binding site, consistent with the finding that the double hexamer
is a preferred DDK substrate over the single hexamer [34,35]. Previous work has revealed that DDK
interacts with Mcm?2 through the conserved Dbf4 N- and C-motifs [36,37], however little is known
about the Cdc7 region that interacts with Mcm4.

While Mcm10 does not share sequence homology with Mcm2-7 [38] and is not included in the
Mcm?2-7 ring, it is nevertheless indispensable for DNA replication [11,38]. A recent study showed
that both DDK subunits associate with Mcm10 in vitro, with Dbf4 binding more strongly than
Cdc7 [39], which is consistent with an earlier finding that Cdc23 (homolog of Mcm10 in fission
yeast Schizosaccharomyces pombe) binds to Dfp1 (homolog of Dbf4 in fission yeast) [40]. Mcm10 also
interacts with Mcm?2-7 [38,41-44], and the strength of this interaction is increased in the presence of
DDK and cyclin-dependent kinase (CDK) [45], which may facilitate double hexamer separation [46].
Moreover, Mcm10 increases DDK phosphorylation of Mcm?2 [39,40] and the Mcm2-7 complex as a
whole [40] in vitro.

3. Regulation of DDK Activity by Rad53

The ability of DDK to phosphorylate MCM subunits can be impeded by the checkpoint kinase
Rad53, which is known to bind Dbf4 primarily through its FHA1 domain [47]. Under conditions
where DNA is damaged or cellular ANTP pools are depleted, Dbf4 is a target of Rad53, which results
in removal of the DDK complex from chromatin [2], thereby inhibiting further origin firing [3-6].
Furthermore, in vitro phosphorylation of the DDK complex by Rad53 has been found to inhibit the
phosphorylation of Mcm?2 by DDK [48]. Numerous Rad53 phosphorylation sites have been identified
in Dbf4, and mutation of four of these to alanines in a strain for which Rad53 phosphorylation sites in
Sld3 were similarly mutated resulted in late origin firing, despite exposure to HU [3]. More recently,
characterization of the Dbf4 region required for binding Rad53 revealed that a stretch including
amino acid residues 105-221 is both necessary and sufficient for the interaction of Dbf4 and Rad53.
A crystal structure was subsequently obtained, confirming a BRCA1 C terminus (BRCT)fold, but with
an additional N-terminal alpha-helix required for FHA1 binding, and was therefore designated the
H-BRCT domain [49]. As FHA domains are known to bind phosphothreonine-containing motifs, each
H-BRCT threonine was systematically mutated, but none of these changes resulted in an abrogation
of the interaction with FHA1. Subsequently, a combination of bioinformatics, nuclear magnetic
resonance (NMR) spectroscopy, and two-hybrid analysis uncovered a non-canonical lateral surface
patch on Rad53 FHA1 that binds to Dbf4 H-BRCT, distinct from its phosphothreonine epitope-binding
domain [50]. Importantly, the Rad53 FHA1 domain is able to simultaneously engage Dbf4 H-BRCT
and a Cdc7 phosphoepitope known to be recognized by Rad53 [50,51], suggesting a bipartite mode
of interaction with the DDK complex. Indeed, this has now been confirmed through the elucidation
of the crystal structure of Rad53 FHA1 simultaneously bound to Dbf4 and the phosphorylated Cdc7
peptide [52]. A requirement for FHA1 interaction with both DDK subunits may serve to simultaneously
ensure that this only occurs during a checkpoint response (canonical phosphothreonine interaction
with Cdc7), and exhibits substrate specificity (non-canonical interaction with Dbf4).
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4. Mutual Promotion of S1d3 and DDK Activities

Sld3 is a key factor in the initiation of DNA replication and represents an essential target of CDK
at this point in the cell cycle [53-55]. SId3 associates with early-firing origins in G1 phase and late-firing
origins in late S-phase [56], consistent with it being one of the limiting factors that differentiate early
and late origins [55,57]. It binds to both Mcm?2-7 and Cdc45, thus serving to recruit the latter to
origins [56,58]. In recruiting Cdc45, Sld3 forms a complex with SId7 [55], which acts to reduce S1d3’s
affinity to Cdc45 [59], likely helping Sld3 to dissociate from the origin while Cdc45 remains and
eventually moves with the replication fork as a part of the CMG helicase. GINS may also help to
displace SId3 from origins, as they compete with each other for Mcm?2-7 binding [58]. Like Dbf4, SId3
is targeted by Rad53 phosphorylation as a mechanism to inhibit origin firing in response to DNA
damage [34].

For some time, it has been known that Sld3’s association with origins of DNA replication is
DDK-dependent [55,60], but the molecular mechanisms involved have been uncovered more recently.
Sld3 binds to Mem2-7 [58], which facilitates its recruitment to origins. An in vitro replication system
comprised of origin DNA attached to magnetic beads supplemented with purified budding yeast
replication proteins was used to show that SId3 binds loaded Mcm?2-7 in a manner dependent upon
DDK [61]. Further analysis revealed that SId3 amino acids 510-545 mediate this interaction [61].
Interestingly, this region includes many of the sites that Rad53 phosphorylates to inhibit origin
firing [3], and preincubation of Sld3 with Rad53 prevented it from binding MCM in the presence
of DDK [61], in much the same way as Rad53 phosphorylation prevents SId3 from interacting with
scaffold protein Dpb11 (see Figure 1) [3]. This same system was further used to examine MCM subunit
binding, and revealed that SId3 specifically interacts with DDK-phosphorylated Mcm4 and Mcm6 [61].
To test whether the binding of SId3 to Mcm4 and Mcm6 represents the essential function of DDK,
Mcm4 and Mcm6 phosphomimic mutants were generated for which N-terminal DDK-targeted serine
and threonine residues were substituted with negatively charged aspartate residues (Mcm4-25D,
Mcm6-25D), and were able to support roughly 60% the wild-type level of DNA replication in the
absence of DDK. Two recent studies have also reported DDK-dependent interactions between SI1d3
and Mcm2 through pull-down, co-immunoprecipitation, and two hybrid assays [10,62]. Intriguingly,
the crystal structure of SId3 uncovered two conserved basic patches close to one another with the
potential of mediating interactions with phosphorylated Mcm2-7 subunits [63]. One of these (amino
acids 301-330) has been found to act as a Cdc45-binding interface [63], while mutation of the second
patch for the sld3-4E mutant (K188E, R192E, K404E, K405E) resulted in disrupted interactions with
Mcm2 and Mcmé, but not Cdc45 [62]. Importantly, a similar mutation of this region (K181E, R186E,
R192E, K404E, K405E) also maintained an interaction with Cdc45, but displayed a severe growth
inhibition phenotype, and this was mirrored by a failure of sld3-4E to support growth in place of the
wild-type SLD3 allele [62,63]. As with Mcm4 and Mcm6, the N-terminus of Mcm?2 has proven to be
crucial for Sld3 binding, as Mcm?2 amino acids 1-390 are sufficient for this interaction, but amino
acids 1-299 are not [62]. Confirmation of the physiological importance of Sld3 interactions with the
Mcm2 and Mcmé6 N-termini, was obtained through in vivo complementation assays, in which deletion
mutants with disrupted Sld3 binding for Mcm2 (A300-390) or Mcmé6 (A1-122) failed to support growth
or S-phase progression in the absence of wild-type Mcm2 or Mcmé6 expression, respectively [62].
Furthermore, quantitative PCR analysis of chromatin immunoprecipitation samples (ChIP-qPCR)
revealed that the mcm6A1-122 mutant is deficient in recruiting both SId3 and the single-stranded DNA
binding protein replication protein A (RPA) to early-firing origin ARS607, consistent with a defect in
replication initiation [62].

Interestingly, there is some evidence to suggest that—in addition to DDK facilitating the
association of Sld3 with origins of DNA replication—SId3 in turn may aid DDK in carrying out one
of its roles. As mentioned above, DDK phosphorylates Mcm?2 at serines 164 and 170 [24-26]. In vitro,
the addition of either full-length Sld3 or its C-terminus alone was able to substantially enhance DDK
phosphorylation of Mcm?2 [64]. Further evidence for the importance of this stimulatory role was
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obtained by generating a SLD3 mutant, sld3-m16 (S1d3-S556A, H557A, S558A, T559A), defective in
aiding DDK with Mcm2 phosphorylation, but competent with respect to other functions, including
binding to Dpb11, Mcm2-7, Cdc45, and T-rich single-stranded origin DNA. Reminiscent of the mcm2-2A
mutant, expression of sld3-m16 resulted in a dominant-negative growth defect phenotype, and a
decrease in association between Mcm2-7 and GINS was observed, pointing to a defect in CMG
helicase assembly [64]. This mutually stimulatory relationship between DDK and Sld3 activities likely
represents an important positive feedback loop that helps push origins past the threshold of CMG
formation required for origin firing.

5. Opposing Activities of SUMOylation, Rif1l, and DDK

Rifl was initially identified as a regulator of telomeric length [65], but has more recently been
implicated in the regulation of DNA replication in budding yeast, fission yeast, and mammalian
cells [66-70]. More specifically, several lines of evidence point towards an important role for Rif1 in
opposing the MCM phosphorylation activity of DDK. For example, temperature-sensitive cdc7-1
cells can typically be synchronized at the G1-S boundary at 37 °C, yet failed to arrest at this
temperature in a cdc7-1 riflA strain [16]. Furthermore, deletion of RIF1 was found to increase
the proportion of hyperphosphorylated Mcm4 in budding yeast whole cell extracts, as judged
by slower mobility in sodium dodecyl sulfate polyacrylamide gel electrophoresis (SDS-PAGE)
immunoblots [16,17,71]. To promote dephosphorylation, Rifl possesses two conserved motifs for
the docking of Glc7—the sole budding yeast protein phosphatase 1 [16,17,71]. Mutation of the Rifl
Glc7 docking domains was able to suppress cdc7-4 and dbf4-1 growth defects, consistent with it
normally reversing the MCM phosphorylation carried out by DDK [17]. Further evidence for such a
role was provided by the observation that a Rif1 Glc7 docking domain mutant resulted in increased
Mcm4 phosphorylation, which could be reduced or prevented altogether in a cdc7-1 background at
permissive and non-permissive temperatures, respectively [71]. The idea of Rifl targeting protein
phosphatases to origin-bound MCM complexes is further supported by ChIP analysis carried out in
both S. cerevisiae and the fission yeast S. pombe, which showed a reduction of Glc7 and S. pombe protein
phosphatase 1 Sds21 and Dis2 at late-firing origins in the absence of Rif1 or with mutation of its protein
phosphatase 1-binding motifs [71].

Intriguingly, a hint of another mechanistic layer in the opposing actions of Rifl and Dbf4 has
been provided by the key finding that Dbf4 can itself bind to Rifl through the latter’s C terminus
(amino acids 1790-1916) [16,17]. It is tempting to speculate that Rifl may thus directly counteract DDK
activity, however, the ability of DDK to phosphorylate Mcm4 in vitro was not inhibited by the addition
of the purified Rifl C terminus [16]. The inverse may also be true—namely, that DDK binding and
potential phosphorylation of Rifl hinders the latter’s ability to target Glc7 to origins. Indeed, putative
conserved DDK and CDK phosphorylation sites are found adjacent to the protein phosphatase 1
docking domains in both S. cerevisiae and S. pombe Rifl. A S. cerevisiae Rif1l mutant for which nine of
these serines were changed to alanine enhanced the temperature-sensitivity of cdc7-1, while changing
them to aspartic acid as a phosphomimic had the opposite effect, reminiscent of what was observed
when the docking sites themselves were mutated, and equivalent results were observed with similar
S. pombe mutants [16,71].

Bringing things full circle, one further role of Rif1 is to potentially counteract DDK phosphorylation
of SId3. Although it has been clearly established that SId3 is a crucial target for CDK phosphorylation, a
significant phos-tag gel mobility shift has been observed for Sld3 in G1 phase rifIA cells, consistent with
phosphorylation, and this shift is prevented in cdc7-4 cells at non-permissive (37 °C) temperature [17].

Interestingly, a recent report has uncovered a potential additional mechanism for DDK-mediated
promotion of MCM phosphorylation [72]. SUMOylation of chromatin-bound Mcm?2-6 subunits was
detected, peaking in G1 phase after MCM loading, declining during S-phase, then rising again in
M phase. Mcm? showed a slightly different pattern, with SUMOylation persisting through most
of S-phase, before declining at the end of S-phase. SUMOylation of Mcm6 was shown to increase
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its interaction with Glc7 [72], promoting the dephosphorylation of Mcm2-7 [16,17,71]. When DDK
was inactivated, Mcm2-6 SUMOylation was no longer lost as cells transitioned from G1 to S-phase,
suggesting that DDK mediates this process. As SUMOylated forms of Mcm4 did not appear to be
phosphorylated by DDK, the authors speculated that DDK might instead act on deSUMOylation
enzymes, although this remains to be investigated [72].

6. Targeting of DDK to Early Replicating Centromeric Origins of DNA Replication

Initiation events at budding yeast origins of DNA replication are temporally regulated, with
individual origins characteristically firing in early, mid, or late S-phase [73]. DDK activity is limiting
for DNA replication, as Dbf4 is present at low abundance and is required throughout S-phase to
promote new initiation events [57]. DDK is therefore one of the determinants of which origins fire
first in S-phase; however, only recently have some of the underlying mechanistic details been uncovered.
Among the earliest origins to fire in S-phase are those associated with the 16 centromeric regions of
S. cerevisine chromosomes [73]. Similar findings have been obtained with other yeast species [74-76],
Trypanosoma brucei [77], and D. melanogaster [78], suggesting that this is a conserved aspect of eukaryotic
cell cycles. Interestingly, live cell imaging in S. cerevisine has revealed that both Dbf4 and Cdc7 accumulate
near spindle pole bodies and kinetochores in late M and early G1 phase [79]. The centromeric localization
of Dbf4 was confirmed by ChIP-qPCR for cells arrested in G1 phase, but was strongly impaired
when the genes encoding either chromosome transmission fidelity 19 (Ctf19) or chromomsome loss
4 (Chl4) (both kinetochore constituents) were deleted. This effect was specific for Dbf4 association
at centromeres, as Dbf4 association with early-firing origins ARS606 and ARS607 was not altered in
ctfI9A or chl4A cells. The discovery that Dbf4 Myc-tagged at its C terminus is impaired for association
with centromeres, but not with replication origins allowed researchers to determine that abrogation of
DDK targeting results in a specific reduction in Sld3-S1d7 origin association and a delay in replication
timing at centromeric regions [79]. Importantly, the recruitment of DDK to kinetochores also appears
to promote sister chromatid cohesion by targeting the sister chromatid cohesion protein 2 (Scc2)-Scc4
cohesin loader to centromeres in G1 phase, which has also been observed in Xenopus laevis [80]. Thus,
DDK likely plays a central role in coordinating S-phase onset with sister chromatid cohesion. Recently,
Dbf4 localization at centromeres has also been observed in human cells, and DDK was implicated
in regulating the recruitment of topoisomerase 2-alpha (TOP2A), which is required for chromosome
condensation and sister chromatid separation [81]. Although the timing of Dbf4 centromere association
was not coincident with the onset of DNA replication, this study involved the overexpression of tagged
Dbf4. Thus, it would be interesting to observe if a stronger correlation is found with normal levels of
Dbf4 expression.

7. Conclusions and Perspectives

To initiate DNA replication, DDK binds to and phosphorylates its essential target—the Mcm2-7
ring. This phosphorylation leads to gate opening between Mcm?2 and Mcm5, allowing extrusion of single
stranded DNA generated by origin melting. DDK also facilitates the association of one of the essential
firing factors, Sld3, with origin DNA. A key feature of this DDK-dependent recruitment is that S1d3
interacts with DDK targets Mcm2, 4, and 6. SId3 in turn targets Cdc45 to origins, thereby facilitating the
formation of the CMG replicative helicase. As many of these mechanistic details have been determined
through the use of in vitro systems, the additional construction of mutant strains will be required to
confirm that they hold true in vivo. The recruitment of DDK to yeast centromeric sequences in G1 phase
promotes early S-phase replication of these regions, and likely ensures proper coordination with sister
chromatid cohesion through Scc2-Scc4 targeting to the same loci. Similar findings in other eukaryotes
merit further investigation to establish the degree of mechanistic conservation.

Negative regulation of DNA replication by opposing DDK activity can occur via two distinct
mechanisms. The checkpoint kinase Rad53 impedes DDK activity during S-phase replication stress.
How Rad53 binds DDK to facilitate its phosphorylation has been characterized, exposing two FHA
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domain-mediated binding modes, one canonical and the other non-canonical. Rifl and Mcm2-7
SUMOylation can each counteract DDK activity to prevent precocious DNA replication initiation in G1
phase by targeting Glc7 to dephosphorylate MCM subunits, yet exactly how Rifl is itself recruited to
origins of DNA replication, and the precise mechanism of Mcm2-7 SUMOylation, are open questions
that remain to be investigated.
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Abstract: Origin DNA melting is an essential process in the various domains of life. The replication
fork helicase unwinds DNA ahead of the replication fork, providing single-stranded DNA templates
for the replicative polymerases. The replication fork helicase is a ring shaped-assembly that unwinds
DNA by a steric exclusion mechanism in most DNA replication systems. While one strand of
DNA passes through the central channel of the helicase ring, the second DNA strand is excluded
from the central channel. Thus, the origin, or initiation site for DNA replication, must melt during
the initiation of DNA replication to allow for the helicase to surround a single-DNA strand. While this
process is largely understood for bacteria and eukaryotic viruses, less is known about how origin
DNA is melted at eukaryotic cellular origins. This review describes the current state of knowledge
of how genomic DNA is melted at a replication origin in bacteria and eukaryotes. We propose that
although the process of origin melting is essential for the various domains of life, the mechanism for
origin melting may be quite different among the different DNA replication initiation systems.

Keywords: DNA helicase; DNA replication; initiation; protein-DNA interaction; DnaA; Large T
antigen; E1 helicase; Mcm2-7; melting

1. Review of Bacterial Replication Initiator DnaA

Like every other organism, bacteria must replicate their DNA in order to produce viable offspring.
However, bacteria cannot infinitely replicate, meaning there must be a tight regulation of this process.
The fact that replication does not just start and pause indicates that there is a lot of regulation on
the initiation of chromosome replication. DnaA, the key initiator protein among almost all bacteria,
is a highly conserved protein and is the driver of the system in which DNA replication initiation is
regulated. This protein has been studied extensively and understood through the Escherichia coli model.

2. DnaA-Orisome Structure

DnaA is a key protein in the initiation of bacterial replication (Figure 1). Bound to high- and
low-affinity sites at the initiation sequence, oriC, DnaA is a highly conserved protein among all
bacteria that comprises the DNA-protein complex termed the orisome, which triggers the initiation
of chromosome replication. OriC DNA is not bare throughout the cell cycle, but instead has bound
DnaA to three high-affinity sites (left to right: R1, R2, R4). These three DnaA sites, along with oriC
bending protein Fis, set a nucleosome-like conformation in the origin that has been suggested to
prevent replication initiation (Figure 2) [1]. Fis is not necessary for viability, however, the lack of Fis
binding results in asynchronous replication in rapidly growing cells. This is due to the binding of
DnaA to low affinity sites at a lower concentration than what is normally required, since there is no Fis
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protein to inhibit DnaA binding [2]. Additionally, this conformation keeps the DNA double-stranded
until the appropriate replication-promoting proteins bind and separate the two strands. The review
by Leonard and Grimwade [1] discusses that these replication-promoting proteins include additional
DnaA and another DNA bending protein, Integration Host Factor (IHF). Upon accumulation of
a sufficient level of DnaA-ATP, the active form of DnaA, Fis will be displaced and IHF will bind,
along with DnaA, to low affinity sites between R1 and R2, and R2 and R4 [3]. IHF has been shown to
be nonessential for the assembly of a functional orisome, however, this loss of IHF results in perturbed
replication initiation [1]. The viability of cells lacking IHF binding is most likely due to the flexibility
of the DNA between R1 and R5M.

Although the exact mechanism of the displacement of this initiator inhibition is unclear, a recent
study has shown that ATP-bound DnaA, as opposed to ADP-bound DnaA, experiences a conformational
change within domains I-III that enhances its ability to bind to low affinity sites within oriC as
well as cooperatively bind to already bound DnaA molecules [4]. Once a threshold concentration
of DnaA-ATP is achieved in the cell, Fis can successfully be displaced and the inhibitory complex
can progress to an active one. DNase I footprinting studies have suggested that DNA wraps around
the DnaA oligomer once bound [5]. As illustrated in Figure 1, the function of each domain has been
determined via reverse genetics: DnaA recruitment (I), DNA binding (IV), oligomerization (I, I1I),
ATP binding (III), and helicase loading (I, III) [1]. Between domains III and IV is an amphipathic region
that is involved in binding to the inner membrane of the cell [6]. Additionally, domain II serves as
a flexible linker, aligning domain I with domains III + IV [4].

ssDNA binding, ATP
DnaA recruitment + binding, DnaA Membrane
oligomerization, Flexible linker ©ligomerization, DnaB  binding
DnaB helicase loading ey helicase loading region DMNA binding

Met1 | - 1]] IV Argae7

(1-86) (87-134) (135-356) (357-374) (375-467)

Figure 1. A schematic map of the four domains of DnaA. ssDNA: single-stranded DNA.

Figure 2. Proposed loop conformation of inactive oriC, constrained by DnaA bound to high-affinity
sites R1, R2, and R4 via domain I N-terminus interactions. This conformation is facilitated by Fis.

3. DNA Conformation

The oriC DNA contains multiple sites of DnaA binding in which specific binding is required for
duplex unwinding (Figure 3). Between the three high affinity sites mentioned in the above paragraph
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are low affinity DnaA sites (R5M, 12, I1, and 12, respectively, between R1 and R2; C3, C2, 13, and C1,
respectively, between R2 and R4) [3], which become DnaA bound just before origin melting. The left
half of oriC (R1-I2) and right half of oriC (R2-R4) have opposite orientations, with both oriented
inward of oriC (towards each other) [3]. Kaur et al. demonstrated that the loss of any two high affinity
sites resulted in the loss of oriC function, while the loss of any single high affinity site resulted in
a functional oriC with perturbed initiation timing, with an R4 mutation being the most significant [3].
The loss of R2 showed the least significant impact, implying that R2 may be a redundant site or may
stabilize the oligomers from R1 and R4. The loss of any single high affinity site rendered the cell
dependent on both Fis and IHF binding for a functional oriC. When either R1 or R4 was deleted, R2 was
shown to be capable of nucleating a DnaA oligomer, although a higher concentration of DnaA was
required. Less DnaA was detected in the right half of oriC in R4 mutants, supporting the importance
of R4 [2]. Additionally, it was shown that E. coli mutants with a deletion in the entire right half
or oriC (R2-R4) are still viable under slow growth conditions. However, with sensitivity to rich
media and other rapid growth conditions, it is possible that the right half of oriC has evolved to
support multi-forked replication [7]. With these data on alternative methods for pre-RC formation,
the minimum requirements for origin melting can be further investigated and understood with
greater complexity.

N ) (+)

. IHF | | | | Fis |
gidA | -l m“"c

R1 RSM1t21112 R2 C3C2I3C1R4

13mers DnaA GC
L M R Trios Rich

Figure 3. The origin of replication in Escherichia coli, oriC. This 245-bp sequence consists of the 13-mer
DNA unwinding element (red), DnaA-trio motifs (blue), and binding sites for DnaA, Integration Host
Factor (IHF), and Fis. Additionally, flanking genes gidA and mioC are shown. The arrows represent
the transcription direction of the flanking genes (large, hollow arrows) and directionality of DnaA
filament formation (small arrows above DnaA boxes). The black arrows help visualize each type of
supercoiling, shown above the oriC.

The DNA unwinding element is an AT-rich region towards the left of oriC that has less helical
stability than the rest of oriC DNA. DNA unwinding element (DUE) consists of three regions (L, M,
R) 13-mer repeats [1]. The DUE is the first piece of DNA to unwind in replication initiation [8],
with evidence supporting initiation of melting beginning with the L-region [9]. Kowalski and Eddy
have demonstrated that by deleting the 1-13mer and replacing it with a dissimilar sequence, its helical
instability, rather than its specific sequence, is essential for origin function and duplex unwinding.
Meanwhile, the sequence of the r-13mer is the most evolutionarily conserved of the three segments,
suggesting a role for the r-13mer in specific protein recognition [10].

An increase in net negative supercoiling (a general undertwist in the DNA has been shown
in more efficient E. coli initiation, indicating that this chromosomal topology is preferred for
replication initiation [11]. The flanking gene gidA introduces negative supercoiling to the left of
the DUE, which helps further destabilize the already less thermodynamically stable AT-rich DUE [11].
Supporting this, maximal gidA transcription occurs before initiation. Additionally, Magnan and Bates
discuss in their review the importance of positive supercoiling in regulating oriC transcription [11].
The positive supercoiling to the right of DUE is regulated by the flanking gene mioC, with maximal
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transcription immediately after initiation. While gidA and mioC are both dispensable, it is possible that
they help drive initiation under suboptimal conditions [11]. Kaur et al. tested for the conformation of
oriC pre-melting, and developed a model in which oriC forms a constrained loop by interactions of
the N-termini of high affinity-bound DnaA, and this loop and repression of active low affinity sites is
assisted by Fis binding (Figure 2) [3]. It is possible that this pre-initiation complex causes a reduction
of negative supercoiling adjacent to the DUE, and further research is needed to support this.

Recent research has found a DnaA-trio, which consists of a repeating trinucleotide motif,
beginning with 3'-GAT-5, which lies between the AT-rich DUE and the GC rich region (which is
adjacent to the DnaA boxes) (Figure 3) [12]. These newer findings will be discussed in greater detail
later on.

4. Initiator Mechanism

DnaA contains various AAA+ (ATPases Associated with various cellular Activities) motif
sequences which provide a range of functions, including DnaA-DnaA binding [13] and DnaA-ssDNA
(single-stranded DNA) binding [14]. DnaA bound to oriC high affinity DNA boxes, via its
domain IV helix-turn-helix motif [4], nucleates by binding ATP-DnaA at adjacent low affinity sites.
Interestingly, one method of regulation of this step is through a chromosome-membrane protein tether.
Bound to an array of operator sequences on the chromosome up to 1 Mb away from oriC, this tether is
proposed to inhibit DnaA binding to DNA by reducing the net negative supercoiling [15], although this
mechanism is not quite yet understood. DnaA-ATP is required for effective binding to low affinity sites
and DnaA oligomer formation [4], yet DnaA cannot always be bound to ATP. Examining the crystal
structure of DnaA bound to ssDNA revealed four DnaA protomers per oligomer, forming a right hand
spiral around a single strand of the duplex DNA [14].

The DnaA oligomer formation from R1 and R4 inwards towards R2 [3] is mediated by the Arg285
residue within domain III, which is oriented inward towards R2 for both the right and left half of
oriC [13]. These Arg285 fingers stimulate subcomplex formation by binding the ATP nucleotide of
the next DnaA monomer, eventually forming a DnaA oligomer. This study also found that the Arg285
finger of R1-box-bound DnaA is crucial for DUE unwinding and single-stranded DNA unwinding
element (ssDUE) binding, where the same residue of R4-box-bound DnaA plays a necessary role in
DnaB helicase loading.

The interaction between DnaA monomers facilitates a conformational change in the bound strand
of DNA, stretching the contacted strand and disrupting the base pairs of the thermodynamically
unstable DUE [14]. Once this region of oriC unwinds, origin melting is enhanced by binding of
the DnaA box-bound DnaA filaments to the partially melted region of oriC DNA. DnaA forms a helical
filament around the ssDNA, where each protomer binds three nucleotides via two pairs of helices, « 3/«
4 and « 5/ o 6, which line the inner channel of this protein assembly [14]. Additionally, this conformation
prevents reannealing of the two strands of DNA. Once this conformation is set, as visualized in Figure 4,
DnaA stabilizes the partially melted origin by nucleating from the already bound DnaA, forming
dynamic filaments on the ssDNA monomer by monomer in a 3'-5' directionality [16].

While the details of this mechanism have been widely unknown, a recent study has identified
a DnaA-trio motif within the ssDNA, which is recognized by the DnaA box-bound DnaA [12],
facilitating filament formation on the ssDNA via the domain III Initiator Specific Motif (ISM) Initiator
Specific Motif [14]. According to the study conducted by Richardson et al., the box-bound DnaA
recognizes a 3'-GAT-5' sequence, with some variability between the first and third nucleotide,
but a highly conserved second adenine nucleotide [12]. At this point, DnaA will nucleate across the
next few DnaA-trios and into the DUE. Upon filament formation and further duplex melting, DnaA will
load DnaB via domain I and domain Il interactions, initiating the formation of the prepriming complex
(Figure 4, [17]).
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R5M | | | |

Figure 4. Active oriC conformation, showing interactions between R1 and R5M facilitated by IHF,
and interactions between R1 DnaA and DNA unwinding element (DUE)-bound DnaA, which facilitates
filament formation on ssDNA. The thicker blue line represents double-stranded oriC DNA, and the thin
lines of the “bubble” represent the single-stranded DNA of the melted DUE.

5. Large T-Antigen and E1 Helicases

Mechanisms of origin melting can be derived from the structural analysis of the DNA tumor virus
Simian virus 40 (5V40) and papillomavirus. Specifically, SV40 utilizes its Large T antigen (LTag) to initially
separate and continually unwind double-stranded DNA (dsDNA) in host cells, and the papillomavirus
enlists E1 to do the same. Due to eukaryotic similarities, such as homohexameric domains and beta
hairpin loops, results derived from these models may be applicable to the understanding of eukaryotic
melting processes. Unlike replication in eukaryotes, melting with initiators SV40 and E1 is performed
through cooperation of only a handful of protein domains compared to the variety of protein complexes
often necessary to facilitate eukaryotic DNA replication. This lack of complexity yet abundance of shared
homology has allowed recent studying of SV40 and E1 to elucidate potential mechanisms for eukaryotic
origin melting.

6. Structure of LTag and the Core Ori

Melting of eukaryotic DNA is thought to require a variety of protein factors which work together to
manipulate dsDNA, ultimately separating the two strands via mechanical force. Due to the complexity
of the eukaryotic cellular machinery, researchers have turned to more simplistic models of initiation,
such as the Large T antigen. LTag is a double hexameric protein complex produced by the SV40
virus which is solely responsible for melting of SV40 viral DNA origins, as well as helicase activity
once replication forks have been established. Three distinguishable domains compartmentalize these
actions, the first of which is known as the origin binding domain (OBD). The OBD of LTag has been
shown to bind both dsDNA and ssDNA [18] much like the DNA binding domains of DnaA [12].
Many similarly structured DNA binding domains (DBDs) of eukaryotic and prokaryotic replication
machinery bind ssDNA specifically, such as eukaryotic replication protein A (RPA), and bacterial
E. coli single-stranded DN A-binding proteins (EcoSSB) [19-21]. The second and third domains are
the Zn domains, and AAA+ domains, respectively [22]. The three domains can be found in Figure 5A.
To initiate replication, these domains seek out designated binding sites on viral DNA along a segment
known as the core origin of DNA.

The SV40 core origin for DNA replication (core ori) is composed of four pentanucleotide GAGGC
sequences, an AT-rich region (AT), and an early palindromic sequence (EP). From 5’-3’ the ori is
composed of the EP, the four pentanucleotides, and the AT region (Figure 5B). Due to the double
hexameric nature of LTag, and the asymmetry of the core ori, each hexamer is bound to two GAGGC
sequences and either an EP or AT. Once each hexamer is bound, the double hexamer is complete,
and completion of the double hexamer is associated with ori melting [23]. The GAGGC sequences
themselves are recognized by the OBDs of LTag at major grooves [24,25], while AAA+ regions
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were found to utilize histidine residues at the tips of beta hairpin loops to interact with ori DNA
electrostatically at minor grooves (Figure 6B) [22]. Because proteins often use arginine residues to
orient themselves into narrow minor grooves of DNA [26], histidine’s role in the AAA+ domains of
LTag was originally thought to be the same as that of arginine elsewhere (i.e., as a DNA recognition
element) [22]. However, research into the role of these histidines and their respective beta hairpins has
suggested unique models for melting discussed below.

A

Helicase Domain
'

'n Domain
AAA+ Domain

Helicase

B

— Early Palindrome — GAGGC— GAGGC +—————— AT Rich Region ——
— Early Palindrome ———————— CGGAG—CGGAG—AT Rich Region

Figure 5. Structure of the Large T Antigen (LTag) and the Simian Virus 40 (SV40) Core Ori. (A) A cartoon
model illustrating the double hexameric LTag complex and its relevant subdivisions. A single hexamer
is noted to contain a portion of the origin binding domain (OBD) and a helicase domain, which itself
includes a Zn and AAA+ domain; (B) Depiction of the Core Ori of SV40 viral double-stranded DNA
(dsDNA) including the four GAGGC pentamers and the flanking AT-rich (AT) and early palindromic
sequence (EP) regions. The box around two pentamers and the EP region indicates what portion of
the core ori a single hexamer of LTag would occupy.

A E1 B LTag

Figure 6. E1 vs. LTag Beta Hairpin Structure. (A) A cartoon model depicting the central channel of an E1
helicase domain from a down-the-barrel point of view. The outer circles represent helicase subunits
while the structures numbered 1-6 designate the beta hairpin loops. These loops overlap to create
a “staircase” pattern. The foot of the beta hairpin staircase is numbered 1. The increasing numbers
correspond to higher steps in the staircase. Hairpin loop 2 sits higher than hairpin 1, while 3 overlaps 2,
4 overlaps 3, and so on in an ascending pattern characteristic of E1 hairpins. The histidine residues
employed in the untwisting mechanism of melting are denoted in purple at the tip of each hairpin;
(B) A cartoon model depicting the central channel of an LTag hexameric complex. The six circular
domains signify the six helicase subunits while the six oval structures represent beta hairpin loops.
The hairpin loops are organized into a planar arrangement characteristic of LTag helicase domains,
a distinct organizational method not found in E1 that may contribute to unique melting mechanisms.
Histidine residues at the tip of each hairpin are marked in purple [27].
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7. Mechanisms of Melting with LTag

The identified histidine residue is a component of beta hairpin loops which the AAA+ domain
utilizes to interact with DNA (Figure 6B). Because LTag is a double hexamer, the dodecahedric
complex contains two AAA+ domains with a total of twelve beta hairpin loops, and therefore twelve
interactive histidines [28]. Only a single pair of histidines, one imidazole ring from each AAA+ domain,
were found to lie in the same minor groove, as well as in the same plane, and within 2.7 angstroms of
each other, suggesting the presence of hydrogen bonds to provide enhanced stabilization of the LTag
dimer [22]. Portions of the core ori, at which these histidine anchors were found, have been confirmed
to be melted after double hexamer assembly [29]. Further mutagenesis of these beta hairpin structures
has confirmed their necessity during melting of regions flanking the central pentameric sequences of
the core ori [30]. Each set of six beta hairpins are arranged in a planar pattern ultimately creating a ring
with a central, positively charged channel (Figure 6B) [31]. This channel is between 7-15 angstroms
in diameter [32], making it incredibly unlikely for dsDNA to be thread through, but highly likely
for ssDNA [30,33]. For comparison, a hexameric helicase that has been shown to envelop dsDNA,
known as RuvB, has a central channel diameter of 30 angstroms [34]. The SV40 distant homolog, E1,
utilizes helicase domains determined to envelop solely ssDNA (Figure 7D), and it contains a central
channel 17 angstroms in diameter as a result [35]. It is therefore likely that after initial melting,
the ssDNA will become engulfed in the central channel as the helicase domains translocate down
the DNA, separating the double helix via steric exclusion principles. The steric exclusion model of
strand separation occurs when one ssDNA strand, from the duplex that was melted, is enclosed by
a hexameric helicase channel so that when the other strand remains outside of the channel, the duplex
may be pried apart further by helicase progression down the ssDNA [36].

Crystal structures of LTag-DNA complexes have elucidated that each of the OBDs of the double
hexamer are oriented 180 degrees to each other when bound to DNA, potentially as a result of a twisting
motion which could have generated mechanical force to melt the ori DNA [22]. Since hairpin histidines
act as the anchor for LTag’s AAA+ domains, and the minor grooves in which they anchor were
subsequently melted, it is feasible that this twisting motion would provide enough force to disrupt
hydrogen bonds between base pairs of ori nucleotides, similar to the “untwisting” mechanism utilized
by the LTag homolog, E1 (Figure 7). However, LTag-ori-DNA crystal structures showed no significant
deformations of DNA [22]. Because of proposals of E1 utilizing trimers in the “untwisting” mechanism
before construction of the E1 double hexamers homologous to LTag (Figure 7) [37], it has been proposed
that an intermediate LTag structure is formed as well, which melts the ori before the final LTag double
hexamer is assembled for translocation [22].

8. Structure of the E1 Double Hexamer and Double Trimer

Much like SV40’s LTag, papillomavirus’s E1 is a homohexameric protein complex responsible for
both the initiation of melting and the successive unwinding of DNA. E1 recognizes its unique origin of
replication (ori) through DBDs which work to recognize four E1 binding sites, in a nature homologous
to SV40’s use of OBDs to bind four GAGGC sequences. From left to right, the E1 protein complex
consists of an N-terminal domain, a DBD, an oligomerization domain, a helicase domain, and an acidic
C-terminal tail [37]. The DBD is oriented between the two helicase domains which are arranged facing
each other. The DBD binds to the E1 binding sites at the center of the ori, while the neighboring
helicase domains bind to flanking regions of DNA. The helicase domains of the double hexamer (DH)
arrange their beta hairpins in a staircase manner as opposed to the planar formation characteristic of
LTag helicase domains (Figure 6).

Unique to studies of E1, formation of an E1 double trimer (DT) has been identified before formation
of a double hexamer. Although the exact structure of the DT has not been identified, it is accepted
that the DBD of the trimer is oriented between helicase domains, and that the DBD binds the center
of the origin while the helicase domains remain bound to flanking regions of DNA. The DT arises
when E1 interacts with a dsDNA ori probe in the presence of nucleotides, while the DH subsequently

57



Genes 2017, 8,26

forms in the presence of ATP [37]. The DT has been shown to recognize the origin of replication,
and ultimately convert into a double hexamer on ssDNA derived from a melted origin [37].

9. Mechanisms of Melting with E1

Although a single E1 trimer does not maintain helicase abilities [38], the DT has conclusively
demonstrated an ability to melt dsDNA into ssDNA so that the resulting ssDNA may be used as a
template for DH assembly [37]. The identity of the melting complex as DT and not DH, or an intermediate
between the two, was concluded through time-course experimentation [39]. The determination of the DT
as the melting machinery of E1 has led to recent extensive kinetic and biochemical analyses with the goal
of identifying the DT melting mechanism. Plasmid untwisting assays have supported the hypothesis
that initial melting is performed via an untwisting mechanism of ori DNA by the DT (Figure 7) [39].
It is proposed that by hydrolyzing ATP, the DT manages to utilize Histidine residues (H507) in the beta
hairpins of the helicase domains to initiate melting (Figure 6A). Because the helicase domains themselves
remain on the flanks of the E1 binding sites, the histidine interactions with DNA are thought to melt the
central portion indirectly through structural deformations of the flanks which propagate through the
center binding sites via an untwisting mechanism [39]. If this mechanism were to occur, then mechanical
force must be transmitted from the flanks of the ori through the central binding sites. Therefore, nicks
in the DNA should inhibit ori melting as a result of interrupting the path of force transference. This is
precisely what Shuck and Stenlund found during nicking experiments of ori DNA [39].

The untwisting mechanism has become a widely accepted proposal. However, a “squeeze-to-open”
model has been suggested, in which dsDNA is enveloped by DH and ultimately compressed in
the central channel of the helicase domains until base pairs are separated [40]. The “squeeze-to-open”
model is supported by evidence of melting occurring simultaneously as LTag assembly occurs [29].
Since E1 has only demonstrated central channels capable of enveloping ssDNA, a model involving
a larger central channel proves more promising for LTag structures, because they have been shown to
undergo conformational changes promoting slight dilations of their central channels [32].

,

A

(ow)

C

Figure 7. The E1 “Unwinding” Mechanism of Origin Melting. (A) An illustration of an E1 monomer.
Twelve of these constitute an E1 double hexameric complex shown to unwind DNA after initial
melting; (B) Pre-twist: Assembly of a single trimer of E1 monomers around dsDNA, and the insertion
of histidine residues into the dsDNA; The numbers 1, 2, and 3 demark the three subunits of the trimer.
(C) Post-twist: The slight rotation, or “twist”, has resulted in a melted origin and reorientation of
the three subunits as a result; (D) Assembly of a single hexamer of E1 onto ssDNA post melting.

58



Genes 2017, 8,26

10. MCM2-7 Helicase

In eukaryotic cells, it has not yet been determined what melts replication origin DNA.
The MCM2-7 helicase [41] and the origin recognition complex (ORC) [42] assemblies are the most
likely candidates, since these complexes hydrolyze ATP, and energy is required for origin melting.
The MCM2-7 helicase is related to Large T and E1 helicase proteins, suggesting conservation of
mechanism [43]. However, MCM2-7 lacks much of the machinery present in the viral counterparts,
suggesting that the mechanism for origin melting is different for MCM2-7 compared to Large T and
E1 [43]. Furthermore, the MCM2-7 helicase is very weak on its own [44], and MCM2-7 requires Cdc45
and GINS attachment for full helicase activity [45]. The CMG (CDC45-MCM2-7-GINS) helicase is
conserved in archaea as well [46].

The MCM2-7 has an N-terminal domain, required for double hexamer attachment, and a C-terminal
AAA+ domain, required for ATPase activity [41,47]. The double-hexamer interface is active during
late M and G; phase, when the MCM2-7 is loaded as a double hexamer [47,48]. However, during S
phase, when the replication fork helicase is activated, the MCM2-7 double hexamers dissociate,
and the resulting CMG helicases unwind bidirectionally from the origin [49,50]. The MCM2-7 helicase
also has DNA binding regions within the N-terminal and AAA+ domains [51,52]. It is generally
agreed that the CDC45-MCM2-7-GINS assembly, the fully-active helicase, unwinds DNA by a steric
exclusion mechanism [49,53-55]. In this model, the leading strand passes through the central channel
of CMG [49,53-55]. The excluded lagging strand may pass through a side channel of the CMG,
or alternatively the lagging strand may pass completely outside the CMG [49,53-55]. In either event,
the double-stranded origin DNA must be melted to activate CMG unwinding.

What is the mechanism for replication fork unwinding by the CMG? According to the rotary
model, the ssDNA lying inside the central channel of CMG is passed from one AAA+ domain to another
in a sequential manner [35]. This model is derived mainly from homology to the Large T and E1 viral
helicase systems, for which a rotary model is proposed [35]. A second model, based upon recent electron
microscopy structures, proposes that the ssDNA binding regions of the AAA+ domain hands-off
the ssDNA to the ssDNA binding region within the N-terminal region [49,53-55]. Future studies may
reveal which one of these two models reflects the CMG mechanism for unwinding DNA in vivo.

The origin dsDNA encircled by MCM2-7 must be converted from dsDNA to ssDNA during
replication initiation. In budding yeast, the origins are AT-rich, similar to the origins of bacteria
and eukaryotic viral origins, suggesting that this may be conserved to promote initial melting of
the origin, since AT-rich regions are inherently prone to melting. The MCM2-7 may open to promote
exclusion of the lagging strand during the replication initiation. However, the mechanism for MCM2-7
ring opening is currently not known, but it may occur at the MCM2-MCMS5 interface because this
interaction surface is inherently weak [44,56,57]. Future studies may reveal how the MCM2-7 ring
opens during S phase to allow for origin melting, and future studies may also reveal whether ring
opening occurs before or after MCM2-7 double hexamer dissociation.

Additional ssDNA binding proteins may participate in the origin melting process. Proteins that
bind origin ssDNA in budding yeast include MCM10 [58,59], SLD3 [60], SLD2 [61], DPB11 [62],
and RPA [63], the eukaryotic single-stranded binding protein. These proteins do not hydrolyze
ATP, and therefore their contribution to origin melting lies in their ability to bind ssDNA and
stabilize the melted state. Interestingly, mutating the ssDNA binding residues of MCM10, SLD2,
SLD3, and DPBI11 results in decreased replication initiation and diminished recruitment of RPA to
replication origins [62,64—66]. These data suggest that one or more of these initiation factors may be
required to stabilize melted origin ssDNA, and perhaps even hand off melted origin DNA to RPA.
However, little is known regarding the mechanism for how the initiation factors melt origin DNA,
and little is known how the initiation factors hand off ssDNA to RPA. The human homologs of MCM10
(human MCM10) [67,68], SLD3 (Treslin) [66], and SLD2, RECQL4 [69], have also been shown to bind
ssDNA, suggesting that the function may be conserved from budding yeast to human.
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A replication initiation assay has recently been reconstituted for budding yeast using only
purified proteins [70]. Furthermore, methods exist in budding yeast for the induced-degradation of
essential genes, with phenotypic scoring of the mutant phenotype [71,72]. In addition, the ssDNA
binding residues of the initiation factors have now been identified for budding yeast [62,64—66].
Thus, through a combination of in vitro reconstitution assays and in vivo experiments, a mechanistic
understanding of how origin DNA is melted, stabilized, and transferred to RPA will soon be revealed
for this model eukaryotic organism.

11. Concluding Remarks

A key step in replication initiation in all organisms may be the melting of origin DNA,
since replication fork helicases in all systems seem to unwind DNA by a steric exclusion mechanism.
In bacteria, the DnaA protein may be responsible for melting origin DNA, and also for loading
the helicase onto the melted ssDNA. For eukaryotic viruses, the Large T and E1 helicases are competent
to melt the origin DNA and subsequently unwind the DNA by steric exclusion. For the cellular
eukaryotic replication initiation machinery, it appears that essential initiation factors, including
MCM10, SLD3, SLD2, and DPB11, may be responsible for stabilizing the melted origin DNA, and these
proteins may also participate in the hand-off of melted origin ssDNA to RPA. Thus, while origin
melting is common for all domains of life, the mechanism for origin melting may be quite different for
each DNA replication initiation system.
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Abstract: The primary role of the bacterial protein DnaA is to initiate chromosomal replication.
The DnaA protein binds to DNA at the origin of chromosomal replication (07iC) and assembles into
a filament that unwinds double-stranded DNA. Through interaction with various other proteins,
DnaA also controls the frequency and/or timing of chromosomal replication at the initiation step.
Escherichia coli DnaA also recruits DnaB helicase, which is present in unwound single-stranded
DNA and in turn recruits other protein machinery for replication. Additionally, DnaA regulates
the expression of certain genes in E. coli and a few other species. Acting as a multifunctional factor,
DnaA is composed of four domains that have distinct, mutually dependent roles. For example,
C-terminal domain IV interacts with double-stranded DnaA boxes. Domain III drives ATP-dependent
oligomerization, allowing the protein to form a filament that unwinds DNA and subsequently binds
to and stabilizes single-stranded DNA in the initial replication bubble; this domain also interacts
with multiple proteins that control oligomerization. Domain II constitutes a flexible linker between
C-terminal domains III-IV and N-terminal domain I, which mediates intermolecular interactions
between DnaA and binds to other proteins that affect DnaA activity and/or formation of the initiation
complex. Of these four domains, the role of the N-terminus (domains I-II) in the assembly of the
initiation complex is the least understood and appears to be the most species-dependent region of
the protein. Thus, in this review, we focus on the function of the N-terminus of DnaA in orisome
formation and the regulation of its activity in the initiation complex in different bacteria.

Keywords: DnaA; N-terminus of DnaA; oriC; chromosomal replication; orisome; HobA; DiaA; SirA;
Hda; Dps; DnaB

1. Introduction

Chromosomal replication is a key step in cell cycle progression in all organisms of the three
domains of life: Bacteria, Archaea, and Eukaryota. This process begins by the assembly of a multiprotein
complex at a predefined locus (multiple loci in Archaea and Eukaryota) on a chromosome, which is
called the origin(s) of chromosomal replication (ori, in bacteria called 0riC) [1,2]. The main roles of
these nucleoprotein initiation complexes are to recognize the ori site, to distort the double helix, and to
provide a platform for the assembly of the multiprotein replication machinery, termed the replisome,
that will synthesize the nascent chromosome [3,4]. Chromosomal replication is highly regulated, mainly
at the first step (initiation), to ensure that DNA replication does not begin under conditions that prevent
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the cell from completing the process, thus preventing the cell from dividing and producing a viable
offspring cell [5,6].

The general mechanism of replication initiation is similar in all organisms. However, the
number of initiation complexes per chromosome, initiation complex composition, protein-protein
and protein-DNA interactions between initiation complex components, and check-point steps vary
among organisms, with greater differences occurring among more unrelated taxonomic groups [3,4].
It is assumed that the molecular mechanism of replication initiation and its control are simplest in
bacteria and most complex in Eukaryota. Indeed, the composition of the initiation complex in bacteria
is less intricate than in organisms from the other two domains of life [1]. Nonetheless, the bacterial
initiator protein DnaA is highly specialized, such that it can perform the functions of distinct subunits
of Archaeal and Eukaryotic initiation complexes. For example, all initiators, including bacterial DnaA,
Archaeal Orc1/Cdcé, or Eukaryotic Orc1-Orc6 origin recognition complex (ORC), recognize ori sites.
However, in contrast to the last two, which are unable to melt DNA, only DnaA unwinds DNA
and recruits other replisome proteins, especially the replicative helicase DnaB, to the newly formed
single-stranded replication eye [7,8]. The DnaA protein and oriC are also the main factors controlling
the assembly of the initiation complex or are subjected to control mechanisms that restrict the number
of replications to one per cell cycle [6,9,10]. It is noteworthy that in some species, e.g., Escherichia coli
or Bacillus subtilis, DnaA also serves as a transcription factor [11,12]. Thus, DnaA is a multifunctional
protein, which is reflected by its complex structure and structure-function related activities.

2. Bacterial DnaA—General Overview of the Structure and Function

To form a bacterial initiation complex, often called an orisome, DnaA binds to DNA at oriC and
employs protein-protein interactions between protomers to assemble into a helical filament that is
capable of opening double-stranded DNA (dsDNA) at the DNA unwinding element (DUE) [13]. DnaA
is encoded by the dnaA gene, which is found in nearly all bacterial species. Exceptions include a few
endosymbiotic bacteria, such as Azolla filiculoides, Blochmannia floridanus, and Wigglesworthia glossinidia,
which lack a functional dnaA gene. In these bacteria, the initiator protein and mechanisms of initiation
of chromosomal replication remain unidentified [14-16]. The DnaA proteins in bacteria characterized
thus far vary in molecular weight between 47 kDa and 73 kDa (399-amino acid Aquifex aeolicus DnaA
and 656-amino acid Streptomyces coelicolor DnaA, respectively). DnaA is composed of four structural
and functional domains (Figure 1). The C-terminal domain IV encompasses approx. 120 amino acids
(~13 kDa) and, together with domain III (approx. 230 amino acids, ~25 kDa), constitutes the most
conserved part of DnaA with regard to structure and function. Domain II, which links domain III
and domain I, is the most diverse domain between species with respect to sequence and length,
varying between approx. 20 amino acids (~2 kDa) in Helicobacter pylori and approx. 250 amino acids
(~28 kDa) in S. coelicolor. However, it should be noted that some DnaA proteins, such as the A. aeolicus
initiator protein, appear to lack domain II (Figure 2) [17]. N-terminal domain I is composed of approx.
75-110 amino acids (~8-12 kD) (74 amino acids in A. aeolicus DnaA, 90 amino acids in E. coli DnaA,
108 amino acids in Mycobacterium tuberculosis DnaA), and in contrast to a well-conserved secondary
structure, its sequence is poorly conserved among unrelated bacterial species.

Domain IV is responsible for DNA binding via a helix-turn-helix motif (Figure 1). The domain
recognizes 9-mer, non-palindromic DNA sequences called DnaA boxes that are clustered at oriC (E. coli
consensus sequence: 5'-TTATNCACA-3'). Domain III belongs to the ATPases Associated with diverse
cellular Activities (AAA+) class of proteins; upon interaction with adenosine triphosphate (ATP), but
not adenosine diphosphate (ADP), domain III changes conformation to enable the protein to properly
oligomerize into a filament. The structure of such a filament bound to dsDNA and the means by
which DnaA melts oriC is not fully understood. Nonetheless, the interaction between DnaA monomers
within the filament introduce a conformational change in the bound DNA to melt its double-stranded
structure at the DUE [18-20]. Subsequently, multiple domain III's of the filament bind to and stabilize
single-stranded DNA (ssDNA) via initiator-specific motifs (ISMs) [18,21-24]. E. coli DnaA domain III,
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together with domain I, recruits DnaB helicase to an open complex and helps position the helicase
onto the ssDNA [25,26]; however, DnaA interactions with DnaB helicase and helicase loaders vary
among species [27-30]. It should be noted that filamentation is mediated by domain III and controlled
by other proteins that interact directly with this domain, such as a complex of the beta subunit of the
DNA polymerase III (3-clamp) and the protein homologous to DnaA (Hda) (3-clamp-Hda- complex)
in E. coli and possibly in Caulobacter crescentus or the sporulation initiation inhibitor protein Soj and
the initiation-control protein YabA in B. subtilis [31-35]. Interestingly, as shown for E. coli DnaA,
domains III and IV are sufficient in vitro for opening the oriC region; i.e., proteins that lack domains I
and II unwind oriC in vitro in a manner similar to that of the full-length protein [36]. However,
N-terminally truncated DnaA does not support DNA replication in vitro and is not viable in vivo,
which indicates that the N-terminal part of E. coli DnaA is required to maintain its function in bacterial
cells. Indeed, it has been shown that DnaA domain I, similar to domain III, mediates interactions
between DnaA monomers and interacts with other proteins, including the helicase DnaB (see below).

Although the N-terminal domain is crucial for DnaA activity in vivo, its role in orisome formation
is the least understood of the four domains. The reason for that is, in part, related to the lack of structure
of full-length DnaA. The structure of the N-terminal portion of DnaA [37,38], which consists of a largely
unstructured domain II and independently solved structures of domains III-IV [13,17,22], does not
allow us to predict how the N-terminal domain is positioned within the orisome and how domain I is
oriented with regard to the C-terminal domains III and IV. Due to the flexible domain II, DnaA domain
I appears to be structurally detached from domains III-IV; however, it does affect DnaA activity in
the orisome. Moreover, domain I is sensitive to regulation by cellular proteins (Figure 1B) that appear
to coordinate DnaA activity with the bacterial growth phase or cell cycle, stress, or unknown stimuli.
Domain I possibly controls the transition from the initiation phase to the elongation phase in E. coli
through mutually exclusive interactions with regulatory proteins and DnaB. Altogether, the findings
indicate that domain I is important for the activity of DnaA at the orisome.

DiaA/DnaB
A interaction surface
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of domain Il = /y

&

Arg fingerd 1 Qu g mg g mgmqom
P . mm mm mem emm e
AV ANV ANV LWVA ANV LNVA LAV
SOOI dsDNA
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DnaA domain I, DnaB,
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Figure 1. Domain structure of bacterial initiator protein DnaA. (A) A schematic overview of DnaA
domains and their activities in orisome formation. Crucial residues involved in domain I dimerization
(E. coli Trp6) and DnaB binding (E. coli Glu21 and Phe46) are marked. An arginine finger (E. coli Arg285),
an ATPases Associated with diverse cellular Activities (AAA+) family-specific motif that recognizes
ATP bound to an adjacent subunit in a multimeric complex, is also depicted. (B) General information
about motifs, activities, and interacting partners of DnaA domains.
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3. N-Terminus of Bacterial DnaA

3.1. Structures of Bacterial DnaA Domains I and I1

The structures of E. coli, B. subtilis, H. pylori, and Mycoplasma genitalium DnaA domain I have
been solved; for the last, however, no functional analyses have been performed to date. Despite
high sequence diversity (Figure 2), domain I is structurally conserved and consists of «-helices and
B-strands (Figure 3). E. coli domain I is composed of 3 a-helices and 3 3-strands in the order of
al-a2-B1-p2-a3-p3 [37,38]. H. pylori DnaA is missing one 3-strand between ol and a2 [40], and
B. subtilis DnaA contains an extra a4 helix between o3 and B3 [41]; M. genitalium contains two
additional «-helices in the order of al-a2-1-B2-a3-x-B3-x [38] (Figure 3). Structurally, the x-helices
and p-strands form distinct surfaces; an exception is for M. genitalium, in which the B-strands are
packed between helices x1-a2 and «3-a4 at one site and o5 at the other. The f-strands comprise
a B-sheet; however, the functional roles of the individual (3-strands and entire (3-sheet in domain I
are unknown. The o helices are involved in different protein-protein interactions, and «1 of E. coli
DnaA, together with a loop between 31-32, forms a hydrophobic patch that engages in intermolecular
interactions between the N-termini of DnaA monomers [37,42,43]. Nonetheless, this hydrophobic
patch is not conserved among all DnaAs; for example, it is not present in H. pylori DnaA, and
the N-terminus of this DnaA does not dimerize [40]. The «2 and «3 helices of E. coli, H. pylori,
and B. subtilis DnaAs interact with other proteins (the DnaA initiator-associating factor DiaA and
DnaB [37,44], the Helicobacter orisome binding protein A (HobA) [40], and the sporulation inhibitor of
replication SirA [41], respectively), and despite a lack of sequence conservation, they are proposed
to form structurally conserved protein-protein interaction surfaces utilized by regulatory proteins to
control DnaA activity (see below) [41,44].

Escherichia coli Bacillus subtilis

Helicobacter pylori Mycoplasma genitalium
Phe 47
N
1
2
¢ N
Glu 25 c

Figure 3. Ribbon diagrams of DnaA domain I in E. coli (pdb 2E0G), B. subtilis (pdb 4TPS), H. pylori (pdb
2WP0), and M. genitalium (pdb 2JMP). Residues involved in E. coli domain I dimerization (Trp) and
DnaB binding (Glu, Phe) are marked (if conserved).

It has been reported that the structure of DnaA domain I is similar to the K homology domain (KH
domain) [37,40]. KH domains interact with RNA and ssDNA nucleic acids, and affinity toward ssDNA
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or RNA is increased by the presence of multiple KH domains [45]. Additionally, the N-terminus of
E. coli DnaA weakly interacts with ssDNA [37], though DnaA lacking domain I is able to unwind DNA
and stabilize ssDNA via the ISM motif located in domain III [21,36,46]. Therefore, it remains unknown
whether the KH motif plays any role in ssDNA binding upon unwinding of DNA by DnaA.

Domain II is unstructured and the most variable in sequence (Figure 2). Accordingly, there is little
information about the possible motifs in regions that function in overall DnaA structure or function,
especially within the context of mutual interdependence between domain I and domains III-IV.

3.2. Escherichia Coli DnaA Domain 1

E. coli is a gram-negative, non-sporulating, facultatively anaerobic bacterium. Although E. coli
constitutes a natural microflora in the lower intestine of warm-blooded organisms, including humans,
some strains are pathogenic. This bacterium can survive and multiply outside of its host despite a
decline in growth over time. The genomes of natural isolates of E. coli range from 4.5 to 6.0 Mb and
encode approx. 4200-6500 genes. The bacterium has been used as a model organism for studying
bacterial processes, including chromosomal replication and the cell cycle. Therefore, E. coli DnaA
is one of the best characterized initiator proteins, especially within the context of structure-function
relationships. In fact, studies on E. coli DnaA pioneered work on other initiators, including those
in Archaea and Eukaryota. The resolved structure of E. coli DnaA domain I (1-86 aa) complements
comprehensive biochemical data collected to date. It has been shown that domain I is engaged in
numerous protein-protein interactions that include other DnaA monomers, as well as proteins that
regulate DnaA activity at the orisome (DiaA, the histone-like protein HU, the ribosomal protein L2,
the DNA-binding proteins from starved cells Dps, cryptic prophage protein YfdR, the 3-clamp-Hda
complex). Domain I of E. coli DnaA also participates in recruiting the replisome protein DnaB helicase;
thus, it is important for the transition between the initiation and DNA synthesis (elongation) phases
of replication.

The amino acids important for domain I head-to-head dimerization have been mapped to a
patch formed by helix «1 and the loop between 1 and 32 (Figures 2 and 3; amino acids leucine 5
(Leub), tryptophan 6 (Trp6), glutamine 8 (GIn8), cysteine 9 (Cys9), Leul0, and Leu33) [37,42,43,47 48].
Regardless, how these interactions impact the structure and function of the entire DnaA protein,
especially within the context of the assembled orisome, is still not fully understood. It has been
suggested that N-terminal domains of E. coli DnaA, possibly due to dimerization of domain I, mediate
long-distance interactions between DnaA monomers (Figure 1), similar to S. coelicolor (see below),
and that this interaction facilitates or stabilizes DnaA binding to distantly located DnaA binding
sites [49,50]. Dimerization might also be important to facilitate cooperativity of DnaA binding to
closely spaced DnaA boxes, particularly for those with low affinity [49,51,52]. Indeed, domain I
promotes DnaA oligomerization at 0riC, possibly by bringing DnaA monomers into a closer contact so
they can make a filament via domain III (Figure 1) [42,43]. The N-terminal domain is also required for
DnaB loading [43]; DnaA defective in dimerisation via domain I (e.g., DnaA lacking the N-terminal
domain or DnaA mutated at the amino acid Trp6, which is critical for domain I dimerization), is not
able to load DnaB onto an open complex despite the fact that it can unwind DNA and bind to DnaB via
a second interaction surface located at domain III [36,43,53]. It was suggested that dimerized domain I
of DnaA oligomers at oriC provides an array of sites that, together with domain III, stably bind to DnaB
and help load helicase onto ssDNA (Figure 1) [23,37]. Indeed, DnaB interacts with DnaA domain I
via the amino acids glutamic acid 21 (Glu21) and phenylalanine 46 (Phe46), which are located on
helix 2 and «3, respectively, i.e., at the region opposite from the a1 dimerization surface (Figures 3
and 4) [36,37,53]. Such localization of surface interaction allows domain I to simultaneously dimerize
and interact with DnaB.

As they are also engaged in interactions with DiaA and Hda regulatory proteins, DnaA helices &2
and «3 exposed to protein surfaces appear to be a hot spot for protein-protein interactions. DiaA is
found in many bacterial species [54,55]. Although E. coli DiaA is not essential in vivo, it stimulates
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chromosomal replication, controls synchrony of initiation events, and ensures that the process is
coordinated with the cell cycle [56]. Upon orisome formation, the DiaA tetramer simultaneously binds
to multiple DnaA molecules and stimulates the assembly of DnaA onto oriC, which in turn facilitates
the unwinding of the oriC duplex DNA [55]. In particular, amino acids Glu21 and Trp25 on a2 and
asparagine 44 (Asn44), Phe46, and Trp50 on «3 are important for DiaA binding (Figure 4) [31,44,55].
Moreover, it has been shown that DiaA and DnaB compete for binding to DnaA and that DiaA bound
to DnaA inhibits the DnaA-DnaB interaction and DnaB loading onto DnaA multimers at oriC [44].
These results demonstrate that DiaA controls DnaB loading [44,57]. The possible mechanism that
regulates DiaA binding to DnaA is not known; however, it has been suggested that unknown cellular
factors control DnaA-DiaA interactions [44].

E. coli H. pylori B. subtilis

DnaA DnaA

Figure 4. Ribbon diagrams of E. coli, H. pylori, and B. subtilis DnaA domain I and cognate interacting
partners: DiaA (pdb 4U6N), HobA (pdb 2WP0), SirA (pdb 4PTS), respectively. Residues most important
for complex formation are indicated by color-coded spheres (magenta—polar, orange—small non-polar,
olive green—hydrophobic, red—negative charged, blue—positive charged).

Hda plays a pivotal role in regulating DnaA activity via a mechanism called RIDA (regulatory
inactivation of DnaA). Hda consists of an N-terminal 3-clamp-binding consensus sequence and the
AAA+ domain, which shares homology with DnaA domain III. Hda-ADP in a complex with a 3-clamp
of DNA polymerase III interacts with DnaA domains I, III, and IV shortly after initiation [31,58], and
inter-AAA+ interactions between domain III of E. coli DnaA and Hda stimulate the hydrolysis of ATP
bound to DnaA [31,59]. DnaA-ADP is not able to properly oligomerize and unwind DNA; thus, it
is inactive for initiation until it becomes reactivated into DnaA-ATP, which occurs either by DnaA
de novo synthesis or by the interaction of DnaA-ADP with DnaA-reactivating sequences (DARS) or
phospholipids (see below) [6,60,61]. Interactions between domains I and IV with Hda likely stabilize
the complex and promote interactions between the AAA+ domains. In particular, DnaA mutated
at Asn44 or lysine 54 (Lys54) located on helix o3 is insensitive to RIDA in vitro and in vivo [31].
Interestingly, E. coli domain I has also been proposed to participate in the transition of DnaA-ADP
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into DnaA-ATP, which is able to initiate replication [62]. Such an exchange of nucleotides, called
rejuvenation, is promoted by the interaction between DnaA domain III and acidic phospholipids in the
cell membrane [61]. However, it has recently been demonstrated that this process strongly depends
on DnaA protein membrane occupancy, which affects the functional state of DnaA [62,63]. It was
proposed that domain I is particularly important for rejuvenation associated with DnaA density-driven,
cooperative oligomerization [62].

The molecular mechanisms of DnaA domain I interactions with HU, Dps, L2, and YfdR, and
their roles in the initiation of chromosomal replication are much less understood than those described
above. The HU protein is a DNA-binding protein that functions in compaction of the bacterial
chromosome (by inducing DNA bends) and regulates DNA-related processes, including replication and
transcription [64]. HU is composed of two subunits, & and 3, that can form homo- and heterodimers.
HU is known to stimulate in vitro DNA unwinding by DnaA, though the mechanism remains
obscure [7,65]. Recently, it was shown that HU directly interacts with DnaA and that this interaction
stabilizes DnaA oligomers assembled at oriC [66]. In particular, DnaA domain I preferentially binds
to the « subunit of HU, either as an o2 or «f3 dimer. In vitro, the a2 homodimer stimulates DNA
replication more efficiently than «f3 or 2. In vivo, the composition of the subunits in a dimer changes
with the growth phase: the a2 dimer predominates during early log-phase growth but decreases to only
approx. 5% of HU in the stationary phase [67]. Moreover, inactivation of the « but not the 3 subunit
perturbs coordination between the initiation of DNA replication and the cell cycle. These findings
suggest that HU facilitates initiation of chromosomal replication in E. coli during logarithmic growth.

In contrast to HU, proteins Dps, L2, and YfdR inhibit initiation [68-70]. Dps is synthesized upon
exposure to environmental stress (e.g., oxidation, starvation) and protects DNA from oxidative stress
via three intrinsic activities: DNA binding, iron sequestration, and ferroxidase enzymatic activity [71].
In vitro, Dps weakly inhibits DnaA-dependent replication of plasmids; however, the protein
significantly (but not completely) inhibits chromosomal replication in vivo [68]. Interestingly, Dps
synthesis is especially induced in oxygen-stressed cells during the logarithmic phase of growth. Under
these conditions, Dps might be especially important for protecting replicating DNA and for inhibiting
new rounds of DNA synthesis. However, it has been suggested that incomplete inhibition of replication
initiation might allow for the synthesis of nascent DNA with mutations and, as a consequence, an
increase in genetic variation within a population in response to oxidative stress [68].

L2 is a ribosomal protein that has recently been shown to interact with the N-terminus of
DnaA [70]. In vitro, L2 and its truncated form, which lacks 59 N-terminal amino acids, destabilizes
DnaA oligomers at oriC and thus inhibits DnaA-dependent DUE unwinding. Thus, L2 interferes
with prepriming complex formation because it precludes DnaB loading, which is required for further
replisome assembly. It has been suggested that L2 coordinates replication with transcription under
specific, yet unknown, conditions.

YfdR, a protein encoded by a set of genes of the cryptic phage CPS-53, binds to domain I of
E. coli DnaA in a Phe46-dependent manner [69]. Consistently, YfdR inhibits the binding of other
Phe46-dependent proteins, DiaA and DnaB, to DnaA. YfdR also reduces the initiation of plasmid
replication in vitro. Although the exact role of the YfdR protein is still not clarified, it has been
suggested that the protein may regulate replication under specific stress conditions because the cryptic
phage CPS-53 is involved in response to oxidative and acid stresses.

3.3. Bacillus Subtilis DnaA Domain 1

B. subtilis is a gram-positive soil bacterium that sporulates under suboptimal growth
conditions [72,73]. The genomes of natural isolates of B. subtilis range from 4.0 to 4.3 Mb and encode
approx. 4000-4500 genes. Many B. subtilis cellular processes, including chromosomal replication,
adjust to environmental conditions to promote vegetative growth, sporulation, or spore germination.
Accordingly, a master Spo0A regulator, which is responsible for entry into sporulation, directly controls
the activity of oriC [74,75] and indirectly regulates DnaA (see below). B. subtilis oriC is bipartite, i.e.,
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it contains two clusters of DnaA boxes separated by a dnaA gene; both clusters are required for
the initiation of chromosomal replication in vivo [76,77]. In vitro, DnaA binds to both sub-regions,
acting as a bridge and looping out the dnaA gene [78]. B. subtilis DnaA-ATP has been shown to
interact with oriC in a manner characteristic of AAA+ proteins; upon orisome assembly, DnaA-ATP
forms a helix-like structure that unwinds DNA and binds to ssDNA [33,46]. Domain III of B. subtilis
DnaA has a predominant role in DnaA filament assembly and is thus a target for binding numerous
regulatory proteins, such as Soj, YabA, and the primosomal protein DnaD, none of which is found
in E. coli [33,34,79]. In fact, B. subtilis DnaA domain III is the best characterized domain of the entire
DnaA protein, whereas the roles of the other domains in the formation and activity of the initiation
complex are much less understood. Knowledge of the role of the B. subtilis N-terminal domains
(1-86 aa domain I, 87-111 aa domain II) in orisome assembly is particularly scarce. It is known that
the N-terminal domains are not required for filament formation and ssDNA binding by B. subtilis
DnaA in vitro [46], though it remains unclear whether B. subtilis DnaA domain I dimerizes. Most
residues involved in the dimerization of E. coli DnaA domain I are conserved in B. subtilis DnaA
(Figures 2 and 3), and 22 amino acids of the N-terminus of the latter can functionally replace the
20 N-terminal residues of the former (i.e., helix «1) [48]. Such a hybrid protein complements the
temperature-sensitive (Ts) growth phenotype of the dnaA46 mutant strain WM2063, though E. coli
DnaA lacking 23 N-terminal amino acids is unable to complement this Ts strain. This suggests that
the interaction between molecules of B. subtilis DnaA via domain I may occur and play a role in
formation of the DnaA-oriC complex. This hypothesis is supported by the fact that SirA, which
interacts with domain I of B. subtilis DnaA, displaces the initiator protein from o0riC when incubated
with the DnaA-oriC complex [80]. In vivo, SirA is produced under SpoOA~P regulation and inhibits
new rounds of replication prior to sporulation [80,81]. SirA forms a heterodimer with domain I of DnaA
via interaction with initiator protein a2 and «3 helices. In addition, certain amino acids in domain I
(Trp27, Asn47, Phe49, and alanine 50 (Ala50)) were shown to be especially important for interaction
with SirA [41,82] (Figure 4). It is noteworthy that SirA also interacts with domain III [83] and, together
with domain IlI-binding Soj and oriC-interacting Spo0A, controls B. subtilis chromosomal replication
and coordinates replication during the transition from a vegetative to dormant state [74,83,84].
Unlike in E. coli, B. subtilis DnaA domain I appears to play no role in helicase recruitment into
an open complex. Thus far, no interactions between B. subtilis DnaA domain I and helicase DnaC
or helicase loading proteins (a loader—Dnal, a co-loader—DnaB, and an assisting protein—DnaD;
please note the differences in helicase-related nomenclature; DnaD interacts with domain III of DnaA)
have been reported [29,85]. Moreover, B. subtilis helicase is loaded onto ssDNA via a “ring-making”
mechanism, which is different from the “ring-breaking” mechanism in E. coli [86,87]. Thus, distinct
protein-protein interactions might be involved in helicase assembly into an open complex.

3.4. Helicobacter Pylori DnaA Domain I

H. pylori is a gram-negative pathogenic bacterium that resides in the human stomach, a relatively
stable, albeit hostile, ecological niche [88,89]. The genomes of natural isolates of H. pylori range from
1.5 to 1.7 Mb and encode approx. 1400-1800 genes, with only a few regulatory proteins controlling
cellular processes [90,91]. H. pylori oriC resembles B. subtilis oriC, i.e., it is bipartite and consists of
two clusters of DnaA boxes, 0riC1 and 0riC2, separated by a dnaA gene [92]. The structure of H. pylori
oriC and DnaA-DNA interactions have recently been well characterized [92-95], but there are limited
biochemical data for H. pylori DnaA, particularly concerning domain III. For instance, it is not known
whether H. pylori is regulated by ATP binding and hydrolysis, and no protein homologous to Hda
has been found in H. pylori. Moreover, no proteins interacting with domain III of H. pylori DnaA have
been identified thus far. As domain III is highly homologous among species, it likely forms a filament
that is typical of DnaA. The N-terminus of H. pylori DnaA has been relatively well characterized. It
comprises 110 amino acids (1-90 amino acids domain I, 91-110 amino acids domain II) and does not
self-associate [40], possibly due to structural obstacles that may preclude dimerization. These obstacles
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include a shorter helix «1, a lack of conserved Trp6, and a positively charged (non-hydrophobic) area
of interaction. H. pylori DnaA domain I interacts with HobA, a protein essential for H. pylori survival.
To date, HobA is the only known protein that interacts with DnaA, and it influences DnaA assembly at
oriC [96,97]. Indeed, HobA binding to DnaA stimulates DnaA oligomerization at oriC1 [54]. Despite
low sequence homology, HobA is a structural and functional homologue of E. coli DiaA [54,98]. Similar
to DiaA and SirA, HobA interacts with DnaA helices «2 and «3 [40], and residues tyrosine 29 (Tyr29),
Asn28, and GIn32 on «2, and Lys61, valine 53 (Val53), GIn52, Asn51, Thr56, and Ala60 on «3 have
been shown to be involved in interactions with HobA (Figure 4). However, DiaA and HobA cannot
substitute for each other in vitro or in vivo because DiaA-E. coli DnaA and HobA-H. pylori DnaA
interaction surfaces co-evolved [54]. Despite the high functional homology between DiaA and HobA,
the dynamics of HobA /DiaA-stimulated oligomerization differ. HobA enhances and accelerates
H. pylori DnaA binding to oriC, whereas DiaA increases but decelerates E. coli DnaA binding to oriC.
Interestingly, the kinetics of responses involving domains III-IV do not depend on the stimulating
protein (DiaA or HobA). In a hybrid system in which E. coli domain I was fused to domains II-IV of
H. pylori DnaA (Ec'Hp™VDnaA), DiaA stimulated Ec'Hp™"VDnaA in a manner similar to that of HobA
stimulation of H. pylori DnaA, though with a sensitivity characteristic of DiaA [54]. This suggests
that HobA or DiaA binding to cognate DnaA stimulates subsequent interaction, possibly between
domain III, and that an induced response depends on domain III, the activity of which apparently
differs slightly between these species.

It is not known whether the N-terminus of H. pylori DnaA or any domain of the DnaA protein
participates in helicase loading onto an open complex because no DnaA-DnaB interactions, either
between isolated proteins or within an orisome, have been shown thus far. Glu21, which is important
for interactions of E. coli DnaA with E. coli DnaB, is present in H. pylori (Glu 25), but Phe46 is missing.
It should be noted that H. pylori DnaB helicase is atypical, and unlike bacterial hexameric helicases,
it forms a dodecamer that dissociates into hexamers upon interaction with DnaG primase [99,100].
Regardless, the mechanism for DnaB loading onto an open complex is still unknown.

3.5. Streptomyces Coelicolor DnaA Domain 1

S. coelicolor is a gram-positive soil bacterium. It possesses a large, 9 Mb chromosome encoding
approx. 8300 genes, which is almost twice as large as the E. coli or B. subtilis chromosome. S. coelicolor
grows as substrate mycelia, which differentiate into an aerial mycelium and spores upon nutrient
depletion. The key elements of the initiation of S. coelicolor chromosomal replication, DnaA and
oriC, have been identified, and their interactions have been characterized [101-106]. S. coelicolor
oriC contains two clusters of DnaA boxes separated by a short spacer DNA [103]; in total, there are
19 DnaA boxes spread over nearly 1000 bp. The DnaA-DNA complexes formed on both sides of the
DNA spacer interact with each other to form a hairpin-like structure [106]. Although this resembles
DnaA binding to bipartite origins in B. subtilis and H. pylori, the number of distinct nucleoprotein
complexes is higher in S. coelicolor (up to 4 complexes per hairpin) than in the other two bacteria
(1 complex per loop), as visualized by electron microscopy [78,92,106]. S. coelicolor DnaA is one of
the largest known DnaA proteins (656 amino acids) due to the presence of a long domain II, which
comprises an additional stretch (approx. 150 amino acids) of predominantly acidic amino acids. Such
an exceptionally large domain II should enable DnaA dimers or oligomers to interact with distantly
located DnaA boxes to establish a functional nucleoprotein complex. Domain I of the S. coelicolor DnaA
protein dimerises [106], and together with domain III it participates in DnaA oligomerization [105,106].
It is possible that domain I mediates interactions between DnaA bound to distal DnaA boxes, whereas
domain III mediates interactions between closely spaced boxes [106]. In addition, DnaA lacking
domain I aggregates strongly upon DNA binding; thus, domain I should support the correct DnaA
structure upon orisome formation [106]. Nonetheless, there is no detailed information concerning
possible interaction surfaces or amino acids that participate in domain I intermolecular interactions,
and there are no known proteins that interact with S. coelicolor DnaA. Thus, further studies are required
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to gain insight into protein-protein interactions that lead to assembly or regulation of a functional
S. coelicolor orisome.

3.6. DnaA Domain IT

Domain II was initially regarded as only a flexible linker that joins domain I with domains III-IV.
However, it has been suggested that “nonessential” regions of domain II may be transiently involved
in DnaB recruitment, and this domain, similar to DiaA, is presumably required to promote optimal
helicase loading [107]. Moreover, domain II can be extended, and it tolerates the insertion of structured
fragments. This was shown in E. coli, whereby green fluorescent protein (GFP) of 238 amino acids
was inserted into domain II or into the C-terminal region of domain I (right after (33), without the
loss of DnaA functionality in vivo [108,109]. In fact, it was the only location of GFP in DnaA that
was tolerated by the E. coli protein. In addition, comprehensive deletion analysis within domain II of
E. coli DnaA showed that at least 21-27 residues are required to sustain the correct conformation of the
entire protein, possibly because they properly align domain I with domains III-IV [110]. Furthermore,
deletions shortening E. coli domain II resulted in an under-initiation phenotype [107,111], which raises
the question of how domain I and domains III-IV are aligned in proteins that have almost no existing
domain II. Because domain I plays an important role in the cooperative binding of DnaA molecules
at oriC, it is tempting to speculate that the length of domain II is adjusted according to the spacing
between DnaA boxes. Regarding this hypothesis, the S. coelicolor DnaA protein can bind to widely
spaced DnaA boxes due to the presence of a long domain II, whereas the H. pylori DnaA protein, with
a relatively short domain II, binds to closely spaced H. pylori DnaA boxes [3]. It should reminded
here, that the N-terminal domain I of H. pylori DnaA does not dimerise (Section 3.4, see also below),
however, the direct interactions between the N-terminal domains of DnaA might be substituted by
not-direct, HobA mediated, tetramerisation of DnaA [40,112].

4. Conclusions and Perspectives

The N-terminal domains of bacterial DnaAs are essential for full protein activity upon initiation
of chromosomal replication, ensuring cooperativity of the protein in DNA binding and correct spatial
assembly at oriC. This, in turn, is required for proper control of orisome activity with respect to further
replisome assembly (e.g., DnaB loading) and the transition from the initiation to the DNA synthesis
step. The N-terminal domains are also engaged in coordinating chromosomal replication with the cell
cycle (e.g., sporulation) and other cellular processes (e.g., transcription) or environmental conditions
(e.g., oxidative stress).

It should be noted that the N-terminal domains exhibit the least conserved sequence (Figure 2),
and accordingly, it has been shown that the N-termini of DnaA from various species have different
activities or interactions (Figure 1). The N-terminal domains likely evolved to meet the requirements of
species that reflect differences in the structures of 0riCs, the mechanisms of replisome assembly and the
strategies of regulating DnaA activity. However, there are relatively few experimental data that assert
the general features of the N-terminal domains with respect to the structure-function relationship of
orisomes in different species. Nonetheless, dimerization and interaction with other proteins are the
most conservative features of domain I. Domain II serves as a linker that coordinates the function of
largely independent domains I, III, and IV.

It was experimentally shown that domain I in E. coli and S. coelicolor DnaAs dimerize. Helix a1
is crucial for dimerization in E. coli, but amino acids and interaction surfaces involved in S. coelicolor
DnaA dimerization are unknown. In contrast, H. pylori DnaA domain I was shown not to interact, and
there are no data regarding the dimerization of B. subtilis DnaA domain I. It was proposed that domain
I dimerization and a sufficiently long, flexible domain II help to establish long-distance interactions.
Thus, it was suggested that for some orisomes, domain I dimerization is not important when DnaA
boxes are closely spaced at oriC, such as for H. pylori oriC [93,95,113]. However, H. pylori DnaA
participates in long-distance interactions between DnaA-0riC1 and DnaA-0riC2 subcomplexes [92],
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raising the question of which domain (or domains) mediates the interactions between subcomplexes in
H. pylori, B. subtilis, and other bipartite orisomes (e.g., mollicutes or Epsilonproteobacteria) [9,85,114].

Interaction of DnaA domain I with other proteins (E. coli DiaA, H. pylori HobA, and B. subtilis
SirA) is mediated by helices &2 and «3, which likely comprise a common interface for protein-protein
interactions (Figure 4). Interactions with DiaA and HobA are species specific, i.e., one protein cannot
be substituted with another for interaction with DnaA in other species. Although it is not known
whether SirA-DnaA interaction is also species specific, the amino acid sequence within the B. subtilis
DnaA «2-a3 interface is quite different from that of E. coli and H. pylori DnaAs (Figure 4). In the
structure-function relationship, it appears that proteins that bind multiple DnaA molecules, such
as DiaA or HobA, stimulate DnaA oligomerization, whereas proteins that bind only a single DnaA
protomer, such as SirA, destabilize DnaA oligomers. Multimerization of domain I might be important
for cooperative binding of DnaA with DnaA boxes or for assembly of the multi-protomer interface
for protein-protein interactions. When this interaction interface is released by DiaA /HobA, it can be
further utilized by other proteins, such as when it is used by E. coli DnaB. However, proteins such as
SirA might destabilize dimerization or the multi-protomer interface and thus preclude cooperative
DNA binding or inhibit the loading of other proteins. It would be interesting to analyse how SirA
affects oligomerization of hybrid DnaAs (E. coli (Bs'Ec"™VDnaA) or H. pylori (Bs'Hp"VDnaA)), in
which domain I is swapped for B. subtilis domain I. Such proteins should be able to interact with SirA,
and this interaction could possibly destabilize orisomes formed by chimeric DnaAs.

Interaction between DnaA domain I and the helicase has only been demonstrated for E. coli.
However, the interaction between DnaA domain III and helicase loader/loader assisting proteins
appears to be more common in bacteria (DnaC binds to A. aeolicus DnaA [27], and DnaD interacts
with B. subtilis DnaA [34,79]). It is reasonable to assume that by participating in helicase loading and
activation, DnaA might be a key factor controlling the transition from initiation to elongation. More
studies are required to reveal whether the binding between helicase and domain I of DnaA depends
on the helicase loading mechanism (ring-making in E. coli vs. ring-breaking in B. subtilis), the loading
proteins (E. coli DnaC, B. subtilis Dnal, or recently discovered DciA [30]), the oriC structure (E. coli
mono- vs. B. subtilis bipartite), or other species-specific factors.

As mentioned above, domain I has various activities and has a different number and variety of
interacting partners. The fact that there is a large discrepancy between the known activities exhibited
by E. coli DnaA and initiators from other species is especially puzzling. Within this context, the
N-terminus of E. coli DnaA appears to be an omnipotent domain. However, within the context of
environmental challenges, physiology, and genetics, E. coli is not that different from other species,
particularly B. subtilis or S. coelicolor. This makes it difficult to justify such an increase or decrease
in the properties or interaction partners (seven, one, and zero DnaA interacting partners have been
discovered thus far in E. coli, B. subtilis, and S. coelicolor, respectively—Figure 1). Nonetheless, these
species have different life cycles. Thus, for example, because E. coli is unable to sporulate, it may require
additional or different regulatory proteins to control chromosomal replication, whereas B. subtilis
and S. coelicolor enter a dormant state under similar unfavourable conditions. Indeed, the initiation
of B. subtilis chromosomal replication is controlled by Spo0A, SojA, and SirA, which are proteins
associated with sporulation cycle control. Nonetheless, information is likely missing for many proteins
that can interact with the N-terminal domain of DnaAs from other species, which, in turn, may
regulate the initiation of chromosomal replication. For example, no interacting partners are known
for C. crescentus, S. coelicolor, and M. tuberculosis DnaAs. It should be noted that in some bacteria, the
number of proteins that regulate replication might be very low. For example, in H. pylori, a bacterium
known for an overall limited number of regulatory proteins (compare approx. 30 proteins involved in
signal transduction in H. pylori with approx. 300 and 1000 proteins in E. coli/B. subtilis and S. coelicolor,
respectively [115]), the number of DnaA-interacting proteins might not be much higher than has been
identified thus far. However, it is also possible that alternative pathways have been developed to
control DnaA activity in B. subtilis, S coelicolor, H. pylori, and other bacteria. For example, it appears
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that B. subtilis DnaA is controlled primarily at domain III, whereas C. crescentus DnaA is primarily
controlled at the levels of expression and proteolysis [116].

Functional and structural studies on E. coli DnaA-DiaA and H. pylori DnaA-HobA
heterocomplexes have revealed relatively high specificity of interactions between initiation
proteins [54]. This finding opens new possibilities for selective pathogen eradication by targeting
essential protein-protein interactions involved in the initiation of chromosomal replication. Indeed,
replication proteins are increasingly being considered as drug targets [117,118], among which
species-specific domain I interactions appear promising. Thus, further studies will be important
to increase our knowledge about the role of the N-terminus in controlling the initiation of bacterial
chromosomal replication.
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Abstract: Initiation of DNA Replication is tightly regulated in all cells since imbalances in chromosomal
copy number are deleterious and often lethal. In bacteria such as Bacillus subtilis and Escherichia coli, at
the point of cytokinesis, there must be two complete copies of the chromosome to partition into the
daughter cells following division at mid-cell during vegetative growth. Under conditions of rapid
growth, when the time taken to replicate the chromosome exceeds the doubling time of the cells, there
will be multiple initiations per cell cycle and daughter cells will inherit chromosomes that are already
undergoing replication. In contrast, cells entering the sporulation pathway in B. subtilis can do so only
during a short interval in the cell cycle when there are two, and only two, chromosomes per cell, one
destined for the spore and one for the mother cell. Here, we briefly describe the overall process of
DNA replication in bacteria before reviewing initiation of DNA replication in detail. The review covers
DnaA-directed assembly of the replisome at oriC and the multitude of mechanisms of regulation of
initiation, with a focus on the similarities and differences between E. coli and B. subtilis.

Keywords: initiation of DNA replication; DnaA; oriC; regulation of DNA replication; Bacillus subtilis;
sporulation

1. Introduction

The initiation of DNA replication is highly regulated and tightly coupled to the progression of
the cell cycle to ensure that the frequency of initiation appropriately matches that of cell division.
In this way, cells maintain correct chromosome copy number and ensure success in reproduction [1-3].
Under-replication leads to cells likely to be missing essential genetic information, whilst over-replication
is highly disruptive of genetic regulatory processes and is frequently associated with disease and
cell death.

Regulation of DNA replication is exerted primarily at the initiation step when an initiator
protein binds to the origin of replication and promotes the assembly of a nucleoprotein complex
from which replication forks diverge [4]. Much of our current understanding of DNA replication
and its regulatory control in bacteria is derived from studies of the Gram-negative organism
Escherichia coli, in which the initiator protein is DnaA and the origin is oriC. It is now clear that
while the principles underlying the regulation of DNA replication initiation in E. coli apply to many
other bacteria, the regulatory components are somewhat restricted in their distribution [2,5]. Thus the
Gram-positive organism Bacillus subtilis has no known DNA replication regulators in common with
E. coli, moreover, its bipartite origin of replication is strikingly different in arrangement to the
continuous origin of E. coli [6]. Furthermore, when starved of nutrients, additional layers of DNA
replication control are exerted in B. subtilis as it enters into the pathway of sporulation which is
characterized by asymmetric cell division, and compartment-specific gene expression.
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This review describes our current understanding of DNA replication initiation and its regulation
in B. subtilis. As bacterial DNA replication is best understood in E. coli, we provide an overview of
the replication phases of initiation, elongation and termination in this organism before highlighting
differences that are known in Bacillus. This is followed by an in-depth coverage of initiation of DNA
replication including the initiation machinery and the mechanisms of DnaA assembly at the origin,
with particular emphasis on the roles of the Bacillus-specific components, DnaB and DnaD, in replisome
assembly. Next, we discuss the activities of the regulators, YabA and Soj/Spo0], during growth and
Spo0A /Sda and SirA during sporulation. Finally their mechanisms of action are compared with those
of the E. coli regulatory components. This review is concerned with the regulatory mechanisms of
DNA replication initiation in B. subtilis and E. coli—it is not intended as a comprehensive review of the
DNA replication mechanisms of all bacterial species.

2. DNA Replication

The process of DNA replication can be separated into three distinct phases: initiation, elongation
and termination. During the initiation phase, a nucleoprotein complex assembles at the origin of
replication. This induces localized DNA unwinding leading to helicase loading and recruitment
of a full complement of replisome machinery. In the elongation phase, this replication machinery
carries out template-directed DNA synthesis. This is continuous and processive on the leading strand,
but discontinuous on the lagging strand where a more complex cycle of primer synthesis, strand
elongation and fragment ligation takes place. Finally, during termination, DNA polymerization is
halted at a specific termination site. Regulation of DNA replication occurs principally at the initiation
stage, during or prior to the recruitment of the replication machinery.

2.1. Initiation of DNA Replication

In bacteria, DNA replication is initiated by the binding of a protein initiator, DnaA, to the
origin of replication, oriC (Figure 1). DnaA is understood to form a right-handed helical oligomer
on the DNA [7,8] directed by its binding to a series of recognition sites within the origin termed
DnaA-boxes [9]. The formation of this oligomer induces a localized unwinding of the DNA duplex
within the origin at an AT-rich region termed the DUE (DNA Unwinding Element) [10,11]. DnaA then
plays a role in recruiting the processive DNA helicase, named DnaB in E. coli or DnaC in B. subtilis [12],
which is loaded onto the unwound single-stranded DNA (ssDNA) by a helicase loader, named DnaC
and Dnal respectively [13] (Table 1).

o N @

Helicase

-
@» DnaA-ATP
[ J

] Helicase
Loader

Figure 1. DNA replication initiation at 0riC: DnaA (green) recognizes binding sites on oriC, forming a
nucleoprotein complex which induces unwinding at the DNA unwinding element (DUE). The helicase
loader then facilitates binding of the DNA helicase (red) as a prelude to recruitment and assembly of
other components of the replication machinery. Figure inspired by [4].
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Table 1. The essential DNA replication initiation machinery of Bacillus subtilis and Escherichia. coli.

Role in DNA Replication Initiation B. subtilis E. coli
Initiator DnaA DnaA
Helicase DnaC DnaB

DNA Remodelling DnaB, DnaD _
Helicase Loader Dnal DnaC
Primase DnaG DnaG

The helicase subsequently recruits the primase, DnaG, and the polymerase 3-clamp, DnaN,
which in turn recruits other components of the replication machinery in readiness for de novo DNA
strand synthesis [14]. In B. subtilis, initiation requires two additional essential proteins, DnaD and
DnaB [15], both of which possess DNA remodelling activities [16] and bind to the origin prior to
helicase loading [17]. DnaD is thought to play a role in double-stranded DNA (dsDNA) melting, while
DnaB appears to have a role in helicase loading. The essential components of the B. subtilis DNA
replication machinery and their E. coli equivalents are listed in Table 1.

2.2. The Elongation Phase

During the elongation phase of DNA replication, DNA is synthesized processively by the action
of a large multi-subunit complex known as the replisome (Figure 2A). Based on single molecule
biophysics studies in E. coli, the replisome consists of three DNA polymerase complexes, a hexameric
DNA helicase, DNA primase (assumed from structural studies to comprise three subunits [18]),
three processivity clamps, DnaN (two of which are associated with the core replisome), and a
pentameric clamp loader complex [19].

The helicase forms a homohexameric ring that is understood to sit at the head of the replication
fork on the lagging strand of the template DNA. The helicase mechanically separates dsDNA by
translocating along the lagging template strand in a process driven by ATP-hydrolysis. Separated
DNA strands are coated in single-stranded DNA binding protein, SSB, which prevents the strands
from re-annealing and offers protection to the ssDNA from nucleases [20-22].

The primase, DnaG, contains three functional domains; an N-terminal zinc-binding domain (ZBD),
a central RNA polymerase domain (RPD) and a C-terminal helicase binding domain. Three DnaG
molecules associate with the N-terminal domains of the helicase, positioned such that the primase
captures the ssDNA which has been newly unwound by the helicase, ready for primer synthesis [23,24]
(Figure 2B). The primase contains a groove that is thought to interact non-specifically with ssDNA,
allowing the primase to track along the ssDNA and orientate it correctly for entry into the active
site in the RPD, where primers are synthesized from available ribonucleoside tri-phosphate (rNTPs).
The newly synthesized primer is extruded on the outside of the DnaB-DnaG complex, ready for
handoff to SSB and DNA polymerase [23]. Whilst the RPD contains the catalytic site for RNA primer
synthesis, the ZBD is responsible for modulating the activity of the RPD. Interestingly, the ZBD of
DnaG regulates the RPD of an adjacent subunit in trans [25]. The RPD and ZBD from separate chains
recognize the ssDNA template and initiate primer synthesis at specific trinucleotide recognition sites;
with the ZBD increasing the catalytic activity of the trans RPD, as well as restricting processivity and
primer length [25].

Strand extension in E. coli (Figure 2A) is carried out by DNA polymerase III (Pol III), which has an
e structure, where « is the catalytic subunit, € is responsible for proofreading and 6 is a non-essential
subunit thought to stimulate the activity of €. Pol III extends the primer with the assistance of the
processivity clamp, DnaN (also known as the 3-clamp). DnaN sits directly behind Pol III, as a closed
ring on the DNA formed from two C-shaped subunits. DnaN binds across, rather than within, the
major and minor grooves of duplex DNA, allowing the protein to slide along the DNA. In this way,
the 3-clamp enables the polymerase to synthesize up to 1000 bases a second [20—22]. The synthesis of
each lagging strand Okazaki fragment requires the loading of a new [3-clamp; thus the clamp loader

84



Genes 2017, 8,22

complex forms part of the replisome machinery. The clamp loader is a pentameric complex with a
subunit structure 1368". The T subunit, the product of the gene dnaX, interacts with both the DNA
helicase and Pol III—it is thought to play an architectural role at the replisome and couple DNA
unwinding and DNA extension [20-22].

Elongation in B. subtilis occurs by a similar mechanism; however it uses two different, but related,
replicative DNA polymerases, PolC and DnaE (Figure 2A). DnaE is more closely related to E. coli Pol
III than PolC [26]. Both polymerases have been shown to be essential for lagging strand synthesis,
whilst PolC is required for leading strand synthesis [27]. Each can extend DNA primers, but DnaE
alone is able to extend the RNA primers produced by DNA primase. It is thus thought that DnaE
extends the RNA primers with DNA before handing over to PolC for further strand synthesis [27].
This is analogous to systems in eukaryotes where DNA polymerase « extends RNA primers with
DNA, before handing over to the lagging strand polymerase & [20].

A B

Escherichia coli

Bacillus subtilis

Figure 2. (A) Schematic representation of the E. coli and B. subtilis replisomes showing locations of the
helicase, primase, DNA polymerase, the 3-clamp and the clamp loader (1358’) at the replication fork.
Figure adapted from [20] (B) Schematic of primase function. The helicase (red) unwinds the parental
DNA, positioning a single strand ready for primer formation. The RNA polymerase binding domain
(green) of one primase molecule forms a complex with the Zn binding domain (purple) of another
primase molecule and single-stranded DNA (ssDNA) in order to synthesize the primer (orange).
The C-terminal helicase-binding domain of the primase is shown in blue. Adapted from [24]

2.3. Termination of DNA Replication

The termination of DNA replication occurs at a termination locus positioned directly opposite
oriC. In both B. subtilis and E. coli, replication termination is controlled by a polar mechanism in which
the Ter site can be approached from a ‘permissive’ or ‘non-permissive’ direction. However, different
mechanisms have evolved in each species.

In E. coli, the locus directly opposite oriC is flanked on either side by five non-palindromic 23-bp
sites, TerA-] (Figure 3), which bind the monomeric protein Tus (terminator utilisation substance) [28-30].
The orientation of these Ter sites dictates whether or not a travelling replication fork is able to pass the
site or is halted in DNA replication [28,30]. Thus, a replication fork can bypass a Ter site unimpeded
when travelling in the permissive direction, but is blocked when travelling in the non-permissive
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direction. For example, in Figure 3A, a replication fork travelling clockwise would bypass TerH,
Terl, TerE, TerD and TerA, but would be halted at TerC (or failing that, at TerB, TerF, TerG or Ter]).
Tus is a 36 kDa protein which specifically binds Ter sites in an asymmetric manner [31] (Figure 3B).
Collision with the DNA helicase DnaB approaching from the permissive direction, causes Tus to
rapidly dissociate. In contrast, when the approach is from the non-permissive direction, Tus-Ter
forms a roadblock which prevents the translocation of DnaB and the associated replication fork [32].
Tus functions like a ‘molecular mousetrap” at Ter. The trap is set by asymmetric binding of Tus to
dsDNA in the non-permissive orientation, such that strand unwinding by the oncoming replication
machinery ‘triggers’ the trap causing a specific cytosine base at position 6 of the Ter site to flip into a
binding site on Tus. This gives rise to a “locked” Tus-Ter complex (Figure 3B) which presents a roadblock
to the progression of the replication fork [32,33].

A

Permissive
DAISSIWID{-UON

Figure 3. (A) Location and orientation of Ter sites in E. coli: permissive face shown in blue,
non-permissive face shown in red; (B) Structure of the Tus-Ter complex (PDB code: 2EW]) showing
the permissive face (left) and the non-permissive face (right). On the non-permissive face a specific
cytosine base (green) flips into Tus when double-stranded DNA (dsDNA) is unwound by the oncoming
replication fork, creating a ‘locked” complex; (C) Schematic image of two RTP dimers binding at the A
and B sites of the Bacillus terminus region; (D) Structure of an RTP dimer bound to dsDNA (PDB code:
2EFW) with the sequence of a B-site region; one molecule displays a ‘wing up’ conformation (adjacent
to the A site) and the other a ‘wing down’ conformation. (B), (D) and subsequent structural figures
were rendered in CCP4MG [34].

In B. subtilis, the binding of two homodimers of the replication termination protein (RTP) at ‘A’
and ‘B’ sites within the Ter region is required to arrest replication (Figure 3C) [35,36]. The approach
of the replication machinery from the ‘B’ site results in termination of replication (non-permissive
direction) whilst approach from the ‘A’ site allows replication to continue (permissive direction).
The crystal structure of a single RTP dimer bound to the native ‘B’ site has been shown to display
asymmetry in the ‘wing’ region of the winged-helix domain [37] (Figure 3D). The protomer that lies
proximal to the A-site shows a ‘wing-up’ conformation, while the other protomer displays a ‘wing
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down’ conformation, each making different contacts with the dsDNA. It is possible that this asymmetry
gives rise to the “‘permissive’ and ‘non-permissive” directions. However, A-site binding is also required
to block replication fork progression, and A-site binding by RTP is co-operative following B-site
binding [38]. The structural consequences of A-site binding are unknown and therefore the molecular
basis of RTP action in replication termination remains unknown. Although the details of the E. coli and
B. subtilis replication termination mechanisms vary, they appear to have evolved conceptually similar
mechanisms for terminating replication in a direction specific manner.

3. Initiation of DNA Replication

3.1. Replication Origins

Replication origins have formed the topic of comprehensive recent reviews [39,40]. Knowledge of
replication origins and how they encode DnaA-origin binding is key to the understanding of initiation
mechanisms and how they are regulated. All origins harbor sequences that direct the formation of
replication complexes, DNA unwinding, and species-specific regulatory activities. Conserved features
of all bacterial replication origins include DnaA-box clusters and an AT-rich DUE. However across
species, origins vary significantly in organization and length, including the number and spacing of
DnaA-boxes and DnaA-box location with respect to the DNA unwinding elements. Of particular
relevance to this discussion are two key differences between the origins of B. subtilis and E. coli: the
genomic context of the origin and the number of intergenic regions that constitute oriC.

3.1.1. Genetic Context of Replication Origins

The location of the replication origin and its gene context are well conserved across bacterial
species, with most flanked by, or containing, the dnaA gene [6,41]. The genes surrounding oriC and
dnaA are also well conserved, consisting of the gene cluster rnpA-rpmH-dnaA-dnaN-recF-gyrB-gyrA
with o0riC residing in one or two intergenic regions adjacent to dnaA [6]. Unusually, the E. coli origin
has undergone a major rearrangement resulting in a translocation of the origin 44 kb away from the
dnaA gene and the rnpA-rpmH-dnaA-dnaN-recF-gyrB-gyrA cluster [41] so that it is instead flanked by
the genes gidA and mioC [39]. Thus the origin of replication in B. subtilis may be more primitive than
that of E. coli. Moreover, B. subtilis may provide a better model for bacterial replication origins in
general [6].

3.1.2. Continuous and Bipartite Origins

Origins are described as either continuous or bipartite according to whether all of the functional
elements are contained in one or two intergenic regions respectively. For example, the origin of
DNA replication in B. subtilis (Figure 4A) is bipartite, containing two DnaA-box clusters, separated
by the dnaA gene [42,43]. In E. coli, the origin of replication is a continuous ~250 bp element.
(Figure 3B). The bipartite origin in B. subtilis has been shown to be important for proper replication
initiation [36], although it is not clear how this difference in origin structure affects the assembly and
architecture of the initiation machinery at the origin. During replication initiation, B. subtilis oriC
forms looped structures which are thought to be a consequence of the bipartite nature of its origin [44].
These looped structures can also form using E. coli DnaA but E. coli DnaA is unable to unwind the
B. subtilis origin. This supports the idea that a mechanism of DnaA binding at the origin leading
to DnaA oligomerisation is applicable across bacterial species, as might be expected given the high
conservation of DnaA. However, specific assembly and regulation of initiation encoded by each origin
is likely to be species-specific.
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A B. subtilis oriC

— - o A Dy O

620 bps 1341 bps 189 bps
B DnaA-box M 16-mer AT-rich region
O SpoOA-box
B E. colioric
IHF ]D .Fis DDDDD.
250 bps
. ‘strong’ DnaA-box D ‘weak’ DnaA-box

Figure 4. (A) B. subtilis origin of replication: DnaA-boxes are shown in blue, the dnaA gene in red, DNA
unwinding element in green and Spo0A-boxes in purple; (B) The E. coli origin of replication: strong
DnaA-boxes are shown in dark blue, weak DnaA-boxes in light blue, the DNA unwinding element
in green and binding sites for accessory proteins integration host factor (IHF) and Fis in orange and
red, respectively.

3.2. The DNA Replication Initiator, DnaA

The initator DnaA is a member of the AAA+ ATPase family (ATPases associated with diverse
cellular activities) and contains four distinct domains [45,46] (Figure 5A). In the cell, DnaA exists in
both ATP- and ADP-bound forms [47]. DnaA—-ATP is considered to be the “active’ form of the protein
as this is required for oligomerisation at the origin [48,49], an event which triggers DNA unwinding
and ultimately, assembly of the replisome. The C-terminal domain IV of DnaA is a dsDNA binding
domain which is responsible for DnaA-box recognition [50,51]. The adjacent domain III contains
Walker A and B motifs that are involved in ATP binding and hydrolysis. This domain plays a role
in self-interaction/oligomer formation and in ssDNA binding [52]. Domain II of DnaA is poorly
conserved and of variable length and considered to form a flexible linker which may play a role in
controlling replication efficiency [53]. Finally, the N-terminal domain I is an ‘interaction domain” which
has been shown to interact with various protein regulators of DnaA across different organisms [54-56].
In E. coli, it also interacts with the helicase, DnaB [57], and has been suggested to play a role in the
self-assembly of DnaA at the origin.

3.2.1. DnaA-Box Recognition by DnaA

The DnaA-boxes within the origin of replication vary in their affinity for DnaA, according
to their similarity to a consensus binding sequence, and on the adenosine nucleotide bound state
of DnaA [58,59]. In E. coli and B. subtilis, the consensus DNA-box is the nine-base-pair sequence,
5'-TTATNCACA-3' [60].

An X-ray structure of DnaA domain IV bound to a consensus DnaA-box sequence revealed that
DNA binding is mediated by a helix-turn-helix which interacts primarily with the major groove of the
dsDNA, with additional contacts made in the adjacent minor groove [51] (Figure 5A). Base-specific
interactions were observed at 8 of the 9 base pairs in the DnaA-box; the exception being the base pair at
position 5, where there is no sequence preference [51]. Mutations at residues involved in base-specific
interactions result in loss of DnaA-box binding specificity, or loss of DNA-binding altogether [61].
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Figure 5. (A) Schematic of DnaA showing domain architecture and structures. Domain I (PDB code:
4TPS) is shown in blue, domain II in gray, domain III (PDB code: 1L8Q) in green and domain IV (PDB
code: 1JLV) in red. Figure adapted from [2]. (B) DnaA Domains III-IV bound to a non-hydrolysable
ATP analogue (PDB code: 2HCB) form a spiral structure that is thought to mimic DnaA oligomerisation
at the origin. A repeating pattern of DnaA protomers is shown in light blue, gold, coral and cyan;
(C) ssDNA-binding mode of DnaA domains III-IV (PDB code: 3R8F). Separate DnaA protomers are
shown in light blue, green, gray and cyan; (D) ssDNA binding by DnaA stretches the strand into an
extended form (i) compared to B-form DNA (ii).

3.2.2. Variable Affinity of DnaA-Boxes

The DnaA-boxes at the origin can be either ‘strong’ or ‘weak’; where strong boxes bind both
DnaA-ATP and DnaA-ADP with equal affinity and ‘weak’” boxes have a much greater relative affinity
for DnaA-ATP [62]. In order for the helical DnaA oligomer to form at the origin and induce DNA
unwinding, both strong and weak DnaA-boxes need to bind DnaA [63,64]. In the E. coli origin
(Figure 4B), DnaA-boxes are distributed such that three strong boxes lie at either end of the origin and
at its centre. As DnaA—ATP recruitment to the origin has been shown to be co-operative, these strong
boxes are thought to form anchoring points from which the DnaA oligomer can grow [63,65]. In this
model, DnaA—-ATP is recruited to weak binding sites via co-operative interactions with DnaA-ATP
molecules already bound to neighbouring sites [65].
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3.2.3. DnaA Oligomerisation

Domains III-IV of Aquifex aeolicus DnaA have been shown to adopt an open spiral conformation [8]
which likely mimics the right-handed helical oligomers ATP-bound DnaA forms at oriC [7] (Figure 5B).
Adjacent protomers interact with one another via two clusters of conserved residues located on either
side of the nucleotide binding pocket [8]. Significantly, DnaA-ADP cannot form this right-handed
oligomer [7]; instead it appears to be monomeric [66]. The binding of ATP induces a small conformational
change in the ATPase domain which allows an adjacent DnaA protomer to interact with the ATP via a
conserved arginine residue known as an ‘arginine finger’. This interaction is significant in stabilising the
DnaA helical filament [8] and similar ‘arginine finger” interactions are frequently observed in other AAA+
ATPases [67]. Significantly, these observations provide a molecular explanation for why DnaA-ATP is
the ‘active’ form of the initiatior.

In order to reconcile the Domain IV-DnaA-box binding mode with the DnaA helical oligomer
formed by DnaA domains III-IV on dsDNA, a conformational change in the linker helix between
domains IIT and IV has been invoked [51,68]. A significant kink in the linker helix is observed in the
ATP-bound structure compared to the ADP-bound form (where the helix is straight) suggesting that
the two domains are conformationally uncoupled and would be able to rotate with respect to one
another to allow filament formation at the origin [8].

3.2.4. DNA Unwinding and ssDNA Binding

After the DnaA oligomer has formed at the origin, localized strand unwinding occurs at the
DUE [69] (Figure 1). Based on structural work carried out with Aquifex aeolicus DnaA, unwinding
is mediated by the DnaA-oligomer, which introduces positive writhe in the bound DNA [7].
Compensatory negative writhe at the DUE would facilitate DNA unwinding [4,8]. This unwound DNA
is then stabilized by binding to the ssDNA binding site of DnaA located in the ATPase domain [69,70].
ATP-bound DnaA binds ssDNA in the same open spiral conformation displayed by DnaA domains
MI-IV [69]. In complexes of DnaA with single-stranded poly-(dA) DNA, each DnaA protomer binds
three nucleotides, making multiple interactions with the DNA phosphodiester backbone. Each
nucleotide triplet displays a normal B-form DNA conformation, but the triplets are separated by
gaps of approximately 10 A creating an overall extended form of DNA [69] (Figure 5D). This strand
extension has been shown to be ATP-dependent in solution and is highly reminiscent of ssDNA
binding displayed by the homologous recombination protein, RecA. The third base of each triplet is
rotated however, making bases in the DnaA-bound strand discontiguous; this presumably prevents
re-annealing of the strand at the origin [69] (Figure 5D).

Recently identified trinucleotide sequences within bacterial origins termed ‘DnaA-trios” appear to
be responsible for providing specificity of binding of DnaA to ssDNA, facilitating DNA-unwinding at
the origin [71]. The trinucleotide motifs have the consensus sequence 3'-G/AAT-5 and are separated
from a proximal DnaA-box, or pair of boxes, by a GC-rich region. A DnaA molecule bound to the
proximal DnaA-box via domain IV appears to be able to bind to the first of these DnaA-trio motifs
via its AAA+ motif in domain III. Additional DnaA molecules interact with further DnaA-trio motifs,
forming an oligomer on the ssDNA and facilitating DNA-unwinding [71].

3.2.5. Bacillus DnaA

B. subtilis DnaA has also been shown to form helical oligomers on both double and single stranded
DNA [72], moreover, the DnaA-ATP form is required for co-operative binding to the origin [73].
Bacillus anthracis DnaA displays an ATP-dependent variable affinity for DnaA-box sequences [74].
Together these findings imply Bacillus DnaA functions at oriC in a similar manner to E. coli DnaA.3.2.6.
The Role of DnaA Domains I-1I in Initiation

DnaA domains I-II are not necessary for DnaA oligomerisation, or DnaA loading onto ssDNA [71].
Nevertheless DnaA domains I-II are required for initiation of replication [75]. DnaA domain I is known
to interact with several regulators of DNA replication initiation; these include E. coli DiaA [76] and
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H. pylori HobA [55]—structural homologues and promoters of initiation in their respective organisms—
and E. coli Hda [77] and B. subtilis SirA—two negative regulators of initiation [54]. In E. coli, domain
I also interacts with the helicase DnaB [57,78,79] where it is thought to help correctly orientate the
loading of DnaB at the origin. Domain I of DnaA has also been suggested to play a role in the
self-assembly of DnaA at the origin [80,81]. It has a K homology (KH)-domain fold typically found
in ssDNA binding proteins [82-84] (Figure 5A). In vitro DnaA domain I binds to single-stranded
oriC DNA, albeit weakly, suggesting a potential role in binding ssDNA at the origin [84]. However,
no ssDNA binding role has yet been demonstrated for DnaA domain I'in vivo.

Domain II has been shown to be unstructured, consistent with a role as a flexible tether between
domains I and III. It is not completely dispensable for DnaA function, but it is poorly conserved
and varies significantly in length between organisms [46]. Two studies in E. coli have indicated that
domain II contributes to the efficiency of initiation of replication. In one study, a spontaneous deletion
in domain II allowed suppression of an over-initiation phenotype, suggesting that the deletion had
reduced the efficiency of DNA replication initiation [85]. In another study, when deletions longer than
17-19 residues were made from domain II, the doubling time of cells harbouring this mutation was
increased compared to wild type cells, suggesting the length of domain II contributed to the efficiency
of DNA replication [53]. The same study defined the minimum length of domain II in E. coli to be
21-27 residues [53].

3.3. Helicase Loading

Following the unwinding of the DUE, a homohexameric DNA helicase is loaded onto single
stranded DNA at the replication origin by the action of a helicase loader protein. In E. coli, the
helicase, DnaB, is loaded onto the ssDNA by the helicase loader DnaC. This occurs via a ‘ring-breaking’
mechanism whereby DnaC forms a spiral oligomer which remodels the hexameric DnaB ring, producing
a break in the ring large enough to allow loading onto ssDNA [86]. The recruitment of the DnaB-DnaC
complex to the origin occurs by an interaction between the N-terminal domain of DnaA and the helicase,
DnaB [12,84,87]. This interaction is thought to orient DnaB for loading onto the bottom strand of the
DNA, while an interaction between the AAA+ domains of DnaA and DnaC is thought to recruit the
complex in the right orientation for DnaB loading on the upper strand (Figure 6) [86,88].

E. coli Helicase Loading

DnaB DnaC

i o

DnaA Helicase Helicase Loader
DnaB DnaC

Figure 6. In E. coli, the initiator DnaA forms a helical oligomer during initiation which associates with
the upper strand of the ssDNA. Following unwinding of the DUE, interactions between DnaA and
DnaB or DnaC in the DnaC-DnaB complex are thought to correctly orientate DnaB for loading onto the
bottom and top strands of DNA, respectively. Figure adapted from [88].

The primase, DnaG, is next recruited via an interaction with the N-terminal domain of DnaB.
Subsequently, active primer formation appears to induce the dissociation of DnaC, in a step which is
necessary for DnaB to begin to function as an active helicase. Release of DnaC appears to be dependent
on the ATPase activity of DnaC which is thought to be induced by a conformational change in DnaB
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during primer formation [89]. DnaG interacts with the N-terminal domain of DnaB, while DnaC
interacts with its C-terminal domain [90]. The loading of the helicase is important for the recruitment
of the DNA polymerase clamp, DnaN. The clamp, in turn, recruits the DNA polymerase, in readiness
for primer elongation [90,91].

Helicase loading in B. subtilis is thought to occur via a different mechanism known as ‘ring
assembly’ [91]. In this model, the helicase loader, Dnal, facilitates the assembly of the helicase DnaC
onto ssDNA [92,93]. In the presence of Dnal, pre-formed DnaC hexamers exhibit no helicase or
translocase activity in contrast to monomeric DnaC which displays both helicase and translocase
activities [92]. The helicase loader Dnal, like E. coli’s loader protein, contains an N-terminal helicase
interaction domain and a C-terminal AAA+ domain [94]. The ATPase activity of the C-terminal domain
of Dnal is stimulated in the presence of ssDNA, but only once inhibition by the N-terminal domain is
overcome; binding of the N-terminal domain of Dnal to the helicase DnaC reveals a cryptic ssDNA
binding site on the C-terminal domain [93]. It is thought that this then facilitates helicase loading onto
ssDNA. Finally, the ATPase activity of the C-terminal domain may stimulate the release of Dnal once
loading has occurred [93].

3.4. Bacillus Initiation Proteins DnaD and DnaB

Besides DnaA, DnaC (equivalent to E. coli DnaB), Dnal and DnaG, DNA replication initiation in
B. subtilis requires the presence of two additional essential proteins, DnaD and DnaB [95,96].
A summary of their structure and function forms part of the discussion in an excellent recent review [6].
Both DnaD and DnaB are components of the replication initiation machinery at oriC [15] as well as
components of the replication restart machinery which is DnaA-independent [97]. Both proteins
exhibit DNA remodelling activities [16] and share structural similarity [96]. The B. subtilis initiation
machinery assembles in a hierarchical manner, and DnaD and DnaB recruitment occurs between DnaA
binding at oriC and the loading of the helicase, DnaC [17]. On binding to 07iC, DnaD forms direct
interactions with DnaA [98]. DnaD is required for the recruitment of DnaB and this, in turn, is then
required for recruitment of DnaC-Dnal [17]. Together DnaB and Dnal are thought to function as a
helicase loader [92].

The exact roles of DnaD and DnaB in replication initiation remain unclear. DnaD is able to untwist
supercoiled DNA into an open looped form [99]. It forms tetramers which can assemble into large
protein scaffolds that appear to mediate DNA loop formation and enhance melting of dsDNA [100].
The N-terminal domain of DnaD (DDBHI1) is implicated in tetramer formation [101,102] with the
C-terminal domain (DDBH2) involved in both double- and single-stranded DNA binding [100,102].
The full-length protein is required for DnaD to exhibit DNA looping and melting activities [100,102].
It is estimated that there are 3000-5000 DnaD molecules [103] in the cell and this relative abundance
has led to the suggestion that DnaD plays a global role in DNA remodeling, beyond that required for
DNA replication initiation [16]. In support of this idea, a study has shown that DNA remodeling by
DnaD stimulates DNA repair by Nth endonucleases in response to DNA damage following treatment
with HzOz [104].

It is generally thought that DnaB acts together with Dnal to enable the loading of DnaC onto
forked DNA [92]. However, studies [93,105] suggest that Dnal alone is sufficient to load the helicase
onto DNA and that DnaB is required to recruit DnaC-Dnal to the origin [17] and that it acts to
stimulate the helicase and translocase activities of DnaC in the presence of Dnal [92]. DnaB has also
been implicated in the association of the DNA replication machinery with the cell membrane [95,106].
It has also been shown to laterally compact DNA—although it is not known how this contributes to its
function [16].

Although DnaD and DnaB show little sequence similarity, a Hidden Markov Model analysis
identified two shared domains known as DDBH1 and DDBH2 (DDBH2 belongs to the PFAM domain:
DnaB_2). DnaD has a DDBH1-DDBH2 architecture, whilst DnaB has a DDBH1-DDBH2-DDBH2
organization [96] (Figure 7A). The structure of the DDBH1 domain of DnaD revealed a winged helix
domain with two additional structural elements: an N-terminal helix-strand-helix and a C-terminal
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helix [101] (Figure 7C). The B-strand of the helix-strand-helix was found to mediate interactions
between DnaD molecules in both dimer and tetramer formation (Figure 7C). The C-terminal helix
has been shown to be important in higher-order oligomerisation of these tetramers [101]. These
structural elements appear to be present in DnaB DDBH1 [96] which has also been shown to
form tetramers mediated by its N-terminus [16], suggesting that DnaB and DnaD share similar
oligomerisation properties.

A

YooxxhxxxW

DnaD —{poeHt. —BBEf—

YxxxIxxxW

Figure 7. (A) Diagram showing the architecture of DnaD and DnaB. Conserved DNA binding motif
YxxxIxxxW is marked on the relevant DDBH2 domain; (B) Ribbon diagram of the DnaD DDBH2
domain from Streptococcus mutans (PDB code: 2ZC2). Tyrosine, Isoleucine and Tryptophan residues
of the YxoxIxxxW motif are coloured by atom (carbon in green, nitrogen in blue and oxygen in red);
(C) Ribbon diagram of DnaD DDBH1 domain from Bacillus subtilis (PDB code: 2V79) showing a winged
helix with additional structural elements. Monomer, dimer and tetramer architectures are shown.
Dimer and tetramer interactions are mediated by the -strand of the additional helix—strand-helix.
Figure inspired by [6].

DnaD’s DDBH2 domain has been shown to be involved in DNA-binding and in DNA-dependent
higher-order oligomerization [102]. Two structures of the DDBH2 domain of DnaD homologues
from Streptococcus mutans (PDB code: 2ZC2) and Enterococcus faecalis (PDB code: 2I5U) show a
compact helical structure with four longer helices I-IV and a shorter fifth helix (V) of only 4 residues
(Figure 7B). Although residues following helix V are poorly conserved across DnaD homologs,
secondary structure prediction and analysis of the B. subtilis DnaD DDBH2 domain by NMR suggests
that helix V is extended by a further seven residues [96]. Helix V is followed by a region at the
C-terminus that is predicted to be disordered. A YxxxIxxxW motif residing in helix IV, the poorly
conserved helix V and the C-terminal unstructured region [96] have been shown to be important
for ssDNA binding. These structural elements appear to be conserved in the second of the DDBH2
domains of DnaB [96]. This domain has been implicated in dsSDNA and ssDNA binding as well as
in higher-order oligomerization [107]. Again, this suggests that the domains play similar roles in the
respective proteins.
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A DnaB (1-300) fragment encompassing DDBH1-DDBH?2 (missing the C-terminal DDBH2
domain) forms tetramers and binds ssDNA [96,107]. Interestingly, C-terminally truncated cytosolic
forms of DnaB have been observed during the mid-late growth phase. Full length DnaB alone is
observed at oriC, thus proteolysis may be regulating DnaB function [107]. It is unclear whether the
truncated version of the protein has a discrete function [107], however the different DNA binding
capabilities of the DDBH2 domains of DnaB may be important in differentiating the functions of the
full-length and truncated versions of DnaB.

3.5. Regulation of DNA Replication
3.5.1. During Vegetative Growth in B. subtilis

YabA

YabA is a negative regulator of DNA replication in Bacillus subtilis, affecting both the timing and
synchrony of DNA replication in vegetatively growing cells [108]. Deletion of yabA causes an increased
frequency of initiation events and asynchronous DNA replication [108] as well as a growth phenotype
associated with increased initiation events [109,110]. YabA interacts with both the replication initiator,
DnaA, and the DNA polymerase clamp, DnaN [109,110]. Mutations of YabA affecting the interaction
with either DnaA or DnaN have been shown to exhibit an over-initiation phenotype similar to that in
AyabA cells. This suggests that both interactions are important for replication regulation [110].

Expression of yabA genes encoding DnaA-loss-of-interaction or DnaN-loss-of-interaction
mutations disrupts the formation of YabA foci at mid-cell, where it is assumed that YabA is
co-localized with the replisome. Significantly, however, co-expression of DnaA-loss-of-interaction and
DnaN-loss-of-interaction YabA-mutants restores YabA foci, presumably through a hetero-oligomer
produced by the two mutants. This implies that both interactions are simultaneously required for
YabA localization at the replisome [110,111].

YabA forms tetramers through interactions of N-terminal coiled-coil domains to form an
intermolecular 4-helix bundle. This provides a structural scaffold from which four C-terminal
Zn-binding domains project. These are connected to the N-terminal domain by a flexible linker
and they appear to be independent domains [111] (Figure 8A). The determinants on YabA for DnaA and
DnaN interactions lie within these C-terminal domains. Significantly, yeast three-hybrid experiments
show that full-length YabA is able to interact simultaneously with DnaA and DnaN [110], whereas the
C-terminal domain alone cannot [111]. Thus, the YabA tetramer organization facilitates simultaneous
interactions with DnaA and DnaN.

Despite much study, the mechanism of YabA action remains elusive. YabA is not able to promote
DnaA-ATP hydrolysis in vitro [112], however, it has been shown to affect the co-operative binding of
DnaA to oriC [73], and it is capable of disrupting DnaA oligomerisation in vitro [112]. It is not clear,
however, if this is its main mode of action in vivo. Two alternative models have been proposed. In
the first, YabA tethers DnaA to DnaN at the replisome for most of the cell cycle (Figure 8B) [113],
sequestering DnaA from the origin during ongoing rounds of replication. This model is consistent
with the alternate localisations of DnaA in wild type and AyabA cells. In wild type cells, DnaA localizes
at the origin in small cells (which are at early points in their cell cycle) and at mid-cell, co-incident with
DnaX and therefore the replisome, in larger cells (in later stages of the cell cycle) [113]. In AyabA cells,
by contrast, DnaA is localized with the origin throughout the cell cycle [113].

The alternative model proposes that YabA binds to DnaA at oriC so as to inhibit its cooperative
binding to further DnaA molecules throughout the cell cycle up to the point where DNA replication is
completed and the replisome disassembles. At this point free DnaN competitively titrates YabA away
from its complex with DnaA, allowing the latter to bind cooperatively at the origin (Figure 8C) [73].
This model is consistent with evidence that the cellular level of DnaN correlates with the frequency
of replication initiation, with increased DnaN levels increasing replication initiation frequency, and
decreased levels, decreasing initiation frequency [73]. Additionally, in a strain replicating from a
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DnaA-independent origin, oriN, YabA was shown to affect the cooperativity of DnaA binding at oriC,
and increased levels of DnaN removed YabA from o0riC, suggesting that DnaN could be controlling the
binding of YabA at the origin.

Further studies to establish the dynamics and stoichiometry of the interactions between YabA,
DnaA and DnaN are required to further refine and reconcile these models: bearing in mind that they
are unlikely to be mutually exclusive.
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Competitive Inhibition

Figure 8. (A) Schematic of YabA tetramer structure: YabA N-terminal domains (green) form a
4-stranded coiled coil structure. Pseudo-monomeric C-terminal Zn-binding domains (red) are
attached by flexible linkers; (B) Replisome tethering model. YabA tethers DnaA to the replisome
via an interaction with both DnaA and DnaN, titrating DnaA away from the replication origin;
(C) Co-operative inhibition model. YabA (Y) inhibits the cooperative binding of DnaA (A) at the origin
during replication. When DnaN (N) is released after replication, YabA binds DnaN, releasing DnaA.

S0j/Spo0]

Soj is an ATPase which negatively and positively regulates DNA replication in B. subtilis [114],
according to its oligomeric state [115], which is controlled by nucleotide binding. ATP-bound Soj forms
dimers which co-operatively interact with DNA in a sequence unspecific manner, whilst ADP-bound
Soj is monomeric [116]. Dimeric ATP-bound Soj appears to stimulate initiation of replication, whilst
monomeric Soj inhibits replication [72,115]. Spo0] regulates Soj activity by stimulating its ATPase
activity, thus converting the dimer back to the monomeric form [115].
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Soj appears to interact with the ATPase domain (III) of DnaA, although it does not affect ATP
binding or hydrolysis by DnaA [72]. Instead, it acts by inhibiting DnaA oligomerisation at oriC.
A Soj mutant trapped in the monomeric state has been shown to inhibit DnaA oligomer formation
both in vitro and in vivo [72]. Curiously, Soj trapped in the dimeric state is also able to interact with
DnaA on a similar surface, without inhibiting DnaA oligomerization. Thus, it has been suggested
that monomeric Soj inhibits conformational changes in DnaA that are needed to form an active
initiation complex [72], whilst dimeric Soj may stabilize DnaA in this oligomerization-competent
conformation [72].

Soj and Spo(Q] are orthologues of ParA and ParB, respectively. ParA, and ParB, along with a
cis-acting DNA sequence parS, are components of a plasmid partitioning system found in many
prokaryotic species. These systems ensure partitioning of low copy number plasmids into daughter
cells. ParB binds to parS sequences on the plasmid, while ParA forms filaments on chromosomal
DNA. An interaction between ParA and ParB simulates the ATPase activity of the former, which is
thought to cause dissociation of the terminal ParA molecule from the filament; the plasmid can then
either dissociate or translocate along the chromosomal DNA by binding to the next ParA molecule.
Continuous cycles of ParA assembly and disassembly lead to equidistribution of the plasmids within
the cell [117], ensuring partitioning on either side of the division plane [118].

Chromosomal orthologues of ParA and ParB and parS sites are found in some bacterial species
and it is attractive to assume that they perform a role in chromosomal segregation similar to that of the
plasmid partitioning proteins. In B. subtilis, although Spo(J-parS contributes to accurate chromosome
segregation, it is not essential for this function [119]. Instead it plays a role in the recruitment of the
SMC complex to the origin, and it is the SMC proteins that are responsible for proper segregation and
condensation of the chromosome [120,121]. Regardless, SpoQJ provides a mechanism through which
B. subtilis may be able to co-ordinate DNA replication and chromosome segregation [121].

DnaD

DnaD has also been reported to play a role in the regulation of DNA replication initiation in
B. subtilis. Like YabA, DnaD has been shown to inhibit the ATP-dependent cooperative binding of
DnaA to oriC DNA [122] and to affect the formation of helical DnaA filaments in vitro [112]. It remains
unclear however, how these activities can be reconciled with the role of DnaD in vivo, where it is
essential for DNA replication initiation.

DnaA-Box Clusters

A B. subtilis deletion strain, in which six DnaA-box clusters (DBCs) found outside of the replication
origin were removed, displayed an early initiation of DNA replication phenotype. This phenotype was
strong only when all six clusters were removed and could be partially relieved by the re-introduction
of a single DBC at various locations [123]. Nevertheless, these data suggest that B. subtilis DNA
replication is sensitive to the amount of free DnaA in the cell, which might otherwise be bound at
these sites.

3.5.2. During Sporulation in Bacillus subtilis

A characteristic of B. subtilis is its ability to differentiate under nutrient limiting conditions to
form a dormant endospore. The spore is metabolically inactive and resistant to harsh conditions
such as high temperatures, desiccation and ionizing radiation. When nutrients become available
again, the spore can germinate, returning the cell to vegetative growth, even after thousands of
years [124,125]. Unlike vegetative growth which is characterized by division at mid-cell, during
sporulation the cell divides asymmetrically forming a larger mother cell compartment and smaller
forespore compartment (Figure 9A). These two daughter cells each contain an identical copy of the
genome, however, differential pathways of gene expression lead to dramatically different cell fates.
The forespore is engulfed by the mother cell, and in the cytoplasm of the latter it matures into a resistant
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spore. In the final stages, the mother cell lyses to release the fully formed spore [126] (Figure 9A).
Entry into the sporulation pathway is under the control of a complex signaling pathway, at the heart
of which is an expanded two-component system termed the phosphorelay, which culminates in the
phosphorylation of the response regulator SpoOA, the master control element of sporulation [127]
(Figure 9B). Spo0A~P acts as a transcriptional regulator, controlling directly or indirectly the expression
of over 500 genes [128].
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Figure 9. (A) Vegetative growth and sporulation in B. subtilis. In normal vegetative growth (red arrows)
cells divide symmetrically, producing identical daughter cells. During sporulation (purple arrows)
cells divide asymmetrically forming a mother cell and forespore; each receives an identical copy of
the genome, and through differential gene regulation they experience different fates. The mother cell
engulfs the forespore, nurturing it as it matures. In the final stages, the mother cell lyses releasing
the dormant spore; (B) Phosphorelay leading to the induction of sporulation. A series of phosphoryl
transfer reactions lead to the accumulation of threshold levels of SpoOA~P needed for entry into the
sporulation pathway.

At the point of entry into sporulation, DNA replication and asymmetric cell division must be
coordinated to ensure that the cell contains two, and only two, copies of the chromosome—one destined
for the mother cell and the other for the forespore. Trapping of more than a single chromosome in the
forespore compartment can reduce the viability of the spore and its capacity to germinate [129].

Spo0A~P Pulsing

It has long been recognized that there is a ‘sensitive period” in the cell cycle when the cell can
enter into the sporulation pathway. If the cell progresses beyond this point, it is committed to a new
round of vegetative division [130,131]. The critical determinant is the concentration of SpoOA~P which
fluctuates over the course of the cell cycle and is at its highest immediately after DNA replication is
completed [129,132]. A threshold level of SpoOA~P must be reached for sporulation to be triggered.
As Spo0A~P levels increase, low-threshold target genes are turned on, however, a higher threshold
Spo0A~P concentration must be achieved in order to trigger the sporulation process [133,134].
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Spo0A~P pulsing is linked to DNA replication, but until recently it was not known how.
The cellular SpoOA~P concentration is controlled by the sporulation inhibitor protein, Sda [129].
Sda inhibits the sporulation sensor kinases KinA and KinB, which feed phosphate into the phosphorelay
leading ultimately to the phosphorylation of Spo0A [135-137] (Figure 9B). Sda production is controlled
at the transcriptional level by DnaA [129,135] such that sda expression requires the presence of
replication active DnaA. Thus, Sda levels spike at the same time as, or just after, the replisome
forms [129]. Sda is subsequently rapidly proteolysed [138]. This provides a feedback mechanism
whereby Sda blocks phosphorylation of Spo0A and entry into sporulation, during ongoing rounds of
DNA replication [129]. However, factors other than Sda influence Spo0OA~P pulsing, as deletion of
Sda does not prevent the pulsing of SpoOF levels (spoOF is a ‘low-threshold’ gene under the control of
Spo0A~P) [139] suggesting that Spo0A~P pulsing still occurs.

The chromosomal arrangement of the phosphorelay genes spoOF and kinA is important for
Spo0A~P pulsing [129]. spoOF is located close to the replication origin, in contrast to kinA which
is located near the replication terminus. As a result, two copies of spoOF will be present in the cell
during most of the period of DNA replication, alongside a single copy of kinA [132]. Alterations in
the chromosomal positioning of spoOF, or induction of SpoOF from an inducible promoter, have been
shown to affect Spo0A~P pulsing [132], with high SpoOF:KinA ratios inhibiting KinA phosphorylation
and preventing sporulation [140,141]. As rapidly growing cells undertake multiple rounds of DNA
replication simultaneously, the SpoOF:KinA ratio also provides a mechanism for inhibiting sporulation
under nutrient-rich conditions. Collectively, the chromosomal arrangement of the phosphorelay genes
in B. subtilis, together with direct inhibition of KinA activity by Sda, serve to coordinate the entry into
sporulation with DNA replication.

SirA

Spo0A~P pulsing provides a mechanism for preventing replicating cells from entering into
sporulation. Interestingly, cells which are artificially induced to sporulate under conditions of rapid
growth are able to maintain correct chromosome copy number [142]. This is attributable to the activity
of SirA, an inhibitor of DNA replication, produced under SpoOA~P control. Deletion of sirA results
in loss of chromosome number control upon induction of sporulation during rapid growth [142].
Meanwhile, cells overproducing SirA do not form colonies on plates and in liquid culture many of
these cells are elongated and anucleate, with some containing nucleoids which have been severed by
division septa—a phenotype reminiscent of DnaA depletion [142,143]. SirA inhibits DNA replication
through a direct interaction with DnaA [143]. A genetic screen indicated that the determinants of SirA
binding reside in domain I of DnaA [54] and a later structure of a complex of SirA with DnaA domain I
fully delineated this binding surface [144]. Cells harbouring alleles with sirA point mutations mapping
to the DnaA domain I binding surface of SirA, exhibit a similar phenotype to AsirA cells. Moreover,
these mutations disrupted SirA foci normally observed in sporulating cells [144]. This suggests that
SirA localizes to the replisome via an interaction with DnaA during sporulation.

Intriguingly, SirA binds to a surface on DnaA domain I structurally equivalent to that used by the
positive regulators of DNA replication initiation, DiaA and HobA, structural homologues found in
E. coli and Helicobacter pylori, respectively (Figure 10). This raises an intriguing question about the role
of DnaA domain I in replication initiation in the respective organisms. How is the same topological
site used to positively and negatively regulate replication initiation?
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Figure 10. (A) SirA-DnaA-Domainl structure (PDB code: 4TPS). SirA is shown in crimson, domain
I of DnaA in blue; (B) HobA-DnaA-Domainl structure (PDB code: 2WP0). HobA is shown in green,
domain I of DnaA in blue. HobA and SirA interact on equivalent surfaces of DnaA, despite exerting
different regulatory effects.

Recently, SirA was shown to facilitate chromosome segregation during sporulation, independent
of its role in DNA replication regulation [145]. Newly synthesized bacterial origins are localized to a
cell pole (or future pole) with high fidelity. In sporulating cells, oriC must be segregated or ‘captured’ at
the respective poles in the future forespore and mother cell compartments following the onset of DNA
replication. In a AsirA mutant strain, 10% of sporulating cells fail to capture oriC. This activity is distinct
from the role of SirA in DNA replication regulation, as sirA mutants deficient in DNA replication
inhibition were able to facilitate normal oriC capture. Soj has also been implicated in oriC capture
during sporulation, with 20% of cells failing to capture oriC in a Asoj mutant strain [120,145]. There is
no further increase in the failure of cells to capture oriC in a AsojAsirA double mutant, implying the
two proteins are acting in the same pathway. Using a gain of interaction bacterial-two-hybrid screen,
a potential interaction site between the C-terminus of SirA and domain III of DnaA was identified.
This site overlaps with residues previously identified in the Soj-interaction site on DnaA, suggesting
this interaction may facilitate oriC capture [145].

A Direct Role for Spo0A~P

The B. subtilis replication origin contains a number of Spo0A-boxes which partially overlap with
DnaA-boxes [146] (Figure 4A). Indeed, the consensus Spo0A-box sequence 5'-TGTCGAA-3' is similar
to the DnaA-box consensus sequence 5'-TGTGNATAA-3" [147]. Spo0A~P has been shown to bind
these Spo0A-boxes in vitro [147], and sequence changes that alter the resemblance to the Spo0OA-box
consensus, without affecting that to the DnaA-box consensus, affect SpoOA~P, but not DnaA binding
to the origin [146]. The binding of Spo0A~P to oriC appears to play a role in chromosome copy number
control in a Asda/ AsirA mutant strain when sporulation is induced by starvation, or in cells induced to
sporulate during rapid growth [146]. Asda and AsirA strains each show a more significant loss of copy
number control than upon mutation of the Spo0OA boxes, with the phenotype being more profound for
Asda than AsirA [146].
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4. In E. coli

4.1. Regulatory Inactivation of DnaA (RIDA)

In E. coli, the concentration of available ‘initiation-active’ DnaA—-ATP is considered to be a limiting
factor in the initiation of DNA replication from oriC [148]. Thus regulation of the availability of
DnaA-ATP serves to control initiation events. The ‘regulatory inactivation of DnaA’ is a term given to
the process of converting ‘active’ DnaA-ATP into ‘inactive’ DnaA-ADP by ATP hydrolysis. Hydrolysis
is promoted by the protein Hda, and requires a complex between DnaA, Hda and the DNA-bound
polymerase 3-clamp, DnaN [149-151]. In this way, the regulation of initiation is coupled to elongation
in DNA replication, as ATP hydrolysis becomes activated following the start of DNA synthesis [150].

Hda is homologous to DnaA domain III, with a 48% sequence similarity between their
AAA+ ATPase domains [150]. Hda binds DnaN via an N-terminal clamp binding motif of
sequence QL[SP]LPL [152], whilst Hda:DnaA interactions are mediated via their respective ATPase
domains [153]. Strains carrying hda deletions, and inactivated Hda mutants or DnaA mutants unable
to hydrolyse ATP, exhibit overinitiation of DNA replication and growth inhibition [48,148,149,154].
Hda-mediated hydrolysis of DnaA-ATP to DnaA-ADP requires ADP-bound Hda [155] which is
monomeric. In contrast, apo-Hda appears to form homodimers and larger multimers [155] implying
that Hda’s oligomerisation state plays a role in its ability to promote DnaA-ATP hydrolysis [155].
A crystal structure of Shewanella amazonensis Hda bound to the nucleotide CDP also revealed a dimer,
however because the DnaN binding motif was buried, it was assumed to represent an inactive
conformation of the protein [156].

Mutations in both Hda and DnaA suggest that the proteins interact via their respective
AAA+ domains, with the arginine finger residue of Hda playing an important role in DnaA—-ATP
hydrolysis [153,157]. Models of the DnaA-Hda interaction suggest that it may be similar to that formed
between molecules of DnaA [156,157]. Hda’s interaction with the 3-clamp is important for Hda-DnaA
binding, suggesting that the 3-clamp alters the conformation of the Hda-DnaA interaction to promote
ATP hydrolysis [157]. Recently interactions of Hda with DnaA domains I and IV have also been shown
to be important for RIDA as mutations at specific DnaA domain I and IV residues lead to higher cellular
concentrations of DnaA-ATP than seen in wildtype cells [77,158]. The Hda-DnaA model suggests
domain IV makes contacts with Hda at a nucleotide interaction surface towards the C-terminus of
Hda [158]. It has therefore been proposed that DnaA domain I interacts with the N-terminal portion
of Hda’s ATPase domain, to stabilize the DnaA-Hda interaction from both sides [77] (Figure 11).
Further studies of the interactions between Hda, DnaA and the 3-clamp are required to fully elucidate
molecular mechanism of Hda action.

DnaA

Figure 11. Schematic representation of the interaction of Hda with DnaA and the p-clamp. Hda-ADP
(light and dark cyan) makes contacts with domain I (blue) of DnaA-ATP principally through its clamp
binding domain (CB), and with domains III (green) and IV (red) of DnaA through its AAA+ domain.
An arginine finger from Hda (yellow) projects into the ATP-binding pocket of DnaA and facilitates
ATP hydrolysis as part of the regulatory inactivation of DnaA (RIDA). The DNA-bound -clamp is
shown in purple. Figure adapted from [77].
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The capacity of Hda to interact with DnaA and DnaN is functionally reminiscent of the B. subtilis
regulator YabA, which also appears to couple the initiation and elongation steps in DNA replication.
However, the mechanism of action of the two proteins is quite different. The proteins are structurally
and mechanistically distinct. Hda influences DnaA—ATP hydrolysis in E. coli, while YabA has no effect
on the hydrolysis of DnaA-ATP in B. subtilis. The latter instead appears to influence the oligomerisation
of DnaA at the origin.

4.2. IHF and Fis

The DNA-bending proteins integration host factor (IHF) and Fis are thought to play important
roles in regulating the binding of DnaA at the origin of replication [159]. Specifically, they have been
shown to shape the binding of DnaA to two cis-acting regulatory sites on the chromosome, datA
and DARS [160,161] (see Section 4.3 below). Loss of IHF disrupts synchronous DNA replication.
Curiously, Fis has been reported to play both inhibitory and stimulatory roles in DNA replication
initiation [162-164].

Both proteins bind to oriC and act in an antagonistic manner [159,165]. Binding of IHF to a specific
site in the E. coli replication origin as shown in Figure 4B promotes binding of DnaA at DnaA-boxes
within the origin [166], contributing to DnaA oligomer formation. The binding of THF induces a bend
in the DNA, which is proposed to bring the two adjacent DnaA-boxes into closer proximity, facilitating
the extension of the helical DnaA oligomer [65]. Fis has been reported to inhibit DNA unwinding at
oriC by blocking binding of both DnaA and IHF [159]. Increasing concentrations of DnaA were found
to relieve Fis inhibition, and IHF was found to redistribute DnaA molecules at oriC [159,166].

4.3. DnaA-Box Sequences: datA and DARS

In stark contrast to the clusters of DnaA-box sequences of B. subtilis, which do not play a significant
role in replication initiation, E. coli possesses three loci with DnaA-box motifs that are used to regulate
DNA replication initiation.

One such locus, datA, ~1 kb in length and located at 94.7 min on the E. coli chromosome [167],
contains five DnaA-boxes with high affinity for DnaA. It acts as a negative regulator of DNA replication
initiation; deletion of datA or mutations of the DnaA-boxes within datA causes over-initiation of DNA
replication [167-169]. Binding of IHF to datA promotes DnaA-binding and is essential for the regulatory
action of datA [170]. datA had been suggested to act as a sink titrating DnaA away from the replication
origin [167-170]. A recent study however, has revealed that datA promotes the hydrolysis of DnaA-ATP
to DnaA-ADP [161], in a manner that is dependent on both IHF binding to datA and the DnaA arginine
finger residue (Arg285). This implies that datA promotes the formation of a nucleoprotein complex,
somewhat reminiscent of that formed at 07iC, and stimulates the hydrolysis of DnaA—-ATP at this
site [161]. The binding of IHF to datA takes place immediately after initiation, providing a mechanism
for the timing of datA mediated DnaA-ATP hydrolysis [161].

Two other DnaA-binding loci in E. coli, termed DARS1 and DARS2 for DnaA reactivating
site 1 and 2, respectively, have been implicated in the reactivation of DnaA by promoting nucleotide
exchange, generating DnaA—ATP from DnaA-ADP [171]. Located at 17.5 min and 64 min on the
chromosome, respectively, deletion of DARS sequences causes inhibition of DNA replication due to a
decrease in the cellular DnaA—ATP concentration [171]. DnaA-ADP molecules have been shown to
assemble on DARS] promoting the regeneration of DnaA-ATP [171]. The simultaneous binding of the
DNA bending proteins IHF and Fis to DARS2 has been shown to facilitate DnaA-ATP regeneration
in vivo [160], providing a mechanism for the timing of DnaA reactivation. The binding of IHF to
DARS2 appears to be cell-cycle regulated and independent of DNA replication, whilst the binding
of Fis is linked to growth phase: occurring during exponential growth but not stationary phase [160].
The role of Fis at DARS2 is consistent with a report that Fis is required for the stimulation of replication
initiation in rapidly growing cells [164].

The chromosomal positioning of datA, DARS1 and, particularly, DARS2, relative to oriC has
been shown to be important for the proper timing of DNA replication initiation. Translocation
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of these sites perturbs regulation of initiation [172,173]. However, relocation of datA and DARS1
perturbs DNA replication initiation only when they are moved in close proximity to the replication
terminus or origin, respectively. In both cases, these effects could be attributed to a gene dosage effect,
or decreased/increased proximity to DnaA [172]. The translocation of DARS2 however, has a more
significant effect, with relocation of the site proximal to the terminus causing both decreased initiation
events, and asynchronous replication. This suggests that the chromosomal location of DARS2 is
important for regulating DNA replication synchrony [172,173].

4.4. SeqA

SeqA prevents re-initiation of DNA replication immediately after the previous round of replication
has been initiated. It binds to hemimethylated GATC sites [174] in oriC and this serves to sequester the
origin, preventing DnaA oligomer formation and transcription of the dnaA gene by blocking of the dnaA
promoter [175-178]. The E. coli replication origin contains 11 GATC sites which are hemimethylated
immediately after DNA replication has been initiated, because the newly synthesized strand is yet
to be methylated whilst the parental DNA strand is methylated. SeqA bound to the hemimethylated
GATC sites at oriC recruits further SeqA proteins. The origin is thus sequestered as long as six or
more of the GATC sites are hemimethylated [179]. Sequestration of the origin persists for around a
third of the cell cycle, after which time a combination of SeqA dissociation and methylation of the
adenosine bases in the GATC sites of the newly synthesized strand by Dam methyltransferase relieves
sequestration [177,180,181]. Interestingly, SeqA has also been implicated in faithful chromosome
segregation [182].

4.5. DiaA (and HobA)

DiaA is a positive regulator of DNA replication initiation in E. coli influencing the frequency and
timing of the initiation event [56]. It functions by binding to domain I of DnaA and promoting the
oligomerisation of DnaA at the origin [82,183,184]. HobA, an orthologue of DiaA in H. pylori [185],
is an essential regulator of DNA replication in this organism [55]. DiaA and HobA are tetramers.
The structure of a HobA-DnaA domain I complex revealed a 4:4 stoichiometry, with each HobA
protomer bound to one DnaA domain I [82]. DiaA has been shown to bind an equivalent site on
DnaA [76], although HobA and DiaA are not interchangeable in vivo due to differences in their cognate
DnaA domain I sequences [183]. Heterologous complexes can be achieved however with hybrid DnaA
molecules. Thus DiaA from E. coli can interact with a chimaeric protein resulting from fusion of DnaA
domain I from E. coli and DnaA domains II-IV from H. pylori. This confirms that DiaA and HobA
are functional homologs, each promoting DnaA binding at the origin, albeit with different dynamics.
HobA accelerates DnaA binding, whilst DiaA decreases the DnaA binding rate [183]. Structural and
mutational studies with HobA have led to the suggestion that the tetramers function as molecular
scaffolds which promote the formation of DnaA oligomers at oriC, however direct experimental
evidence is still required [186]. DiaA may play a role in regulating the timing of helicase loading in
E. coli as both proteins appear to bind to an overlapping site on DnaA, and DiaA has been shown to
inhibit helicase loading in vitro [76].

4.6. Lysine Acetylation of DnaA

A recently discovered mechanism for controlling DNA replication initiation in E. coli involves
the reversible acetylation of lysines within DnaA. Acetylation sites were identified on 13 lysines
within natively expressed DnaA, including a key lysine (Lys178) required for the binding of ATP [187].
The acetylation of this residue was growth phase dependent, with peak levels observed in stationary
phase. Mutation of Lys178 to Gln or Arg prevented ATP-binding to DnaA, suggesting acetylation of
Lys178 would have a similar effect in inactivating the initiator. It is attractive to consider that similar,
as yet unidentified, post-translational modifications may exist in other species providing an elegant
mechanism for coupling DNA replication initiation to growth phase [187].
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5. Regulatory Mechanisms for DNA Replication Regulation: B. subtilis vs. E. coli

In recent years, opposing themes have emerged in the regulation of DNA replication initiation in
E. coli and B. subtilis (Figure 12). It has long been recognized that the cellular DnaA-ATP concentration
plays an important role in the regulation of E. coli replication initiation [1,4,188]. Many of the regulatory
mechanisms in E. coli have been found to influence the adenosine nucleotide bound state of DnaA.
Hda, along with the DNA polymerase clamp, DnaN, acts to promote the hydrolysis of DnaA-ATP after
initiation [150]. Meanwhile, the datA, DARS1 and DARS?2 loci influence available DnaA-ATP levels
by promoting ATP-hydrolysis (datA) [161] or nucleotide exchange from ADP to ATP (DARS) [171].
The DNA-binding proteins Fis and IHF influence DnaA binding at these sites so as to control the
cellular DnaA-ATP concentration [159,160]. Finally, lysine acetylation of DnaA coordinated with
growth cycle is also believed to affect ATP-binding to DnaA and thus inhibit initiation of DNA
replication in later growth phases [187].

acetylation
of DnaA

DARS @@ Lysine-

. ATP

O DnaA-ATP ’ DnaA-ADP

Figure 12. Schematic representation of the mechanisms regulating DNA replication initiation in
E. coli and B. subtilis. Key regulators in E. coli influence the adenosine nucleotide bound state of DnaA,
whilst those in B. subtilis influence the binding of DnaA-ATP to oriC. For E. coli, the protein regulators
are shown in purple, and the DNA binding sites, DatA and DARS, are shown in grey. For B. subtilis,
protein regulators are shown in blue. Pointed arrows indicate positive effects upon a process, and blunt
ended arrows indicate inhibitory effects.

In B. subtilis, by contrast, no regulator has been identified which affects the conversion of
DnaA-ATP to DnaA-ADP. Instead, replication regulators in B. subtilis appear to act directly on
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the binding of DnaA to oriC. YabA is able to inhibit DnaA oligomer formation in vitro [112] and
to affect the cooperativity of DnaA—ATP binding at oriC [73,122]. Monomeric Soj appears directly
to inhibit DnaA oligomer formation on DNA, whilst dimeric Soj seems to be able to promote this
oligomerisation [72]. Despite the fact that Soj and YabA interact with the ATPase domain of DnaA,
neither protein has an effect on ATP hydrolysis in DnaA-ATP [72,112]. Instead both appear to target
the DnaA oligomerisation determinants residing in domain III. Furthermore, DnaA-box clusters
with significant roles in the regulation of DNA replication initiation have not been identified in
B. subtilis [123], in marked contrast to E. coli. Together this evidence suggests that the primary
mechanisms of DNA replication control are different in B. subtilis and E. coli. The initiation regulators
determine the ligation status (ATP versus ADP) of DnaA in E. coli while in B. subtilis they act to control
the downstream event of DnaA oligomerisation at oriC.

Despite this, a number of parallels can be drawn between the regulatory mechanisms in the two
species. Both organisms utilize a major regulator during vegetative growth which interacts with both
DnaA and DnaN; YabA in B. subtilis [110] and Hda in E. coli [152]. This may provide the respective
species with a mechanism for appropriately timing initiation of replication, since DnaN is a key
component of the DNA elongation complex. Both organisms have regulators which are implicated
in chromosome segregation, SeqA in E. coli, and Soj and SirA during growth and sporulation of
B. subtilis, respectively. Both organisms appear to utilize a method of origin sequestration to prevent
DnaA binding: in E. coli, SeqA binds to newly replicated origins, and in B. subtilis SpoOA~P is able to
bind to the origin, playing an albeit more modest role in inhibiting DNA replication. Furthermore,
both organisms have evolved a regulator which targets a structurally equivalent location on DnaA
domain I—the sporulation inhibitor of replication in B. subtilis, SirA, and the promoter of DNA
replication initiation in E. coli, DiaA. Thus, these may represent common themes of replication
regulation across bacterial species.
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Abstract: DNA replication is arguably the most fundamental biological process. On account of their
shared evolutionary ancestry, the replication machinery found in archaea is similar to that found in
eukaryotes. DNA replication is initiated at origins and is highly conserved in eukaryotes, but our
limited understanding of archaea has uncovered a wide diversity of replication initiation mechanisms.
Archaeal origins are sequence-based, as in bacteria, but are bound by initiator proteins that share
homology with the eukaryotic origin recognition complex subunit Orcl and helicase loader Cdc6).
Unlike bacteria, archaea may have multiple origins per chromosome and multiple Orc1/Cdc6 initiator
proteins. There is no consensus on how these archaeal origins are recognised—some are bound by a
single Orc1/Cdc6 protein while others require a multi- Orc1/Cdcé complex. Many archaeal genomes
consist of multiple parts—the main chromosome plus several megaplasmids—and in polyploid
species these parts are present in multiple copies. This poses a challenge to the regulation of DNA
replication. However, one archaeal species (Haloferax volcanii) can survive without replication origins;
instead, it uses homologous recombination as an alternative mechanism of initiation. This diversity
in DNA replication initiation is all the more remarkable for having been discovered in only three
groups of archaea where in vivo studies are possible.

Keywords: DNA replication; replication origin; Orc1/Cdc6; archaea; Sulfolobus; Haloferax

1. Introduction

The principles of DNA replication are common across all three domains of life—bacteria, archaea,
and eukaryotes—but there is a fundamental split in terms of the machinery used [1]. The DNA
replication proteins found in archaea are homologous to those of eukaryotes, but those encountered
in bacteria are quite distinct [1,2]. Nevertheless, phylogenomic studies have shown that the archaeal
replication machinery exhibits a striking degree of diversity. In some groups of archaea, components
have been lost, while in others, a large number of additional copies have been acquired [2,3]. This is in
contrast to eukaryotes where the composition of the replication complex remains constant across the
domain [4].

Based on 16S ribosomal RNA (rRNA) sequencing, the archaeal domain was originally divided
into two phyla: Crenarchaeota and Euryarchaeota [5]. However, the recent expansion in whole
genome sequencing of natural isolates, combined with new statistical models, has challenged the
traditional topology of the archaeal tree. It has been proposed that the TACK superphylum (comprising
Thaumarchaeota, Aigarchaeota, Crenarchaeota, and Korarchaeota) gave rise to the ancestor of
eukaryotes. (Figure 1). It has been suggested [3] that the diversity of replication machinery in
the archaeal domain is likely to reflect the evolutionary forces that have fine-tuned their genomes in
different environments.
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Figure 1. Current view of the archaeal phylogenetic tree. Based on [6,7]. The groups in which in vivo
replication initiation studies have been undertaken are underlined.

DNA replication proceeds in three major stages: initiation, DNA synthesis, and termination.
Studies of archaeal DNA replication have focused on the biochemical characterization of key enzymes
involved in DNA synthesis and, despite the recognized diversity of archaeal domain, have been
limited to few species. This is understandable given the interest in exploiting extremophilic enzymes
in biotechnology and the difficulty of generating genetic tools for most archaeal species (see Figure 1).

DNA replication initiation is the key regulatory stage for the processes of DNA replication and
the cell cycle, and the most powerful methods to study the regulation of DNA replication initiation
rely on in vivo genetic analysis. However, these are available for only three groups of archaea:
Sulfolobales, Halobacteriales, and Thermococcales. Here, we review the available knowledge on control of
DNA replication initiation in archaea.

2. Machinery for DNA Replication Initiation

2.1. Replication Origins

Similar to the bacterial origins of replication, archaeal replication origins have a clearly defined
structure consisting of an AT-rich DNA unwinding element (DUE) flanked by several conserved
repeats termed origin recognition boxes (ORBs) that serve as binding sites for the origin recognition
protein(s). The number, orientation, sequence, and spacing of ORBs vary among different genera, as
reviewed in [8].

The first archaeal replication origin was experimentally identified in the Pyrococcus genus and
it was shown to have a single origin per chromosome [9]. Since then, experimental studies and in
silico predictions have identified several archaeal groups with multiple origins of replication on the
same chromosome. For example, Sulfolobus islandicus and Haloferax volcanii have three replication
origins per chromosome [10-13] while Pyrobaculum calidifontis has four, the highest number of origins
per prokaryotic chromosome identified to date [14]. Interestingly, the number of origins in archaeal
genomes does not correlate with genome size (Table 1). It remains an open question what advantages
(if any) there are for archaeal cells in having multiple replication origins per chromosome.
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Table 1. Chromosome size and number of DNA replication origins in different archaeal species.

Chromosome Size, kb Number of Origins per Chromosome

Haloferax mediterranei 2949 * 3[15]
Haloferax volcanii 2848 * 3[10]
Haloarcula hispanica 2995 * 2[16]
Halobacterium sp. strain NRC-1 2014 * 2[17]
Nitrosopumilus maritimus 1645 1[14]
Sulfolobus islandicus 2500 3[18]

Sulfolobus solfataricus 2992 3[11,13]
Sulfolobus acidocaldarius 2226 3[11]
Aeropyrum pernix 1670 2[19]
Pyrobaculum calidifontis 2010 4120]
Pyrococcus abyssi 1770 1[9]
Archaeoglobus fulgidus 2178 1[21]

Methanococcus jannaschii 1660 1*[22]

Methanosarcina mazei 4096 1 [23]

* In cases where there are several elements of the genome, only the size of the main chromosome is indicated;
** The number of origins is based on in silico prediction by the Z-curve method and has not been
experimentally validated.

2.2. Origin Recognition Proteins

Origins in archaea and bacteria are typically linked to the gene that encodes the replication initiator
protein that recognizes the origin. In bacteria, origins are recognized by DnaA-type initiators whereas
archaeal origins are recognized by Orcl/Cdcé proteins that are homologues of the eukaryotic Orcl
origin recognition complex and Cdc6 helicase loader proteins (A confusion in naming of Orc1/Cdc6
proteins exists: in some species they are named Orcl, in others Cdc6; in essence, the same protein has
homology to both to Orcl and Cdc6). In contrast to bacteria, the proteins involved in archaeal origin
recognition display a considerable degree of evolutional flexibility. Methanococcales and Methanopyrales
groups have highly divergent orc genes that initially precluded their identification [2], while in
Sulfolobus islandicus, the third origin of replication 0riC3 is recognized not by the Orc1/Cdc6 protein
but instead by WhiP, a distant homologue of Cdt1 [18].

Eukaryotic Orc proteins recognize origins as a preassembled hexameric complex, while bacterial
DnaA monomers bind cooperatively to the origin of replication [1]. Most archaea encode at least
two Orcl/Cdc6 homologs in their genomes, but the ability of archaeal Orc1/Cdc6 to form homo- or
heteromeric complexes for origin recognition in vivo is still unclear and appears to be species-specific.
The crystal structure of two Orcl/Cdc6 proteins, Cdc6-1 and Cdc6-3, bound to Sulfolobus solfataricus
origin 0riC2 was shown to form a heterodimer [24] (Figure 2B). By contrast, the crystal structure of
Aeropyrum pernix Cdc6-1 bound to the origin oriC1 indicates binding as a monomer (Figure 2A) [25],
while at high concentration Cdc6-1 was shown to form dimers in vitro [25,26]. The second A. pernix
Cdc6 protein, Cdc6-2, did not bind the origin oriC1. Interestingly, none of the two genes for A. pernix
Cdcé proteins is located next to the predicted origins [19].

This notable level of diversity exists even among closely related Sulfolobus species. S. solfataricus
has three replication origins (0riC1, 0riC2, 0riC3) and three Orcl/Cdc6 proteins (Cdc6-1, Cdc6-3,
Cdc6-3). Deoxyribonuclease I (DNasel) footprinting has shown that both Cdc6-1 and Cdc6-2 recognize
three sites in 0riC1, while 0riC2 and 0riC3 are recognized by all three Orc proteins, albeit with different
affinities [13,19] (Figure 2B). The solved crystal structure of the Cdc6-1 and Cdc6-3 heterodimer bound
to the oriC2 origin indicates that direct contacts between Cdc6-1 and Cdc6-3 are weak, but they
influence one another’s DNA binding affinities [24]. It is unclear whether Cdc6-1 and Cdc6-3 recognize
the same origin independently or form preassembled complexes. Surprisingly, 0riC1 and 0riC2 origins
in two related species, Sulfolobus islandicus and Sulfolobus acidocaldarius, are only bound by single Orc1-1
and Orcl-3 proteins, respectively (Figure 2C) [18,27]. However, differences in origin binding between
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the closely-related Sulfolobus species may be smaller than these studies imply and could be due to
differing experimental techniques.

A Aeropyrum pernix B  Sulfolobus solfataricus C Sulfolobus acidocaldarius
Sulfolobus islandicus

oriC1 oric2
oriC1
oriCc3

oriC1

oric2

oriC1
oric3
Cdc6-1/Orc1-1 oriC1 — oriC1
Cdc6-2/0rci-2 — oric2 s oriC2
Cdc6-3/0Orc1-3 .
4._‘_ oriC3 —— oriC3
= WhiP

Figure 2. Binding of Orc1/Cdc6 proteins at origins of archaeal chromosomes. (A) Aeropyrum pernix
Cdcé6-1 binds to 0riC1 as a monomer; binding to the origin 0riC2 has not been investigated; (B) Cdc6-1,
Cdc6-2, and Cdc6-3 of Sulfolobus solfataricus binds more than one origin each; (C) Replication initiation
proteins of Sulfolobus acidocaldarius bind only one origin each. Similar to S. acidocaldarius, initiation
proteins in Sulfolobus islandicus bind only one origin each.

2.3. Origin Binding and DNA Unwinding

Two crystal structures are available for Orc1/Cdc6 bound to DNA: the Cdc6-1 monomer from
A. pernix bound to 0riC1 [24] and Cdc6-1/Cdc6-3 heterodimer from S. solfataricus bound to oriC2 [24].
Both structures indicate two general features. Firstly, limited sequence-specific interactions exist
between Orcl/Cdc6 and origin DNA (four bases are contacted specifically by A. pernix Cdc6-1 and
five bases in the case of the S. solfataricus Cdc6-1/Cdc6-3 heterodimer). Secondly, Orcl/Cdc6 proteins
have bipartite DNA-interaction surfaces: the first one uses a conventional DNA-binding winged-helix
domain, while the second involves the AAA+ ATPase domain. This is in contrast to DnaA, where
interactions are highly sequence-specific and the ATPase domain is not involved in DNA binding.

Another aspect of Orc1/Cdcé that differs from DnaA is the formation of higher-order complexes
and their effect on DNA unwinding. DnaA binds cooperatively to multiple sites in bacterial origins
and there are two reports showing cooperative binding of archaeal Orc1/Cdc6: Methanothermobacter
thermoautotrophicus Cdc6 [28] and A. pernix Cdc6-1 [26]. However, DNA footprinting assays of
Sulfolobus Orc1/Cdc6 proteins do not support the assembly of a higher-order complex on origin
sites [13]. Orc1/Cdc6 have been reported to alter DNA topology in vitro [29,30] and there is one report
showing origin unwinding in vitro [29]. In contrast to unwinding by bacterial DnaA, Orcl/Cdcé
were found to act in an ATP-independent manner and did not act at the duplex unwinding element.
There is not yet a clear consensus on how origin DNA is unwound by Orcl/Cdc6 proteins [31].
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2.4. Multiple Origins on the Chromosome

When multiple origins are found on archaeal chromosomes, have they arisen by duplication or
do they have an independent evolutionary history? By comparing two distantly related crenarchaeal
species, Sulfolobus and Aeropyrum, Robinson and Bell demonstrated that multiple origins in both
species are likely to have arisen by horizontal gene transfer [19]. The authors proposed that this
occurred by integration of extrachromosomal genetic elements into the chromosome, and not by the
duplication of existing origins. Similar conclusions have been drawn for the multiple replication
origins of haloarchaeal species, which show poor sequence similarities with each other [32,33].

The idea of replicons evolving independently of each other is consistent with in vivo studies from
Sulfolobus islandicus and Haloarcula hispanica. The deletion of a single orc1/cdc6 gene prevents the origin
firing only from the adjacent replication origin but does not affect any other origin. Thus, only an
initiation factor genetically linked to the origin is required and sufficient for the replication from that
origin; the initiation of the replicons on the same chromosome is independent of each other [16,18].
The fact that S. solfataricus origins are bound by several Cdc6 proteins (Figure 2B) points to greater
integration among the replicons in this species than in S. islandicus (Figure 2C). The exact combination
of Orc1/Cdc6 proteins that are necessary and sufficient for origin firing in S. solfataricus is unknown.

2.5. Diversity of Functions of Orc1/Cdc6 Proteins in Archaea

The number of orc1/cdc6 genes present in archaeal genomes is often greater than the number
of origins. The extreme situation can be found in the Halobacteriales group, where the genome may
contain as many as nine orc1/cdc6 genes on the main chromosome but only three origins, as is the case
in Haloferax volcanii [10,12,34]. Similar to bacterial DnaA and the eukaryotic ORC complex, archaeal
Orcl/Cdc6 proteins are likely to have extended their functions beyond replication initiation. Moreover,
some Orcl/Cdc6 proteins may have lost functions connected with replication initiation and have
acquired new roles.

A phylogenomic analysis of 140 archaeal genomes found that in each genome, only one or two
Orc1/Cdc6 homologs (named core copies) are slow-evolving, while any additional copies (shell copies)
are highly divergent [3]. Shell copies of Orcl/Cdc6 might contribute to replication under special
circumstances. Thus, when the three main chromosomal origins of Haloferax mediterranei are deleted,
a dormant origin located next to the shell copy cdc6H gene becomes activated [15]. Alternatively,
it has been suggested that Orc1/Cdc6é proteins might also work as factors for gene regulation.
For example, chromatin immunoprecipitation (ChIP) analysis of Pyrococcus abyssi Cdc6 binding
indicates that additional regions were bound in addition to 0riC1 [35]. Conversely, the transcription of
shell orc1/cdc6 genes was found to be misregulated when Halobacteriales were grown under acidic and
alkaline conditions [36].

Intriguingly, when two core copies of orcl/cdc6 are present in an archaeal genome, only one
of these copies is located next to a predicted replication origin; the other orc1/cdc6 gene is never
linked to an origin [3]. The absence of a genetic linkage with origins suggests that the unlinked
Orc1/Cdc6 proteins might have acquired functions distinct from replication initiation, for example in
the regulation of gene repair, recombination, or replication fork restart. This idea is consistent with the
experimental data from Sulfolobus islandicus, which has two slow-evolving orc copies, cdc6-1 (adjacent
to oriC1) and cdc6-2 (not origin-associated). The deletion of cdc6-1 inhibits the initiation from oriC1,
while the deletion of cdc6-2 does not affect replication initiation from any of the three origins on the
chromosome (Figure 2C) [18]. However, in S. solfataricus the slowly-evolving Cdc6-2, which is not
linked to origins, can bind to the 0riC1, 0riC2, and 0riC3 origins both in vivo and in vitro (Figure 2B).
This has led to the proposal that Cdc6-2 can negatively regulate replication initiation [13,19].
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2.6. Recruitment of a Helicase

The next step of replication initiation after origin recognition is recruitment of a helicase to
unwind the DNA duplex. In bacteria, DnaC serves as a DnaB helicase loader, while in eukaryotes the
binding of Cdc6 and Cdtl to the ORC complex helps to recruit the minichromosome maintenance
(MCM) helicase and to regulate replication initiation. In eukaryotes, the MCM helicase consists of a
heterohexameric complex, whereas most archaeal MCM proteins are homohexamers encoded by a
single mcm gene [37,38].

Which protein(s) function as a helicase loader in archaea? Archaea do not have a clear homologue
of Cdtl and Orcl/Cdc6 proteins that share homology with both Orcl and Cdc6. Most archaea have
several genes encoding Orc1/Cdc6, therefore, it has been suggested that one of these Orc1/Cdc6
proteins carries out the function of eukaryotic Cdc6 by acting as a helicase loader, while the other
Orc1/Cdc6 proteins are responsible for origin recognition. Recent biochemical data support the idea
that a single protein can have both Orcl and Cdc6 features, and in at least two cases, MCM is recruited
to origins directly by Orc1/Cdc6 [39,40]. In an in vitro recruitment assay, Cdc6 from Pyrococcus furiosus
was able to recruit MCM in an oriC-dependent manner [40]. In Sulfolobus islandicus, the conserved
C-terminal winged-helix domain of MCM interacts directly with the ATPase domain of Cdc6-1;
this interaction is required for the replication initiation from 0riC1 in vivo [39].

It is likely that there are alternative mechanisms of MCM recruitment in archaea. For example,
the MCM-interacting interface appears to be conserved in Cdc6-3, the replication initiator protein in
S. islandicus that is required for recognition of 0riC2 [39]. By contrast, the third origin of Sulfolobus
islandicus, oriC3, is bound by WhiP, a distant homolog of Cdt1 and not Orcl/Cdcé. It is likely that
different interfaces of MCM are involved in its recruitment by WhiP, and that additional partners may
play a role in this process [18].

An extreme case in MCM recruitment in archaea is encountered in the Methanococcales family.
This family has very divergent Orcl/Cdc6s and several copies of MCM encoded in the genome.
Although additional copies of mcm genes have mostly arisen by the integration of extrachromosomal
elements, the mobile elements carrying these mcm genes do not appear to have been involved in
extensive lateral gene transfer and, thus, may have coevolved with their hosts [41]. Although it
is tempting to speculate that under special circumstances (e.g., replication stress) alternative MCM
helicases might be recruited to the origins by different Orc1/Cdc6 proteins, the experimental evidence
for this is lacking due to difficulties of genetic analysis in Methanococcales.

An ancient supergroup of unicellular eukaryotes called Excavates, which is comprised of
Trypanosoma, Giardia, and Euglena, also lacks Cdc6 and Cdtl, and only one Orc-related initiator can be
clearly identified by sequence homology [42]. Recently, Orc1/Cdcé-interacting proteins in Trypanosoma
brucei were shown to act in nuclear DNA replication, and Orc1/Cdc6 was present in a high molecular
complex suggesting the presence of a diverged ORC complex [43]. This suggests that a similar situation
might exist in archaea, where at least some archaeal Orc1/Cdc6 proteins form complexes with yet-to-be
identified proteins, thus increasing the efficiency of replication initiation in vivo.

3. Regulation of DNA Replication Initiation

In eukaryotes, strict regulation of replication initiation is required to ensure one round of
chromosome replication per generation. To accomplish this, the cell must ensure that one initiation
event occurs per generation per origin, and must prevent a second round of initiation. A regulated cell
cycle ensures the temporal separation of DNA replication initiation (from multiple origins) and the
onset of cell division, since they occur in wholly distinct phases. This is accomplished by the actions of
cyclin-dependent kinases and associated factors.

Bacteria utilise another strategy for DNA replication control. The commitment to replication
occurs at a single origin level, and not at a cellular level, and is determined by the concentration
of active DnaA and the accessibility of the origin [44]. Thus, initiation of replication in bacteria is
growth-dependent, rather than cell cycle-dependent.
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Regulation of DNA replication initiation across the archaeal domain is unlikely to be uniform.
Firstly, only the Crenarchaeal phylum has haploid species; all Euryarchaeal species that have been
examined contain more than one copy of the genome per cell, with the number of copies being variable
at different stages of growth. Secondly, species with multiple replication origins per chromosome
will need to coordinate their firing. Thirdly, some domains such as Halobacteriales have large (up to
0.6 Mb) extrachromosomal megaplasmids that must also be replicated in a cell cycle. These diverse
circumstances require a range of mechanisms to regulate DNA replication initiation.

3.1. Cell Cycle Regulation in Haploid Archaea

Limited knowledge of the archaeal cell cycle exists for the most studied archaeal group, the Sulfolobus
genus, which is a haploid crenarchaeote [45]. Similar to eukaryotes, the Sulfolobus cell cycle is divided into
pre-replicative G1 phase, S-phase where genome replication happens, post-replicative G2 phase, and M-
and D phases when the genome segregation and cell division happen. The longest phase is G2, which
takes more than half of the cell cycle. This is in contrast to eukaryotes, where the G2 phase is short.

One method of regulating replication initiation in eukaryotes is cell-cycle specific expression of
cdc6. The Cdc6 helicase loader is synthesised in late G1 and recruits MCM helicase to the ORC complex
in the S-phase. The pattern of Orc binding and expression differs from Cdc6, since the ORC complex is
bound to DNA throughout the whole cell cycle. Given that archaeal Orc1/Cdc6 might play the role of
both initiator and helicase loader, it would be interesting to know whether the level of its expression
is regulated. Again, the expression pattern varies even among closely-related species. In Sulfolobus
solfataricus, the abundance of three Cdc6 proteins appears to be cell-cycle specific and varies in a
cyclin-like fashion. The expression of Cdc6 is increased in or just before the G1 phase, decreased in the
S-phase, and is considerably reduced in the non-replicating stationary phase cells [13]. In S. acidocaldarius,
the expression of Cdc6-1 and Cdc6-3, as well as their binding at origins, remains constant throughout
the cell cycle as well as in the stationary phase [27]. A similar case was observed in Pyrococcus abyssi
where Orcl/Cdc6 remains bound to the replication origin both in the exponential and stationary phases,
while MCM is associated with the origin only in the exponential phase [35]. This suggests that there may
be additional factors that regulate replication initiation for these species. For example, an additional
component of the replication initiation machinery or post-translational modifications.

3.2. Cell Cycle Regulation in Polyploid Archaea

Polyploidy is widespread in the archaeal domain, for example, Halobacteriales and Methanococales
are both highly polyploid [46,47]. Due to their high genome copy number, polyploid species do not
have a strict requirement to replicate the genome only once per cell cycle or to evenly distribute the
chromosome copies to daughter cells. In fact, it is unclear whether replication of the chromosome
copies is synchronous in polyploid archaeal species. Differences in ploidy levels at different stages of
growth suggest that cell division and DNA replication are not tightly coupled [46]. Whether DNA
replication and cell growth are also uncoupled in archaea, as was recently reported in the polyploid
cyanobacterium Synechococcus [48], is unknown.

3.3. Regulation of Initiation of Multiple Origins

Having more than one origin per chromosome potentially increases the complexity of regulation
of replication initiation; this has been examined in only a few studies. In Sulfolobus acidocaldarius,
a species with three replication origins per chromosome, there is a close coordination of firing of two
origins (oriC1 and 0riC3) at the beginning of the S-phase, while the third origin, 0riC2, is activated
slightly later [27]. The mechanisms that ensure simultaneous origin firing are unknown.

In Haloarcula hispanica, a halophile with two origins per chromosome, the sequences located next to
the origins appear to influence the activity of origin firing: 0riC1 has a G-rich inverted repeat that serves
as an enhancer, while 0riC2 is negatively regulated by an ORB-rich region [16]. The stoichiometry
between different origins might be important. Haloarcula hispanica wild-type cells fail to replicate a
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plasmid bearing an additional copy of the 0riC2 origin, while the cells lacking 0riC2 on the chromosome
tolerate the plasmid-borne oriC2 origin. This suggests that the Orc1/Cdc6 that binds to oriC2 may
be rate-limiting.

3.4. Regulation of Replication of Multiple Chromosomal Elements

The genomes of Halobacteriales consist of several parts, the main chromosome and several large
extrachromosomal DNA species named megaplasmids or minichromosomes. The megaplasmids
tend to have Orcl/Cdc6-based replication initiators of their own. Because the chromosome and most
megaplasmids are present at a similar copy number, it is likely that for some megaplasmids there
is coordination of their replication initiation with the main chromosome [10,46]. However, pHV1
(a megaplasmid found in Haloferax volcanii) was found to have a copy number different from that of
the main chromosome, indicating that it has inputs from alternative regulation circuits [46].

4. Alternative Mechanisms of Replication Initiation

Genetic experiments where orc1/cdc6 genes and origins have been deleted suggest that replication
initiation is quite flexible in archaea. The deletion of a single orc1/cdc6 gene (thus inactivating the
adjacent origin) in Sulfolobus islandicus does not affect cell growth, while the inactivation of two out
of three orc1/cdc6 genes leads only to a moderate growth defect. However, the deletion of all three
orcl/cdc6 genes is impossible [18] (Figure 3).

Sulfolobus islandicus Haloarcula hispanica

2 out of 3 orc genes 1 out of 2 origins

deleted deleted

Growth phenotype: Growth phenotype:
moderate growth defect no defects
Haloferax volcanii Haloferax mediterranei

4 out of 4 origins 3 out of 4 origins

deleted deleted

Growth phenotype: Growth phenotype:
+7.5% growth advantage -12.5% growth defect

Figure 3. Serial deletion of orc genes or origins in different archaeal species. The highest number of
orc/origin deletions possible in one strain is shown. Chromosomes are not drawn to scale.
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The consequences of deleting multiple origins or orc1/cdc6 genes has also been examined in four
halobacterial species: Haloferax mediterranei, Haloferax volcanii, Haloarcula hispanica, and Halobacterium
NRC-1 [10,15,17,32] (Figure 3). Seven out of ten orc1/cdc6 genes can be deleted simultaneously in
Halobacterium NRC-1 [17]. In Haloarcula hispanica, five out of six orc1/cdc6 genes located on the main
chromosome and three out of four orc1/cdc6 genes on the megaplasmid can be also deleted at the
same time [32]. Similar to Sulfolobus islandicus, the deletion of one of the two origins on the main
chromosome of Haloarcula hispanica did not lead to any growth defects under normal conditions [32].
In Haloferax mediterranei, it was possible to delete all three replication origins on the main chromosome,
and growth of the strain lacking 0riC1, oriC2 and 0riC3 is 12.4% slower than the wild type [15]. However,
a dormant origin, named 0riC4, became activated in the triple origin deletion strain. As the growth
defect of a triple-deleted strain suggests, this dormant origin is not able to restore growth to wild-type
levels. Similar to Sulfolobus islandicus, the generation of a quadruple AoriC mutant was found to be
impossible [15]. These studies indicate that the loss of a single orc1/cdc6 gene or origin does not
affect growth, while the loss of multiple orc1/cdc6 genes or origins leads to slower growth, and it is
impossible to delete all orc1/cdc6 genes and/or origins.

However, Haloferax volcanii is a notable exception in this regard: the deletion of two or more
origins does not result in growth defects and the deletion of all origins leads to 7.5% faster growth
than wild type; however, unlike Haloferax mediterranei, there is no activation of dormant origins [10].
This indicates that an alternative, highly efficient mechanism for replication initiation exists in
Haloferax volcanii. Given the common evolutionary history of Halobacteriales, it is likely that the
core machinery for origin-independent replication exists in all species, but that Haloferax volcanii
has lost an inhibitory component that prevents this mode of replication. Alternatively, it might have
acquired an activating component that promotes origin-independent replication. Indeed, horizontal
gene transfer is highly prevalent in Halobacteriales, as evident by a large number of gene duplications in
the genome. Low species barriers exist in halophilic archaea for gene transfer and the exchange
of large chromosomal fragments between Haloferax volcanii and Haloferax mediterranei has been
detected in vivo [49]. Interestingly, the dormant origin that becomes activated upon deletion of three
chromosomal origins in Haloferax mediterranei is “foreign” to its genome—its chromosomal context
indicates that it was acquired during a recent lateral gene transfer event [15]. Furthermore, it is not found
in Haloferax volcanii, which explains why it is not activated in an origin-less Haloferax volcanii mutant.

Some viruses, such as bacteriophage T4, use recombination-dependent DNA replication initiation
at certain life stages, where the invading 3’ DNA end of a displacement loop (D-loop) recombination
intermediate is used as a primer for leading strand DNA synthesis (Figure 4). In contrast, the nuclear
genomes of eukaryotes are replicated from internal origins using the replication-fork model. The case of
plastids (mitochondria, chloroplasts, and kinetoplastids in Trypanosoma) is often overlooked. Replication
is assumed to occur using the single-strand displacement model, and similar to euryarchaeal genomes,
plastids contain many copies of their respective genomes. The best studied example is mitochondrial
DNA replication, which begins at a site of gene transcription and proceeds unidirectionally by displacing
one of the template strands as single-stranded DNA. Thus, a triple-stranded D-loop replication
intermediate is formed [50].

D-loop recombination intermediate Replication fork
L

— e » |

Recombinase

Figure 4. Recombination-dependent replication initiation. The invading 3’ DNA end of a displacement
loop (D-loop) recombination intermediate is used as a primer for leading strand DNA synthesis.
Formation of a D-loop requires a RecA-family recombinase.
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How is recombination-dependent replication of T4 phage and single-strand displacement
replication of plastids related to the origin-independent replication seen in Haloferax volcanii? Given
that the Haloferax volcanii strain without origins has an absolute requirement for the recombinase
RadA, it is likely that this model of replication involves D-loop intermediates that are formed by
homologous recombination.

5. Perspectives and Open Questions

5.1. Tools to Control Replication Initiation in Archaeal Cells

Regulation of the cell cycle in eukaryotes is dependent on post-translational modifications
of proteins. Archaea have eukaryotic-like phosphatases and kinases that may potentially
phosphorylate serine, threonine, and tyrosine residues, as reviewed in [51,52]. Phosphorylation of the
Haloferax volcanii Orcl protein was detected by shotgun proteomic approaches [53]. The ubiquitin
family of protein modification features prominently in the control of eukaryotic DNA replication [54],
and ubiquitin-like small archaeal modifier proteins have been discovered in archaea [55].

Similar to eukaryotes, GTPases could be involved in mechanisms of DNA replication and
repair in archaea. In several cases, genes for GTPases are located in the genomic neighbourhood
of replication genes, and in Pyrococcus abyssi, a GTPase has been found in association with the RFC
(replication factor C) clamp loader [56].

5.2. Spatial Organisation of Genome and Replication

In both bacteria and eukaryotes, it is well known that the three-dimensional organisation of the
genome inside the cell is an important determinant in the regulation of replication. Different chromatin
proteins have been described in archaea, with Alba and histone proteins being the most widespread;
Alba proteins are characteristic for Crenarchaeota, while histones are found in Euryarchaeota [57].
Could it be that archaeal chromatin provides a barrier for replication fork progression, and if so,
what role does it have in replication regulation? Most studies tackling this question have been focused
on the Alba protein, which has been shown to exist in acetylated and non-acetylated forms; the
deacetylated form represses transcription in vitro [58], and the acetylated form of Alba alleviates
repression of MCM in vitro [59]. However, a direct role in DNA replication has yet to be determined.

The first attempts to correlate spatial organisation and replication have been made by
Gristwood et al. [60], who used a nucleoside analogue incorporation assay to observe the sub-cellular
localisation of Sulfolobus DNA replication. Replisomes were located at the periphery, with the three
origin loci being separated in space. This suggests that replication initiation at the three origins may be
regulated semi-independently.

6. Conclusions

The archaeal domain is the most underexplored branch of the tree of life, not only in terms of
DNA replication control. Nevertheless, there are clear indications that archaea exhibit unprecedented
diversity in their cellular mechanisms, while at the same time they serve as a simplified model to
study many eukaryotic processes. For example, archaea with several origins per chromosome provide
an excellent model for studying the coordination of replication initiation. The control of replication
of polyploid archaea may give insights into DNA replication in cancer cells with multiple copies of
the genome. Cell cycle studies in Sulfolobus can trace the development of a sophisticated cell cycle
in eukaryotes. Similar arguments can be applied for unravelling connections between chromatin
organisation and replication in archaea. The diversity of archaeal DNA replication resembles a melting
pot of mechanisms, from which the refined system that is common to eukaryotes has emerged.
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Abstract: The division of prokaryotic and eukaryotic cells produces two cells that inherit a perfect copy of
the genetic material originally derived from the mother cell. The initiation of canonical DNA replication
must be coordinated to the cell cycle to ensure the accuracy of genome duplication. Controlled replication
initiation depends on a complex interplay of cis-acting DNA sequences, the so-called origins of replication
(or1), with trans-acting factors involved in the onset of DNA synthesis. The interplay of cis-acting elements
and frans-acting factors ensures that cells initiate replication at sequence-specific sites only once, and in a
timely order, to avoid chromosomal endoreplication. However, chromosome breakage and excessive
RNA:DNA hybrid formation can cause break-induced (BIR) or transcription-initiated replication (TIR),
respectively. These non-canonical replication events are expected to affect eukaryotic genome function
and maintenance, and could be important for genome evolution and disease development. In this
review, we describe the difference between canonical and non-canonical DNA replication, and focus on
mechanistic differences and common features between BIR and TIR. Finally, we discuss open issues on
the factors and molecular mechanisms involved in TIR.

Keywords: replication control; RNA:DNA hybrid; transcription-initiated replication

1. Origin-Dependent Replication

1.1. Chromosomal DNA Replication Initiation in Escherichia coli and Saccharomyces cerevisiae

Replication initiation at a single origin (ori) in the bacteria Escherichia coli has been the first, and
until present, best-described mechanism of a classical replication initiation (see Figure 1; for reviews,
see References [1-5]). Within the circular E. coli chromosome [6], a single origin called oriC provides
a platform for protein recognition, local double-stranded DNA (dsDNA) opening, and access of the
replication machinery [1]. OriC contains multiple repeats of the DnaA-box consensus sequence, and an
AT-rich DNA-unwinding element (DUE) adjacent to the DnaA box [7] for the ATP-driven binding of
the initiator protein DnaA [1]. OriC activation is coupled with bacterial growth rate [8], to efficiently
initiate replication at the appropriate time and to avoid replication initiation at particular origins more
than once [9-13]. DnaA binds to oriC and facilitates binding of the helicase loader-helicase DnaC-DnaB
complex to form the pre-priming complex [4,14]. The DnaB helicase then stably interacts with the
DnaG primase until RNA primer synthesis is accomplished [15]. Probably, RNA primer synthesis
induces conformational changes that release DnaB from DnaG, because primer synthesis is coordinated
with or followed by translocation of DnaB to the junction of the replication fork (reviewed in [16]).
Subsequently, primer elongation by the DNA polymerase III (DNA Pol III) holoenzyme marks the
switch from replication initiation to elongation [17,18]. In contrast to the single origin found in E. coli,
the budding yeast Saccharomyces cerevisiae contains about 400 replication origins. The number of origins
per genome is related to the genome size, explaining why eukaryotic genomes require more replication
origins for their timely genome duplication [19]. Yeast continues to be one of the most advantageous
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model systems to study the basis of eukaryotic replication, but in contrast to prokaryotic cells, yeast
chromosomes are packaged into nucleosomes. Dependent on their activation timing, replication
origins can be separated into early and late replicating origins ([20—22], reviewed in [23]). In general,
origin-dependent replication initiation requires the following conditions to be fulfilled: recognition of
origins, pre-replicative complex (pre-RC) assembly during G1 phase (origin-licensing), and activation
of the pre-RC at G1/S-phase (origin-firing; see Figure 1 and Table 1). S. cerevisiae origins are defined
by a specific consensus sequence, known as autonomously replicating sequence (ARS) [24-26].
The AT-rich ARS consensus sequence (ACS) itself is not sufficient for replication initiation [27] but
is required for the loading of the pre-RC during G1 phase ([28,29]). The pre-RC is composed of
the origin recognition complex proteins Orc1-6 (ORC), Cdc6, Cdtl, and an inactive form of the
replicative helicase Mcm2-7 complex ([30-32], reviewed in [33]). At G1/S-phase, the Dbf4-dependent
kinase (DDK) and S-phase-dependent cyclin-dependent kinases (S-CDKs) phosphorylate Mcm4,
Sld2, and S1d3 ([34,35]), prior to the stepwise recruitment of replication factors Cdc45/S1d3/S1d7
and Sld2/Dpb11/Mcm10/GINS/DNA Pol-¢ ([36-39], see [40] for a review). Building up of the
active Cdc45/Mcm2-7/GINS (CMG) helicase complex completes the replisome formation [41] and,
consequently, DNA synthesis by the DNA Pol-x-primase complex is initiated [42]. Replication
initiation is completed by the loading of the proliferating cell nuclear antigen (PCNA) onto the DNA
Pol-« synthesized primer to switch to processive DNA synthesis by DNA Pol-¢ and Pol-5 (see [43]).

Origin-dependent replication

Chromosomal DNA Mitochondrial DNA
Origin Origin
origin recognition
and
unwinding

DN /N
™, / R-loop formation

primosome assembly
and

replication initiation

Figure 1. Schematic outline of origin-dependent initiation of chromosomal and mitochondrial DNA
replication. cis-acting origin DNA sequences (dotted lines), RNA (green), newly synthesized DNA
(red), and helicases (green circle) are indicated. Note that chromosomal origin unwinding is driven
by protein-DNA interactions, while transcription-dependent R-loop formation is a key step in
mitochondrial origin-unwinding. See text for more details.

Yeast has developed sophisticated mechanisms to avoid endoreplication events caused by replication
re-initiation of already replicated origins. B-type CDKs prevent re-initiation through multiple overlapping
mechanisms, including phosphorylation of ORC factors [44], nuclear exclusion of the Mcm2-7
complex and Cdc6 [45,46], transcriptional downregulation, polyubiquitination, and degradation of
phosphorylated Cdcé ([47-49]). Under certain conditions, traces of non-phosphorylatable Cdc6 [50]
or mutations in components of the pre-replicative complex (origin recognition complex, Cdc6, and
MCM proteins are sufficient to re-initiate DNA replication in G2/M cells. In the latter case, a Mecl and
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Mrel1-Rad50-Xrs2 (MRX) complex-dependent DNA damage signaling pathway is activated to restrain
the extent of re-replication and to promote survival when origin-localized replication control pathways are
abrogated [51]. Genome-wide analysis suggests that replication re-initiation in G2/M phase primarily
occurs at a subset of both active and latent origins, but is independent of chromosomal determinants
that specify the use and timing of these origins in S phase [52]. Moreover, the frequency and locations
of re-replication events differ from the S to the G2/M phase, illustrating the dynamic nature of DNA
replication controls [52]. Additional mechanisms may exist to prevent chromosomal re-replication
in metazoans [53]. Interestingly, a recent study identified 42 uncharacterized human genes that are
required to prevent either DNA re-replication or unscheduled endoreplication [54].

1.2. Mitochondrial DNA Replication Initiation

The variation in mitochondrial DNA (mtDNA) copy number reflects the fact that its replication
cycle is not coupled with S phase-restricted, chromosomal DNA replication. Replication of mtDNA
is connected with mtDNA transcription through the formation of a RNA:DNA hybrid that has been
first detected by electron microscopy as a short three-stranded DNA region [55]. During transcription,
the nascent transcript behind an elongating RNA polymerase (RNAP) can invade the double stranded
DNA duplex and hybridize with the complementary DNA template strand. The formation of
an RNA:DNA hybrid, opposite to an unpaired non-template DNA strand, results in a so-called
R-loop structure (for a review see [56]). RNA:DNA hybrids are also the onset of Okazaki fragments,
which serve as primers during DNA lagging-strand replication (for a review see [57]; see Figure 1 and
Table 1). In the case of mtDNA replication, an R-loop is required for replication priming [58] at the
mtDNA heavy-strand replication origin (OriH) and light-strand replication origin (OriL) [59]. OriH and
OriL consist of a promoter and downstream conserved sequences with a high GC content, and are
conserved from S. cerevisine to humans [60]. Budding yeast contains about eight OriH-like regions
(ori1-8; [60]) of which ori1-3 and ori5 represent bona fide origins of replication (see [61,62]). The OriH
region of many organisms includes three conserved sequence blocks called CSB1, CSB2, and CSB3 [58],
and transition from RNA to DNA synthesis is thought to happen at CSB2 [63]. Yeast mitochondrial
RNA polymerase Rpo41, the helicase Irc3, and the single-stranded DNA (ssDNA)-binding protein
Rim1 are the main factors involved in DNA strand separation during mtDNA replication [64—66].
After processing by RNase H1, the RNA molecule is used as a primer for DNA synthesis by the MIP1
encoded mitochondrial DNA polymerase y (DNA Pol-y) in budding yeasts [59]. Interestingly, in the
absence of RNase H1, primer retention at OriL provides an obstacle for DNA Pol-y [67], leading to
mtDNA depletion and embryonic lethality in mice [68].

Apart from DNA Pol-y, in metazoans the replicative mtDNA helicase Twinkle and the
mitochondrial single-stranded DNA-binding protein (mtSSB) play key roles mtDNA replication
fork progression (reviewed in [69,70]). The mechanism of mtDNA replication is not fully understood,
and various possible mechanisms have been proposed ([71], reviewed in [72]). Currently, there are
three main models of mtDNA replication. One is the initial “strand-displacement model”, proposing
that leading strand DNA synthesis begins at a specific site and advances approximately two-thirds of
the way around the molecule before DNA synthesis is initiated on the lagging strand [73]. A second
“strand-coupled model” refers to a strand-asynchronous, unidirectional replication mode [74]. A third
“RITOLS model” (RNA incorporation throughout the lagging strand) proposes that replication initiates
in the major noncoding region at OriH, while OriL is a major initiation site of lagging-strand DNA
synthesis but the lagging strand is laid down initially as RNA [75]. The idea of transcription-dependent
mtDNA replication initiation has been unanimously accepted. However, by taking advantage of
mutants devoid of the mitochondrial RNA polymerase Rpo41, Fangman et. al. suggested that
replication priming by transcription is not the only mechanism for mtDNA replication initiation in
yeast [76-78]. Alternatively, the mitochondrial ori5 has been shown to initiate mtDNA amplification
by a rolling circle mechanism [79]. These kinds of replication events are linked to increased mtDNA
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damage and breaks by oxidative stress, and can be modulated by nuclease and recombinase activities
carried out by Din7 and Mhrl, respectively [80].

Table 1. Factors required for origin-dependent DNA replication initiation in Escherichia coli and
Saccharomyces cerevisiae.

. E. coli S. cerevisiae
Origin-Dependent
Replication Chromosomal DNA Chromosomal DNA Mitochondrial DNA
Replication Replication Replication
Origin OriC ARS OriH, OriL,

Cdc45, GINS, Mcm2-7,

DNA unwinding DnaA, DnaB, DnaC, SSB Mcm10, RPA Rpo41, Irc3, Rim1
Replication DNA Pol-«-primase,
priming/elongation DnaG, DNA Pol IIT DNA Pol-¢ and Pol-6 Rpo4l, DNA Pol-y

SSB: single-stranded DNA-binding protein; DNA Pol: DNA polymerase; RPA: replication protein A; ARS:
autonomously replicating sequence.

Collectively, these findings demonstrate that mtDNA replication initiation is capable of adapting
to stress situations, and that the stress-dependent, mitochondrial import of nuclear-encoded proteins
such as Din7 and Mhrl1 could provide another layer of mtDNA replication control. Interestingly,
all other proteins involved in replication initiation are nuclear-encoded, and some genes, such
as RNH1, encode both nuclear and mitochondrial protein isoforms [81]. It will be exciting to see
if new players in mtDNA replication initiation may appear in response to different endogenous
or exogenous stimuli. To date, little is known about how nuclear and mitochondrial replication
checkpoints are interconnected, and how they control mtDNA replication initiation. Interestingly,
a recent study showed that the DNA damage response protein kinase Rad53 (hChk2) is essential for
an mtDNA inheritance checkpoint [82]. In mtDNA-depleted rho® cells, the DNA helicase Pif1 (petite
integration frequency 1) undergoes Rad53-dependent phosphorylation. Pifl is a highly conservative
helicase localized to both nucleus and mitochondria in yeast and human cells [83] and promotes DNA
replication through interaction with G-quadruplex DNA sequences ([84], reviewed in [85]). Thus,
loss of mtDNA activates a nuclear checkpoint kinase that inhibits G1- to S-phase progression [82]. Pif1 is
only one example of nuclear DNA helicases to protect mtDNA but, notably [86], it also has an essential
role in recombination-dependent replication (as discussed subsequently). Future research may lead to
the identification of other factors involved in the crosstalk between nuclear and mitochondrial genome
duplication, and even improve our understanding of how the control of mitochondrial replication
initiation is related to genome stability, aging, and mitochondrial diseases.

2. Origin-Independent Replication

2.1. Break-Induced Replication

A classic example of the initiation of origin-independent DNA replication events is
recombination-dependent DNA replication, often called break-induced replication (BIR; see Figure 2
and Table 2, and [87] for a review). Kogoma and colleagues originally designated BIR in bacteria as
DNA damage-inducible DNA replication, termed inducible stable DNA replication ((iSDR) [88,89],
and reviewed in [90]). Double-strand end repair is initiated by break recognition and loading of the
RecBCD helicase /nuclease complex. DNA unwinding by RecBCD leads to subsequent binding of
RecA to ssDNA. Then, the strand exchange reaction between two recombining DNA double helices
was proposed to as the mechanism by which DNA replication is primed [91,92]. DnaA is essential for
helicase loading at 0riC, whereas PriA, PriB, PriC, and DnaT appear to load DnaB into the forming
replisome to promote replication fork assembly at a recombinational D-loop structure ([93], see [94]
for a review). Finally, the branch migration and Holliday-junction resolving activities of the RuvABC
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complex are involved in the resolution of converging replication intermediates generated during
iSDR [95].

BIR was later found to occur in yeast upon transformation of yeast with linearized DNA
fragments [96,97]. BIR turned out to promote DNA replication restart at broken replication forks
and telomeres ([98,99], and reviewed in [87,100,101]) being an error-prone recombination-dependent
DNA repair process that occurs in G2/M when only one end of a double-strand break (DSB) is available
for recombination [102]. BIR can be Rad51-dependent or independent [102,103]. Rad51 is homologous
to the bacterial ssDNA-binding protein RecA, and mainly involved in the search for homology and
strand-pairing stages of homologous recombination [104]. Rad51-independent BIR at a one-ended
break can occur when long-range strand invasion is not required. It primarily operates during
intramolecular recombination; however, intermolecular events mostly rely on Rad51-dependent strand
invasion [98,105]. More than 95% of BIR events in S. cerevisiae are reported to be Rad51-dependent and
do not require either Rad50 or Rad59 [98,106], thus we discuss the Rad51-dependent pathway in more
detail. During Rad51-dependent BIR, a DSB end is resected to produce a 3’-ended single-stranded
DNA tail, subsequently coated by Rad51 nucleoprotein filaments [102]. This Rad51 filament then
invades a homologous sequence and a D-loop is created, followed by an extension of the invading
strand by new DNA synthesis using the paired homologous sequence as a template [107]. BIR is
known to be a multistep process in which strand invasion occurs rapidly; by contrast, new DNA
synthesis does not initiate until 34 h after strand invasion [99,102,108]. Once initiated, DNA synthesis
may be very processive and continue to the end of the donor chromosome (reviewed in [109]).

Origin-independent replication
iSDR / BIR cSDR / TIR

DSB R-loop

end resection . .
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Figure 2. Schematic representation of possible mechanism involved in origin-independent
replication initiation by inducible stable DNA replication/break-induced replication (iSDR/BIR) or

1 D-loop formation

primosome assembly
1 and

constitutive stable DNA replication/transcription-initiated replication (cSDR/TIR). Invading and
newly synthesized DNA (red), RNA (green), and helicases (green circle) are indicated. Dashed arrows
indicate putative scenarios for TIR-dependent replication initiation. Note that none of these scenarios
have been experimentally verified. See text for more details. DSB: double-strand break.

Yeast proteins taking part in BIR also play a role in recombination. Recombination proteins
Rad51, Rad52, Rad54, Rad55, and Rad57 initiate BIR by promoting strand invasion and D-loop
formation [88,98]. BIR requires leading- and lagging-strand DNA synthesis and all essential DNA
replication factors, including Pol-x-primase,Cdc7,Cdt1l, Mcm10, Ctf4 and CMG helicase complex (except
Cdc6 and ORC proteins), specific for pre-RC assembly and specifically needed for origin-dependent
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DNA replication [99,110]. It still remains to be determined how MCMs are recruited to the D-loop, but
it is important to note that BIR occurs at the G2/M phase and normally depends on the Pif1 helicase.
BIR may initiate in the absence of Pif1, but Pifl appears to be required for long-range synthesis during
BIR that proceeds by asynchronous synthesis of leading and lagging strands and leads to conservative
inheritance of the new genetic material [111,112]. Analysis of BIR-dependent replication intermediates
by 2D-agarose gels [113] revealed bubble arc-like migrating structures suggesting the accumulation of
ssDNA at unrepaired DNA lesions within the template strand [112,114]. Investigation of BIR in yeast
diploid cells led to observation of frequent switches of BIR between two homologous DNA templates,
leading to the proposal that BIR is initiated via an unstable replication fork [115]. It was proposed that
BIR could occur by several rounds of strand invasion, even at dispersed repeated sequences [115],
leading to chromosome rearrangements [116]. However, the specific mechanisms of multiple strand
invasions, D-loop displacement, and transition to a stable replication fork remain unknown.

Pol32, a nonessential subunit of Pol-§, is another key player in BIR [111]. Pol32’s role in BIR is
not unequivocally clear, but it has been reported to be essential for Rad51-dependent BIR [99] and
required for replication fork processivity [111]. Interestingly, it has been recently shown that theMus81
endonuclease is required to limit BIR-associated template switching during Pol32-dependent DNA
synthesis [117]. The involvement of structure-specific nucleases in BIR, such as Mus81-Mms4, SIx1-Slx4,
and Yenl, suggests that these nucleases are needed for the processing or resolution of various types of
BIR-dependent replication intermediates [118].

Table 2. Factors required for origin-independent DNA replication by iSDR/BIR or ¢SDR/TIR.

Function iSDR c¢SDR
End processing RecBCD RecBCD
Strand invasion RecA RecA
E. coli DnaBC, PriAB DnaBC, PriAB
DNA unwinding RecG ?
DnaT ?
Replication DnaG, DnaG,
priming/elongation DNA Pol III DNA Pol I/Pol III
Resolution RuvABC ?
Function BIR TIR
End processing MRX (Mrel1-Rad50-Xrs2) ?
S. cerevisiae Rad51%, Rad52, Rad54,

Strand invasion ?

Rad55, Rad57
g Cdc45-MCM-GINS, DDK, . .
DNA unwinding Mem10, Ctf4, RPA, Pifl RNA:DNA hybrid
. Bepllcatlon . Pol-«-primase, Pol-o, Pol32* ?
priming/elongation
. Mus81-MMS4, Six1-SIx4,
Resolution ?
Yenl

Note that BIR can be Rad51 and/or Pol32 independent (*). MCM: minichromosome maintenance complex; DDK:
Dbf4-dependent kinase; Pif1: petite integration frequency 1.

The establishment of a replication fork appears to be the slowest step in BIR. In bacteria, the normal
initiation role of the DnaA and DnaC proteins in loading DnaB helicase at origins is replaced by
the PriA complex (reviewed in [119,120]). PriA is implicated in loading DnaB onto replication
fork structures other than replisomes, thus making PriA indispensable for the completion of any
replication fork repair [121]. There is no obvious PriA homologue in eukaryotes, but it has been
speculated that such a protein must exist. In yeast, the DnaB helicase function is provided by the
Mcm2-7complex, which is conserved in all eukaryotes. The Cdc7-Dbf4 protein kinase promotes
assembly of a stable Cdc45-MCM complex exclusively on chromatin in S phase [37], and, interestingly,
BIR also requires the cell cycle-dependent kinase Cdc7 to initiate BIR [110]. As Rad51-dependent
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BIR occurs efficiently in G2-arrested yeast cells [102], either a subset of replication-competent MCM
helicases remain bound to already replicated DNA, or DNA damage signaling leads to MCM-complex
loading and Cdc7-dependent BIR activation in G2 phase. Recent studies show that SUMOylation
and polyubiquitylation of MCM proteins have a role in replication initiation and termination,
respectively [122-124]. It still remains to be determined if these post-translational MCM modifications
affect BIR and if other helicases can drive BIR in the absence of MCM proteins. Pifl may do so,
as it already has a known role in BIR [111]. Pifl is phosphorylated in response to DNA breaks by
the Mecl/Rad53 DNA damage pathway in order to block the activity of telomerase at DNA breaks
but not at chromosome ends [125], and its phosphorylation is required for BIR-mediated telomere
replication in yeast [126]. Although this is pure speculation, it is conceivable that Pifl might also be
prone to Cdc7-dependent phosphorylation in order to fulfill its function in recombination-coupled
DNA synthesis.

2.2. Transcription-Initiated Replication

R-loops have been shown to have roles in T4 bacteriophage, E. coli ColE1l plasmid, and
mtDNA replication as well as B-cell immunoglobulin class switch recombination. R-loops are
abundant structures, however, unscheduled R-loop formation challenges genome dynamics and
function [127,128], and is related to neurological diseases and cancer (reviewed in [129-133]).

The role of R-loops in replication initiation was first demonstrated in E. coli ColE1 plasmid [134-136]
and bacteriophage T4 replication (reviewed in [137]). Another legacy of Tokio Kogoma and colleagues
was the discovery of oriC-independent DNA replication events ([138-140], reviewed in [90]). This type
of replication was named constitutive stable DNA replication (cSDR) and, surprisingly, E. coli cells can
stay alive exclusively on these origin-independent initiation events. One mutation that conferred this
phenotype was found to inactivate the rnhA gene encoding RNase H1, an RNase specific to RNA in
the RNA:DNA hybrid form [141,142]. ¢SDR was thought to originate from chromosomal sites named
oriK, and only recently have specific candidate locations for oriK been mapped [143]. Moreover, it has
been shown that origin-independent DNA synthesis arises in E. coli cells lacking the RecG helicase and
results in chromosome duplication [144]. In contrast to RNase H1, RecG deals with replication fork
fusion intermediates [145,146]; hence, origin-independent synthesis is initiated in different ways, but in
both cases a fraction of forks will proceed in an orientation opposite to normal [144]. Drolet et al. [147]
provided first evidence that R-loops can accumulate incells lacking topA, which encodes a type 1A
topoisomerase that relieves negative supercoiling behind the RNAP, by showing that overexpression
of rnhA partially compensates for the lack of topA. Notably, E. coli possesses two type 1A enzymes,
Top1 (topA-encoded) and Top3 (topB-encoded), but only cells lacking Top1 are prone to cSDR [148].
Apart from transcription, cSDR requires RecA, and the primosome-complex including PriA, PriB,
DnaT, and DNA Pol I [90,149,150]. RecA may also participate in ¢<SDR by binding to ssDNA to
stabilize an R-loop, or facilitate an inverse strand exchange reaction performed by RecA ([151,152],
see Figure 2). In ¢SDR, DNA Pol I is thought to extend the RNA of the R-loop and to provide
a substrate for PriA binding, as well as DnaB and DNA Pol Il loading [90]. Interestingly, cSDR uses the
same replicative helicase (DnaB) and replisome components (DNA Pol III) to initiate replication from
oriC, but uses the PriA-dependent primosome for replicative helicase loading [90], as is the case for
replication restart of disassembled replisomes [94]. Improperly regulated DNA replication may lead
to various consequences related to genome instability. Interestingly, evidence that R-loop-dependent
replication leads to DNA breakage and genome instabi