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The virosphere is fascinatingly vast and diverse, but as

mandatory intracellular parasites, viral particles must reach the

intracellular space to guarantee their species’ permanence on

the planet. While most known viruses that infect animals

explore the endocytic pathway to enter the host cell, a diverse

group of ancient viruses that make up the phylum

Nucleocytoviricota appear to have evolved to explore new

access’ routes to the cell’s cytoplasm. Giant viruses of amoeba

take advantage of the phagocytosis process that these

organisms exploit a lot, while phycodnavirus must actively

break through a algal cellulose cell wall. The mechanisms of

entry into the cell and the viruses themselves are diverse,

varying in the steps of adhesion, entry, and uncoating. These

are clues left by evolution about how these organisms shaped

and were shaped by convoluting with eukaryotes.
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2 Laboratório de Vacinas, Departamento de Microbiologia e Imunologia,

Instituto de Ciências Biomédicas, Universidade Federal de Alfenas, Rua

Gabriel Monteiro da Silva, 700, Alfenas, 37130-001, Brasil

Corresponding author: Abrahão, Jônatas Santos (jsa@ufmg.br)
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Introduction
If there is anything fascinating in the virosphere, it would

be its diversity besides its surprising vastness [1]. The

diverse morphologies, structures, and various genome

types of viruses present us with intriguing pieces of a

puzzle that tells how viruses shaped and were shaped by

interaction with their hosts and their role in the evolution

of life on Earth [2–4]. These organisms have inhabited a

unique and invisible universe to humans [5]. Although
www.sciencedirect.com 
optical microscope revealed many other microorganisms,

it kept viruses hidden on an even smaller scale [6]. Two

centuries had passed since discovering the first virus [5],

when the discovery of Acanthamoeba polyphaga mimi-

virus, a giant virus of amoeba, revealed that these entities

were not restricted to this smaller scale and were even

more diverse [7,8].

Giant viruses brought new enigmas in searching for the

evolution path. Despite that they mainly infect free-

living amoebae, their genomes and particles’ colossal size

were never seen before in the virosphere. Genomes

including translational apparatus, containing diverse

translation factors, such as tRNAs and aminoacyl-tRNA

synthetases [9–11], also surprising genes linked to meta-

bolic routes, such as glycolysis [12] and Tricarboxylic acid

[13], or even practically whole genomes that were

unknown to humankind, as seen in the non-giant, Yar-

avirus [14]. Their genomes also revealed a new taxonomic

arrangement, in which giant viruses of amoeba clustered

with viruses from various other hosts, such as algae and

even animals, forming a hypothetically monophyletic

group, although highly diverse, the phylum Nucleocytovir-
icota [15,16,17�].

However, even with their wealth of genes, proteins, and

the diversity observed in this group [11], all viruses share a

mandatory intracellular and parasitic lifestyle. Therefore,

to guarantee their permanence on the planet, they need to

find, adhere and penetrate a host cell. These steps are

essential for virus entry and uncoating, the process by

which the genome of a virus particle is delivered to the

replication site [18].

Adhesion and entry
Virus-receptor interaction is the key to cell invasion.

Viruses use elegant strategies to orchestrate adhesion

and cross the plasmatic membrane to control cellular

machinery [19]. Before penetration, adhesion is a crucial

step [20]. Different factors influence it, including the

external form of virions (such as surface protrusions

and their topology), the type of target cell, cell receptors,

and the viral protein content [19]. Mechanisms that

guarantee effective adhesion of viruses to the cell surface

are undoubtedly essential to start the penetration step.

Structures like the fibrils present in mimiviruses are
Current Opinion in Virology 2021, 47:79–85
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strong suggestions of how important the development of

structures that favor adhesion is for viruses [21��].

Viral entry can occur in different ways, but the most used

endocytic pathways taken by viruses are, in general, the

clathrin-mediated routes, which are continuous, fast, and

effective processes that transports incoming viruses

together with their receptor into endosomes [22]. How-

ever, many other routes have already been identified: (1)

micropinocytosis, an actin-driven process in which the

plasma membrane ruffles’ extension forms a cup-like

structure that seals at its distal tips and can also bring

viruses (e.g. adenovirus) [23]; (2) clathrin-independent

pathway (e.g. influenza virus and arenavirus); (3) the

caveolar path (e.g. coxsackievirus); (4) the cholesterol-

dependent endocytic pathway devoid of clathrin and

caveolin- (e.g. polyomavirus) [20,21��,22]. In addition
Figure 1
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to these pathways, viruses can also fuse their membrane

to the host membrane (e.g. measles virus) [20,21��,24].

Cell-to-cell transmission is also a possibility. Viruses can

induce the fusion of membranes of an infected cell with

an uninfected one (e.g. herpes virus varicella-zoster)

[22,25]. Viruses can also be transmitted as information

(viral genome) via viral synapses, through an adhesive and

stable connection between these cells, without fusion of

membranes (e.g. human T cell leukemia virus type 1 and

human immunodeficiency virus type 1) [26,27]. When

integrated into the genome, they will replicate and spread

as proviruses [28]. What is intriguing about the phylum

Nucleocytoviricota is that these viruses, which apparently

form a monophyletic group, can explore a fantastic diver-

sity of entry routes (Figure 1), unlike other viruses’

groups, such as RNA viruses. Although more closely
Current Opinion in Virology
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Figure 2

(a)

(b) (c)
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The viruses of the phylum Nucleocytoviricota explore different forms of entry according to their hosts.

(a) Amoeba viruses can penetrate the host cell by (1) Macropinocytosis, like the individual particles of Marseillevirus; (2) Receptor-mediated

endocytosis, also by Marseillevirus particles; (3) phagocytosis is widely exploited by giant viruses, such as cedratvirus, mimivirus, orpheovirus,

pandoravirus, pithovirus, and tupanvirus. Moreover, Marseilleviruses use this pathway when they group or are released in vesicles. (b) In animal

cells, whether vertebrates or invertebrates, the explored routes are basically: (1) macropinocytosis, by asfarvirus, iridovirus, and poxvirus, and (2)

receptor mediated. Poxvirus can also penetrate by (4) fusion of the viral membrane to the cell membrane. (c) In algae cells, the phycodnavirus

needs to attach to the cell wall, degrade it, and use its cell membrane as a tunnel through which its genome has entered the cell.
related viruses appear to have inherited similar entry

mechanisms (Figure 1).

Mimiviruses, such as APMV, were one of the responsibles

for including phagocytosis as an entry route for viruses

[25,29�]. It is undoubtedly related to the fact that they

were the first giants to be discovered, and their size favors

phagocytosis. After all, it is already well established that

particles larger than 500 nm can trigger phagocytosis in

Acanthamoeba sp. [30], which is a tremendous advantage

for viruses that infect amoebae, considering that phago-

cytosis is the leading way for these organisms to feed

themselves [31]. Therefore, this strategy seems to be

widely exploited by these viruses [21��], which infect

Acanthamoeba sp., such as those belonging to the Mimi-
virus genus [29�,32,33], pandoravirus [34,35], pithovirus

[36], mollivirus [37], and cedratvirus [38,39]. Moreover,
www.sciencedirect.com 
those that infect Vermamoeba vermiformis as orpheovirus

[40], or both, as tupanvirus [41,42]. All these viruses are

particularly large and appear to have been selected to

exploit this entry route (Figure 1 and 2a).

Phagocytosis is an advantageous route for giant viruses of

amoeba since smaller viruses, which do not fulfill the

requirements to trigger it, have other strategies that favor

their entry using this route. That is the case of Marseil-

leviruses, in which the newly formed particles can be

grouped to induce phagocytosis or be released within

vesicles, which will later be phagocytized by another

amoeba [43��]. However, this is not the only entry route

explored by Marseilleviruses since individual particles’

infection is also observed and can be initiated by receptor-

mediated and clathrin-dependent endocytosis or even by

macropinocytosis (Figure 2a). Finally, phagocytosis can
Current Opinion in Virology 2021, 47:79–85
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Figure 3

(a) (b) (c)
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Examples of uncoating features in amoebal giant viruses.

(a) The stargate/starfish in a mimivirus; (b) The cork in a cedratvirus; (c) The ostiole in a pandoravirus. The images were obtained from the

Transmission Electron Microscope (Spirit Biotwin FEI-120 kV) at the Microscopy Center of UFMG.
also be triggered by grouped Marseillevirus particles,

even without being enveloped by a vesicle [43��].

Clathrin-mediated endocytosis and actin-mediated

macropinocytosis are pathways widely exploited by smal-

ler viruses of the phylum Nucleocytoviricota (Figure 2b)

[21��]. Many of them are responsible for infections in both

vertebrate animals, such as asfarvirus [44,45], inverte-

brates like iridovirus [46] and ascovirus [47], or both, as

does poxvirus [48,49]. The poxvirus particles can also

penetrate, promoting the membrane’s fusion to the host

membrane [49]. Nevertheless, the entry is not defined

only by the virus. As it is known, the cell must be

permissive for the infection to occur successfully [50].

That includes being able to carry out these mechanisms

of particle interiorization. Grouping the virus by their

penetration strategies and their hosts seems an appropri-

ate way to understand how they were selected to interact

with each other (Figure 2).

An interesting example in this discussion is the phycod-

navirus’s entry route, a virus of about 200 nm that also

belongs to the Nucleocytoviricota phylum. These viruses

infect Chlorella variabilis algae and, for this reason, have a

rigid barrier to overcome: the cellulose cell wall. This wall

does not allow endocytosis or phagocytosis of these par-

ticles. The viruses must then actively penetrate the cell.

It binds quickly and specifically to the cell walls’ outer

surface from its algae host [51] (Figure 2c). The spike

structure of the virus makes the first contact with the host

cell wall, which will be degraded by an enzyme associated

with the virus, the internal membrane of the virus will

merge with the host membrane, forming a membrane-

lined tunnel between the virus and the host, leaving an

empty capsid attached to the surface [51].
Current Opinion in Virology 2021, 47:79–85 
Uncoating
Once the cell barriers were overcome, these viruses seem

to converge to the same strategy in the uncoating step. In

a very simplified way, in this stage, the virus membrane’s

fusion to the host cell membrane (e.g. poxvirus and

phycodnavirus) or the phagosome/endosome membranes

occurs. Although membranes’ fusion is recurrent for all

known viruses’ uncoating in this phylum, the mechanisms

that trigger this fusion are not fully understood. The

phagosome or endosome’s acidic pH is often cited as a

factor that generates the changes that lead to capsids

disassembly and membrane’s fusion for viruses that use

these routes [18,45,46,52�,53]. However, unique struc-

tures were identified and suggested to be fundamental for

uncoating, especially in giant viruses [54] (Figure 3).

These structures were selected to allow the opening of

the resistant capsids’ structure only after penetration

[18,52�,53]. For example, Mimiviruses have a pseudo

icosahedral capsid and on its apex a protein structure

in the shape of a starfish that acts as a seal for the stargate

(Figure 3a), the apex of the capsid [53]. These structures

ensure that the stargate remains closed until the phago-

some’s interior environment promotes a new protein

arrangement in the starfish, promoting the stargate’s

opening and releasing the capsid content after the mem-

branes’ fusion. This is a fascinating mechanism; although

in vitro testing that combined low pH and great tempera-

tures promoted the stargate opening, little is known about

what induces the opening inside the host cell [53].

The stargate is also present in tupanviruses and seems to

work in the same way since the molecular forces that

stabilize the stargate vertex are conserved among mimi-

viruses [53]. However, tupanviruses brought another
www.sciencedirect.com



Giant viruses’ entry mechanisms and their diversification de Souza et al. 83
intriguing structure: a tail. Tupanvirus tail is about

�550 nm extension, �450 nm diameter, including fibrils.

It is responsible for giving tupanvirus the longest isolated

virus’s status so far [41,42]. During uncoating, the tail also

seems to release its contents in the cytoplasm after the

invagination of the phagosome membrane in the tail’s

interior [42].

Non-icosahedral giant viruses of amoeba, such as pandor-

avirus, pithovirus, cedratvirus, mollivirus, and orpheo-

virus, do not have such stargate structure. However, they

still need to overcome the capsid’s resistance to guarantee

its uncoating. Sealing complexes similar to corks are

present in pithovirus [36,55] and cedratvirus

(Figure 3b) [38,39] and are differentiated from the

ostioles of orpheovirus [40,55] and pandoravirus [35]

(Figure 3c). The ostile represents an aperture in the viral

tegument [56]. Beneath the tegument, a lipid membrane

protects the core of the particle [56]. The genome uncoat-

ing occurs similarly for viruses that present ostioles or

corks; inside the phagosome, the virus membrane fuses

with the phagosome membrane and promotes the viral

genome’s release in the cytoplasm.

During evolution, these structures were selected to

release the genome after penetration in giant non-icosa-

hedral viruses. It is not difficult to imagine that the

phagosome’s environment would have to be much more

aggressive to stop the inertia in these resistant capsids

without these structures. Metastability is an attribute that

allows a stable virion to change its conformation when

disturbed. In particular, the physical properties of virions

facilitate infectious uncoating triggered by the host [43��].
Nature and evolution found a balance between a resistant

capsid to keep particles viable in hostile environments,

such as the soda lake in which one of the tupanviruses was

found, but malleable enough to allow the uncoating

inside the host cells when triggered by the right stimulus.

Pandoraviruses are good examples of this balance. Appar-

ently, this virus lost the gene encoding double-jelly roll

major capsid protein, the main building block of icosahe-

dral capsids in this virus assemblage, acquiring an ovoid

shape [57��]. This change in the viral particle’s topology is

essential, as it can influence the virus’s entry into the cell

[21��]. The tegument of its capsid is divided into three

layers. Recent studies suggest that part of it is composed

of cellulose, probably from the host amebic cellulose,

which naturally uses this substance in its encistment [56].

Reinforcing that interaction of pandoravirus and its pos-

sible host, by this example of gene transfer process [56].

In another layer of pandoravirus, it is suggested that there

is a proton-motive force across the virion membrane,

promoted by enzymes linked to the tricarboxylic acid

cycle, which could create an electrochemical gradient

necessary for proper fusion of virus membranes to the

host phagosome membrane [13].
www.sciencedirect.com 
Conclusions
As mandatory intracellular parasites, viral entry may rep-

resent one of the most crucial steps for species’ perpetua-

tion. In contrast to other groups of viruses that often

present similar topologies, proteins, sequences, and struc-

tures that lead them to explore similar entry routes, the

Nucleocytoviricota phylum has an immense diversity of

characteristics, including a great variety of entry strate-

gies. While RNA viruses basically exploit the routes of

endocytosis or the fusion of the membrane with the host

cell, the Nucleocytoviricota phylum can explore almost all

examples of possible viral entry pathways (endocytosis —

caveolin clathrin receptors, phagocytosis, macropinocyto-

sis, membrane puncture, phagocytosis of vesicles) that

were selected throughout the evolution and diversifica-

tion of eukaryotes. With teguments almost like armors,

giant viruses needed to co-develop structures that com-

pensate for their capsids to guarantee the success of the

second step of viral entry; the uncoating. The acquisition

of these different structures and entry strategies results

from the selective pressures that act in this ancient group

and the differences it underwent during the divergence

and coevolution with its remarkable broad range of hosts.
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Universidade Federal de Minas Gerais (UFMG). Additionally, Jessica
Karolyne da Cruz Silva for helping us with the figure design. We also thank
the Microscopy Center of UFMG.

References and recommended reading
Papers of particular interest, published within the period of review,
have been highlighted as:

� of special interest
�� of outstanding interest

1. Zhang YZ, Chen YM, Wang W, Qin XC, Holmes EC: Expanding the
RNA virosphere by unbiased metagenomics. Annu Rev Virol
2019, 6:119-139.

2. Villarreal LP, Witzany G: Viruses are essential agents within the
roots and stem of the tree of life. J Theor Biol 2010, 262:698-710.

3. Geoghegan JL, Holmes EC: Predicting virus emergence amid
evolutionary noise. Open Biol 2017, 7.

4. Pride DT, Wassenaar TM, Ghose C, Blaser MJ: Evidence of host-
virus co-evolution in tetranucleotide usage patterns of
bacteriophages and eukaryotic viruses. BMC Genomics 2006,
7:1-13.
Current Opinion in Virology 2021, 47:79–85

http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0005
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0005
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0005
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0010
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0010
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0015
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0015
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0020
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0020
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0020
http://refhub.elsevier.com/S1879-6257(21)00013-4/sbref0020


84 Virus entry
5. Lecoq H: Découverte du premier virus, le virus de la mosaı̈que
du tabac: 1892 ou 1898? Comptes Rendus l’Académie des Sci -
Ser III - Sci la Vie 2001, vol 324929-933.

6. Keilin D: The Leeuwenhoek Lecture - the problem of anabiosis
or latent life: history and current concept. Proc R Soc Lond Ser
B Biol Sci 1959, 150:149-191.

7. Raoult D, Audic S, Robert C, Abergel C, Renesto P, Ogata H,
La Scola B, Suzan M, Claverie JM: The 1.2-megabase
genome sequence of mimivirus. Science (80-) 2004,
306:1344-1350.

8. La Scola B, Audic S, Robert C, Jungang L, De Lamballerie X,
Drancourt M, Birtles R, Claverie JM, Raoult D: A giant virus in
amoebae. Science (80-) 2003, 299:2033.

9. Rolland C, Andreani J, Louazani AC, Aherfi S, Francis R,
Rodrigues R, Silva LS, Sahmi D, Mougari S, Chelkha N et al.:
Discovery and further studies on giant viruses at the ihu
mediterranee infection that modified the perception of the
virosphere. Viruses 2019, 11.

10. Colson P, Aher S, La Scola B: Evidence of giant viruses of
amoebae in the human gut. Hum Microbiome J 2017, 6:14-19.

11. Schulz F, Yutin N, Ivanova NN, Ortega DR, Lee TK, Vierheilig J,
Daims H, Horn M, Wagner M, Jensen GJ et al.: Giant viruses with
an expanded complement of translation system components.
Science (80-) 2017, 356:82-85.

12. Moniruzzaman M, Martinez-Gutierrez CA, Weinheimer AR,
Aylward FO: Dynamic genome evolution and complex virocell
metabolism of globally-distributed giant viruses. Nat Commun
2020, 11:1-11.

13. Aherfi S, Belhaouari DB, Pinault L, Baudoin J-P, Decloquement P,
Abrahao JS, Colson P, Levasseur A, Lamb DC, Chabriere E et al.:
Tricarboxylic acid cycle and proton gradient in pandoravirus
massiliensis: is it still a virus? bioRxiv 2020.

14. Boratto PVM, Oliveira GP, Machado TB, Andrade ACSP,
Baudoin JP, Klose T, Schulz F, Azza S, Decloquement P,
Chabrière E et al.: Yaravirus: a novel 80-nm virus infecting
Acanthamoeba castellanii. Proc Natl Acad Sci U S A 2020,
117:16579-16586.

15. Colson P, Lamballerie D, Raoult D: Reclassification of giant
viruses composing a fourth domain of life in the new order
megavirales. Intervirology 2012, 55:321-332.

16. Colson P, De Lamballerie X, Yutin N, Asgari S, Bigot Y, Bideshi DK,
Cheng XW, Federici BA, Van Etten JL, Koonin EV et al.:
“Megavirales”, a proposed new order for eukaryotic
nucleocytoplasmic large DNA viruses. Arch Virol 2013,
158:2517-2521.

17.
�

Koonin EV, Yutin N: Multiple evolutionary origins of giant
viruses. F1000Research 2018, 7:1-12

This work presents us with various phylogenetics analysis regarding the
diversity of viruses from the phylum Nucleocytoviricota and its multiple
evolutionary origins.

18. Yamauchi Y, Greber UF: Principles of virus uncoating: cues and
the snooker ball. Traffic 2016, 17:569-592.

19. Maginnis MS: Virus–receptor interactions: the key to cellular
invasion. J Mol Biol 2018, 430:2590-2611.

20. Dimitrov DS: Virus entry: molecular mechanisms and
biomedical applications. Nat Rev Microbiol 2004, 2:109-122.

21.
��

Sobhy H: A comparative review of viral entry and attachment
during large and giant dsDNA virus infections. Arch Virol 2017,
162:3567-3585

A great review that compares entry and attachment during large and giant
dsDNA virus infections, also showing the shape and structure of its viral
particles.

22. Marsh M, Helenius A: Virus entry: open sesame. Cell 2006,
124:729-740.

23. Canton J: Macropinocytosis: new insights into its
underappreciated role in innate immune cell surveillance.
Front Immunol 2018, 9:1-8.
Current Opinion in Virology 2021, 47:79–85 
24. Buchholz CJ, Schneider U, Devaux P, Gerlier D, Cattaneo R: Cell
entry by measles virus: long hybrid receptors uncouple
binding from membrane fusion. J Virol 1996, 70:3716-3723.

25. Rodrigues RAL, Abrahão JS, Drumond BP, Kroon EG: Giants
among larges: how gigantism impacts giant virus entry into
amoebae. Curr Opin Microbiol 2016, 31:88-93.

26. Garcia E, Piguet V: Virological synapse for cell-cell spread of
viruses. Cell-Cell Channel. 2006:288-297.

27. Russell RA, Martin N, Mitar I, Jones E, Sattentau QJ: Multiple
proviral integration events after virological synapse-mediated
HIV-1 spread. Virology 2013, 443:143-149.

28. Evans LH, Alamgir ASM, Owens N, Weber N, Virtaneva K,
Barbian K, Babar A, Malik F, Rosenke K: Mobilization of
endogenous retroviruses in mice after infection with an
exogenous retrovirus. J Virol 2009, 83:2429-2435.

29.
�

Andrade ACS, Rodrigues RAL, Oliveira GP, Andrade KR,
Bonjardim CA, La Scola B, Kroon EG, Abrahão JS: Filling
knowledge gaps for mimivirus entry, uncoating, and
morphogenesis. J Virol Methodsirol 2017, 91:1-12

This study, equipped with microscopic analysis and biological assays,
characterized the early stages of the replication cycle of mimiviruses.

30. Korn ED, Weisman RA: Phagocytosis of latex beads by
Acanthamoeba. II. Electron microscopic study of the initial
events. J Cell Biol 1967, 34:219-227.

31. Cosson P, Soldati T: Eat, kill or die: when amoeba meets
bacteria. Curr Opin Microbiol 2008, 11:271-276.

32. Ghigo E, Kartenbeck J, Lien P, Pelkmans L, Capo C, Mege JL,
Raoult D: Ameobal pathogen mimivirus infects macrophages
through phagocytosis. PLoS Pathog 2008, 4.

33. Zauberman N, Mutsafi Y, Ben Halevy D, Shimoni E, Klein E, Xiao C,
Sun S, Minsky A: Distinct DNA exit and packaging portals in the
virus Acanthamoeba polyphaga mimivirus. PLoS Biol 2008,
6:1104-1114.

34. Legendre M, Fabre E, Poirot O, Jeudy S, Lartigue A, Alempic JM,
Beucher L, Philippe N, Bertaux L, Christo-Foroux E et al.: Diversity
and evolution of the emerging Pandoraviridae family. Nat
Commun 2018, 9.

35. Pereira Andrade AC dos S, Victor de Miranda Boratto P,
Rodrigues RAL, Bastos TM, Azevedo BL, Dornas FP, Oliveira DB,
Drumond BP, Kroon EG, Abrahão JS: New isolates of
pandoraviruses: contribution to the study of replication cycle
steps. J Virol 2018, 93:1-12.

36. Legendre M, Bartoli J, Shmakova L, Jeudy S, Labadie K, Adrait A,
Lescot M, Poirot O, Bertaux L, Bruley C et al.: Thirty-thousand-
year-old distant relative of giant icosahedral DNA viruses with
a pandoravirus morphology. Proc Natl Acad Sci U S A 2014,
111:4274-4279.

37. Legendre M, Lartigue A, Bertaux L, Jeudy S, Bartoli J, Lescot M,
Alempic JM, Ramus C, Bruley C, Labadie K et al.: In-depth study
of mollivirus sibericum, a new 30,000-yold giant virus infecting
Acanthamoeba. Proc Natl Acad Sci U S A 2015, 112:E5327-
E5335.

38. Andreani J, Aherfi S, Khalil JYB, Di Pinto F, Bitam I, Raoult D,
Colson P, La Scola B: Cedratvirus, a double-cork structured
giant virus, is a distant relative of pithoviruses. Viruses 2016,
8:1-11.

39. Silva LKS, Andrade ACP, Dornas FP, Araújo R, Rodrigues L,
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