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Abstract 

Aphids have obligate mutualistic relationships with microorganisms that provide them with 
essential substances lacking in their diet, together with symbionts conferring them conditional adaptive 
advantages related, for instance, to the thermal tolerance and to the resistance to parasitoid wasps. 
The presence/absence of a secondary symbiont may have a relevant phenotypic effect so that aphid 
microbial symbionts constitute a sort of second genome with its own genetic inheritance. On the 
whole, genes important for aphid survival and reproduction are not uniquely present in the aphid 
nuclear and mitochondrial genomes, but also in the chromosomes of each symbiont. As a 
consequence, aphids should be viewed as holobionts with an extended genome (the hologenome) 
including the host and its symbiotic microbiome. In this connection, the true unit of selection in 
evolution must be considered the aphid holobiont, in place of the single host as individual separated 
from its symbionts. 
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Introduction 

 
Aphids (Hemiptera: Aphididae) are ancient 

insects, whose fossils go back to the Triassic, about 
220-210 myr ago (Grimaldi and Engel, 2005), that 
have conquered most of the biomes, including the 
arctic and subarctic regions and infest a huge range 
of plants (Loxdale, 2008a). 

Aphids reproduce primarily by apomictic 
parthenogenesis, a form of reproduction whereby 
adult females give birth to a female progeny without 
any male fertilization (Soumalainen et al., 1987; 
Loxdale, 2008a). Several authors frequently 
suggested that no genetic recombination occurs in 
the parthenogenetic generations (Soumalainen et 
al., 1987; Spence and Blackman, 1998), so that it 
has been assumed that the aphid offspring 
represents a genetically identical clone of aphids 
(Dixon, 1989). 

In 1977, Dan Janzen argued that clonal 
lineages of aphids could be considered as 
“evolutionary individuals” with the ability to exploit 
resources over a wide geographical area. These 
multiple individuals thereby have a competitive 
edge over single organisms that lack the capacity to
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propagate parthenogenetically (apomictically). 
Aphids can reproduce quickly and it has been 
calculated that under ideal conditions (absence of 
predators, parasites, pathogens and benign climatic 
conditions, especially including optimal 
temperatures of 20 -25 °C), a single asexual female 
could in theory produce 7.6x1028 offspring in a 
single growing season (with a generation given as 7 
days, 50 offspring per female and 18 generations a 
year) (Harrington, 1994). However, whether they 
can maintain a long-term genetic fidelity, if at all, 
and how long so-called clones persist unchanged 
either in the laboratory or in the field is still a 
contentious issue (Loxdale, 2008a, b, 2009).

Actually, aphid lineages within a same species 
have been found to differ for colour (Loxdale, 
2008b), size (Jenkins, 1991), intrinsic rate of 
increase (Jenkins, 1991), ovariole number (Dixon, 
1989), reproductive modes (Loxdale, 2008b), ability 
to transfer pathogenic plant viruses (Terradot et al., 
1999) and susceptibility/resistance to predators, 
parasites, pathogens and pesticides (Losey et al., 
1997; Devonshire et al., 1999; Loxdale, 2008b). 
These findings strongly suggest that clonality in 
aphids has been overestimated prompting an 
evaluation of the true nature and reality of the 
concept of clone (Loxdale, 2008a, b). 

In the last years, a growing amount of 
molecular evidences suggested that aphid asexual 
lineages are not true clones, since they can rapidly 
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Fig. 1 Different microorganisms can be harboured in diverse aphid organs. The primary symbiont B. aphidicola is 
generally hosted in the bacteriocytes (B), specialized fat body cells located near the aphid gut (G). A highly 
diversified bacterial community has been identified in the aphid gut since differences in the microbiome have been 
observed not only comparing diverse species, but also making a comparison of different populations of the same 
species, but feeding on different plants. 
 
 
 
 
mutate and this variation is selectable and may 
affect some phenotypic traits, such as the host 
choice (Loxdale, 2008a, b; Martens et al., 2009), so 
that the real nature of clone in aphids is not simply 
semantics. Indeed, the presence of genetic 
differences among clones could be very important 
for aphid evolution since several studies showed 
that cryptic sympatric speciation occurred in a wide 
range of aphid species (Loxdale, 2008a, b), 
including evidences of rapid chromosomal changes 
affecting speciation events in the aphids 
Rhopalosiphum maidis and Myzus persicae 
(Blackman, 1987; Brown and Blackman, 1988; 
Monti et al., 2012). 
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Starting from the hypothesis of the clonal 
reproduction of aphids, some authors referred to 
aphids as a single genome species suggesting not 
only that each aphid presents a clear 
correspondence one genome-one organism, but 
also accepting the idea that the aphid phenotype 
relies on the nuclear genome only (as recently 
revised in Loxdale, 2008a, b). 

In view of their impact in agriculture (in 
particular for virus transmission), aphids need to be 
controlled by pesticides and/or using biological 
control agents. However, in the absence of a 
thorough understating of the genetics of aphid 
populations/clones, the identification of 
transmissible and adaptative variations could make 
biological and chemical controls not really effective 
(Loxdale, 2008b). 
 
Same nuclear genome, different microbiome? 

 
Aphids have close associations with various 

lineages of microorganisms and most of them may 

harbour, for instance, the obligate mutualist (usually 
called primary symbiont) Buchnera aphidicola 
(Russell and Moran, 2006). In addition to B. 
aphidicola, other maternally transmitted intracellular 
bacteria, such as Rickettsia sp. (α-Proteobacteria), 
Spiroplasma sp. (Mollicutes) and various γ-
proteobacterial microbes (including Hamiltonella 
defensa, Regiella insecticola, Serratia symbiotica 
and Arsenophonus sp.), are harboured in aphids 
constituting their microbiome (Chen et al., 1996; 
Fukatsu et al., 2000, 2001; Gomez-Valero et al., 
2004) (Fig. 1). 

Aphid secondary symbionts are often shared 
between divergent lineages and they seem to 
undergo both vertical and horizontal transfer among 
matrilines within and between species (Russell and 
Moran, 2006). This transmission is due to the ability 
of the secondary symbionts to overcome host 
immune responses and invade various types of host 
cells, including germ cells (Russell and Moran, 
2006).

Several data suggested that symbiotic bacteria 
are involved in different traits of the aphid biology, 
including resistance to parasitoid wasps (Oliver et 
al., 2003), tolerance to heat stress (Montllor et al., 
2002) and changes in the host plant range 
(Tsuchida et al., 2004). Moreover, as also showed in 
other insects, symbionts may modulate other 
complex interactions protecting the host from the 
invasion by pathogenic microorganisms (a process 
known as “colonization resistance”) and modulating 
the aphid immune system (Russell and Moran, 
2006; Poirié and Coustau, 2011). Microbiome 
seems therefore to act in aphids (and also in taxa 
other than insects) as a sort of ecological immunity 
or extended immune system being able of affecting 
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the efficiency of the host immune system and 
limiting the accumulation of pathobionts. The role of 
the aphid microbiome could be particularly relevant 
since, as recently reviewed, the immune deficiency 
(IMD) signalling pathway was apparently non 
functional in aphids (Poirié and Coustau, 2011). 
Moreover, no genes coding for peptidoglycan 
recognition proteins (PGRPs) and several well-
conserved antimicrobial peptides, such as defensins 
and cecropins, have been predicted in the pea 
aphid Acyrthosiphon pisum genome (Gerardo et al., 
2010; Poirié and Coustau, 2011), making the 
microbiota-based immunity essential to protect 
aphids against natural enemies (Poirié and Coustau, 
2011). 

Different roles have been suggested for 
symbionts other than the synthesis of amino acids 
(Douglas et al., 1998). Buchnera might, for instance, 
play a key role in aphid thermal tolerance. Thermal 
tolerance of the primary endosymbiont Buchnera is 
attributed to genes coding for heat shock proteins, 
which deter degradation of protein secondary 
structure (Shigenobu et al., 2000). Interestingly, in 
the presence of low density of primary symbionts, 
secondary symbionts (such as H. defensa, S. 
symbiotica and R. insecticola) could be more 
numerous affecting the aphid thermal tolerance 
(Oliver et al., 2010). For instance, S. symbiotica has 
a beneficial effect on A. pisum reproduction and 
viability under heat stress (Montllor et al., 2002), 
thus providing a functional explanation to the 
previous observations that its frequency reached 80 
% in hot places (Oliver et al., 2010). 

Secondary symbionts may change aphid 
colour, as showed for Rickettsiella that induces a 
body colour change from red to green affecting 
prey-predator interactions, since ladybird beetles 
preferentially consume red aphids, whereas 
parasitoids are more attracted by green ones 
(Tsuchida et al., 2010). Secondary symbiont can 
also affect the adaptation to the host plant as 
assessed for infections by R. insecticola that could 
improve aphids' fitness specifically on Trifolium 
plants (Tsuchida et al., 2004). Lastly, resistance to 
parasitoids is associated with secondary symbionts, 
as showed by several studies where the symbiotic 
associations have been experimentally manipulated 
either by suppressing symbionts using antibiotics 
treatment or by introducing a new symbiont through 
bacterial microinjection. According to literature data, 
Aphidius ervi parasitism success on A. pisum is 
lower in aphid lines harbouring H. defensa and S. 
symbiotica respectively (Oliver et al., 2003, 2005, 
2006; Ferrari et al., 2004; Vorburger et al., 2009; 
Poirié and Coustau, 2011). 

On the whole, secondary symbionts play 
different roles, but are they stable within an aphid 
species? Can they vary among populations? 
According to Sandström et al. (2001) the 
associations with secondary symbionts are quite 
variable, suggesting a rather labile relationship 
between aphid species and their secondary 
symbionts. Therefore, in contrast to the stable 
association between aphids and their primary 
symbionts (Moran et al., 1993; Clark et al., 2000), 
secondary symbionts can be lost due to infidelity of 

the vertical transmission or gained by horizontal 
transmissions. For instance, an A. pisum laboratory 
clone that lost two secondary symbiont types has 
been described in literature (Sandström et al., 
2001), together with the identification in the field of 
aphid populations hosting multiple or single 
secondary symbionts (Sandström et al., 2001). 
Moreover, a differential resistance to braconid 
parasitoids has been described in populations of A. 
pisum (Hufbauer and Via, 1999; Ferrari et al., 2001), 
M. persicae (von Burg et al., 2008) and Aphis fabae 
(Vorburger et al., 2009), suggesting that a 
differential composition of the microbiome strongly 
affect the survival and reproduction of aphids. 

If we therefore accept that a large community of 
bacteria may invade aphids and that they are 
transmitted both vertically and horizontally within 
and among aphid lineages and that different 
populations may have different microbiomes, can 
we surmise without any doubt that each aphid within 
a clone harbours the same microbiome? In view of 
the horizontal transfer of symbionts and their 
beneficial effects on the reproductive success of 
parthenogenetic females, a single gain of a 
secondary symbiont can have beneficial effects on 
the aphid carriers influencing their fitness. 

At this regards, Gehrer and Vorburger (2013) 
demonstrated a previously undescribed route of 
horizontal transmission consisting in the parasitoid-
mediated transfer of endosymbionts among aphid 
clones by sequentially stabbing infected and 
uninfected aphids. The wasp’s ovipositor appears to 
act as a ‘dirty needle’ that can inoculate previously 
uninfected aphids. If the recipient aphid resists the 
parasitoid and survives the attack, this can result in 
a new, heritable infection. Considering that many 
aphid parasitoids use multiple hosts, it is likely that 
they can transfer symbionts not just within, but also 
between, aphid species (Gehrer and Vorburger, 
2013). 

Due to their relevant roles in aphid biology, the 
presence/absence of a secondary symbiont may 
have an important phenotypic effect so that aphid 
microbial symbionts form a true second genome 
with its own genetic inheritance (Moran, 2007; 
Gilbert, 2011). Furthermore, symbiotic bacteria 
provide a selectable allelic variation 
(thermotolerance, colour and parasitoid resistance) 
that enables aphids to persist under different 
environmental conditions so that mutations 
occurring in the symbiont genomes may affect aphid 
fitness and evolution (Dunbar et al., 2007; Tsuchida 
et al., 2010). 

 
Aphids as holobionts 

 
More than a hundred years of biological 

research demonstrated the importance of 
microorganisms in the health and disease of higher 
organisms, including humans (Ottaviani et al., 
2011). As a result of the recent development of 
culture-free molecular techniques, it is now 
accepted that in many cases the number of 
symbiotic microorganisms and their combined 
genetic information far exceed that of their hosts so 
that for each gene in our genome, we host about 

http://rstb.royalsocietypublishing.org/content/365/1540/671.full
http://rstb.royalsocietypublishing.org/content/365/1540/671.full
http://www.plosbiology.org/article/info%3Adoi%2F10.1371%2Fjournal.pbio.0050096
http://www.plosbiology.org/article/info%3Adoi%2F10.1371%2Fjournal.pbio.0050096
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100 genes belonging to human bacterial symbionts 
(The Human Microbiome Project Consortium, 2012). 

In view of this new view of the symbiotic 
interactions, Zilber-Rosenberg and Rosenberg 
suggested the hologenome theory of evolution 
defining hologenome as the sum of the genetic 
information of the host and its microbiome 
(Rosenberg et al., 2007; Zilber-Rosenberg and 
Rosenberg, 2008). 

As a consequence of the hologenome theory of 
evolution, each organism should be viewed as an 
holobiont including the host and its symbiotic 
microbiome and the holobiont is the true unit of 
selection in evolution in place of the single host as 
individual separated from its symbionts (Rosenberg 
et al., 2007; Zilber-Rosenberg and Rosenberg, 
2008). At this regards, it has to be underlined that 
relatively rapid variation in the diverse microbial 
symbionts can have an important role in the 
adaptation and evolution of holobionts identifying 
them as dynamic entities in which a vast amount of 
the genetic information and variability is contributed 
by microorganisms. In view of this assumption, the 
evolution of holobionts can occur by changes in the 
host genome and/or in any of the hosted microbial 
genome, and relies on the cooperation between the 
genomes within the holobiont, as much as on 
competition with other holobionts. 

Similarly, genetic variation can arise from 
changes in either the host or the symbiont genomes. 
Variation in host genomes occurs during sexual 
reproduction, chromosome rearrangements and 
ultimately by mutations, but the same processes 
occur in microbial symbionts with the noteworthy 
difference that in haploid bacteria recombination 
occurs also by conjugation, transduction and DNA 
transformation among different species (Rosenberg 
et al., 2007; Zilber-Rosenberg and Rosenberg, 
2008). 

 
Concluding remarks 

 
Contrarily to rare recombinations and mutations 

of the host genome, changes in the genetic 
information related to symbionts can occur quickly 
by microbial amplification, acquisition of novel 
bacterial strains and horizontal gene transfer 
between different species (including gene transfer 
from the symbiont to the host genome). In particular, 
the microbial amplification is the most rapid and 
easy mechanism to achieve variations in holobionts, 
since it involves changes in the relative numbers of 
the diverse types of associated microorganisms that 
can occur as a result of changing temperatures, 
nutrient availability, exposure to xenobiotics or other 
environmental factors (Moran, 2007; Rosenberg et 
al., 2007; Zilber-Rosenberg and Rosenberg, 2008; 
Gilbert, 2011). The main advantage for hosts is 
therefore that they can survive, multiply and gain the 
time necessary for their genome to evolve using the 
genetic information available in their symbionts 
(Moran, 2007; Gilbert et al., 2012). 

As a whole, although Dan Janzen’s (1977) 
original concept was fascinating and not implausible 
thirty years ago, the use of the one-genome/one-
organism paradigm of classical genetics has been 

eclipsed by recent studies on symbiosis suggesting 
a revision of our approach to the aphid biology and 
evolution. Aphid clones cannot be considered as 
evolutionary individuals in any sense of the term 
neither the idea of aphids as a single genome 
species should be further considered in the light of 
the existence of the aphid hologenome. On the 
whole, also taking into account the peculiar structure 
of their immune system, aphids should be regarded 
as highly plastic organisms (probably more than 
other insects), whose evolution has been shaped by 
their symbionts. 
 
References 
Caspi-Fluger A, Inbar M, Mozes-Daube N, Katzir N, 

Portnoy V, Belausov E, et al. Horizontal 
transmission of the insect symbiont Rickettsia is 
plant-mediated. Proc. R. Soc. B. 279: 1791-
1796, 2011. 

Chen DQ, Campbell BC, Purcell AH. A new 
Rickettsia from a herbivorous insect, the pea 
aphid Acyrthosiphon pisum (Harris). Curr. 
Microbiol. 33: 123-128, 1996. 

Devonshire AL, Field LM, Foster SP, Moores GD, 
Williamson MS, et al. The evolution of 
insecticide resistance in the peach–potato 
aphid, Myzus persicae. In: Denholm I, Pickett 
JA, Devonshire AL (eds), Insecticide resistance: 
from mechanisms to management. Wallingford, 
Oxon, CABI Publishing, pp 1-9, 1999. 

Dixon AFG. Parthenogenetic reproduction and the 
rate of increase in aphids. In: Minks A, 
Harrewijn P (eds), Aphids, their biology, natural 
enemies and control. Vol. A, Elsevier, The 
Netherlands, pp. 269-287, 1989. 

Douglas AE. Nutritional interactions in insect-
microbial symbioses: aphids and their symbiotic 
bacteria Buchnera. Annu. Rev. Entomol. 43: 17-
37, 1998. 

Ferrari J, Muller CB, Kraaijveld AR, Godfray HCJ. 
Clonal variation and covariation in aphid 
resistance to parasitoids and pathogen. 
Evolution 9: 1805-1814, 2001. 

Fukatsu T, Nikoh N, Kawai R, Koga R. The 
secondary endosymbiotic bacterium of the pea 
aphid Acyrthosiphon pisum (Insecta: 
Homoptera). Appl. Environ. Microbiol. 66: 2748-
2758, 2000. 

Fukatsu T, Tsuchida T, Nikoh N, Koga R. 
Spiroplasma symbiont of the pea aphid, 
Acyrthosiphon pisum (Insecta: Homoptera). 
Appl. Environ. Microbiol. 67: 1284-1291, 
2001. 

Gehrer L, Vorburger C. Parasitoids as vectors of 
facultative bacterial endosymbionts in aphids. 
Biol. Lett. 2013 [in press]. 

Gerardo NM, Altincicek B, Anselme C, Atamian H, 
Barribeau SM. Immunity and other defenses in 
pea aphids, Acyrthosiphon pisum. Genome 
Biol. 11: R21, 2010. 

Gilbert SF. Symbionts as genetic sources of 
hereditable variation. In: Gissis SB, Jablonka 
E. (eds), Transformations of Lamarckism: 
from subtle fluids to molecular biology, 
Cambridge (Massachusetts), MIT Press, pp 
283-293, 2011. 



5 

 

Gilbert SF, Sapp J, Tauber AI. A symbiotic view of 
life: we have never been individuals. Quart. 
Rev. Biol. 87: 325-341, 2012. 

Gomez-Valero L, Soriano-Navarro M, Perez-Brocal 
V, Heddi A, Moya A, Garcia-Verdugo JM, et al. 
Coexistence of Wolbachia with Buchnera 
aphidicola and a secondary symbiont in the 
aphid Cinara cedri. J. Bacteriol. 186: 6626-
6633, 2004. 

Grimaldi D, Engel MS.  Evolution of the insects. 
Cambridge University Press, Cambridge, UK, 
2005.  

Harrington R. Aphid layer. Antenna 18: 50-51, 
1994. 

Hufbauer RA, Via S. Evolution of an aphid-
parasitoid interaction: variation in resistance to 
parasitism among aphid populations specialized 
on different plants. Evolution 53: 1435-1445, 
1999. 

Janzen DH. What are dandelions and aphids? Am. 
Nat. 111: 586-589, 1977. 

Jenkins RL. Colour and symbionts of aphids. PhD 
Thesis, University of East Anglia, UK, 1991. 

Koga R, Tsuchida T, Fukatsu T. Changing partners 
in an obligate symbiosis: a facultative 
endosymbiont can compensate for loss of the 
essential endosymbiont Buchnera in an aphid. 
Proc. R. Soc. Lond. B 270: 2543-2550, 2003. 

Losey JE, Ives AR, Harmon J, Ballantyne F, Brown 
C. A polymorphism maintained by opposite 
patterns of parasitism and predation. Nature 
388: 269-272, 1997. 

Loxdale HD. Was Dan Janzen (1977) right about 
aphid clones being a ‘super-organism’, i.e. a 
single ‘evolutionary individual’? New insights 
from the use of molecular marker systems. Mitt. 
Dtsch. Ges. Allg. Angew. Ent. 16: 437-449, 
2008a. 

Loxdale HD. The nature and reality of the aphid 
clone: genetic variation, adaptation and 
evolution. Agr. Forest Entomol. 10: 81-90, 
2008b. 

Loxdale HD. What’s in a clone: the rapid evolution 
of aphid asexual lineages in relation to 
geography, host plant adaptation and 
resistance to pesticides. In: Schon I, Martens 
K, van Dijk P (eds), Lost sex: the evolutionary 
biology of parthenogenesis, Springer, 
Heidelberg, Germany, pp. 535-557, 2009. 

Martens K, Loxdale HD, Schön I. The elusive clone - 
in search of its true nature and identity. In: 
Schon I, Martens K, van Dijk P (eds), Lost sex: 
the evolutionary biology of parthenogenesis, 
Springer, Heidelberg, Germany, pp. 187-200, 
2009. 

Monti V, Mandrioli M, Rivi M, Manicardi GC. The 
vanishing clone: karyotypic evidence for 
extensive intraclonal genetic variation in the 
peach potato aphid, Myzus persicae 
(Hemiptera: Aphididae). Biol. J. Linnean Soc. 
105, 350-358, 2012.  

Montllor CB, Maxmen A, Purcell AH. Facultative 
bacterial endosymbionts benefit pea aphids 
Acyrthosiphon pisum under heat stress. Ecol. 
Entomol. 27:189-195, 2002. 

Moran NA. Symbiosis as an adaptive process and 
source of phenotypic complexity. Proc. Natl. 
Acad. Sci. USA 104: 8627-8633, 2007. 

Moran NA, Munson MA, Baumann P, Ishikawa H. A 
molecular clock in endosymbiotic bacteria is 
calibrated using the insect hosts. Proc. Roy. 
Soc. Lond. B Biol. 253: 167-171, 1993. 

Oliver KM, Russell JA, Moran NA, Hunter MS. 
Facultative bacterial symbionts in aphids confer 
resistance to parasitic wasps. Proc. Natl. Acad. 
Sci. USA 100: 1803-1807, 2003. 

Oliver KM, Moran NA, Hunter MS. Variation in 
resistance to parasitism in aphids is due to 
symbionts not host genotype. Proc. Natl. Acad. 
Sci. USA 102: 12795-12800, 2005.  

Oliver KM, Moran NA, Hunter MS. Costs and 
benefits of a superinfection of facultative 
symbionts in aphids. Proc. R. Soc. B 273: 1273-
1280, 2006. 

Oliver KM, Degnan PH, Burke GR, Moran NA. 
Facultative symbionts of aphids and the 
horizontal transfer of ecologically important 
traits. Annu. Rev. Entomol. 55: 247–266, 2010. 

Ottaviani E, Ventura N, Mandrioli M, Candela M, 
Franchini A, Franceschi C. Gut microbiota as a 
candidate for lifespan extension: an 
ecological/evolutionary perspective targeted on 
living organisms as metaorganisms. 
Biogerontology 12: 599-609, 2011. 

Poirié M, Coustau C. The evolutionary ecology of 
aphids' immunity. Inv. Surv. J. 8: 247-255, 
2011. 

Rosenberg E, Koren O, Reshef L, Efrony R, Zilber-
Rosenberg I. The role of microorganisms in 
coral health, disease and evolution. Nat. Rev. 
Microbiol. 5: 355-362, 2007.

Russell JA, Moran NA. Costs and benefits of 
symbiont infection in aphids: variation among 
symbionts and across temperatures. Proc. Biol. 
Sci. 273: 603-610, 2006. 

Sandström JP, Russell JA, White JP, Moran NA. 
Independent origins and horizontal transfer of 
bacterial symbionts of aphids. Mol. Ecol. 10: 
217-228, 2001. 

Shigenobu S, Watanabe H, Hattori M, Sakaki Y, 
Ishikawa H. Genome sequence of the 
endocellular bacterial symbiont of aphids 
Buchnera sp. Nature 407: 81-86, 2000. 

Soumalainen E, Saura A, Lokki J. Cytology and 
evolution in parthenogenesis. CRC Press, 
Boca Raton, 1987. 

Spence JM, Blackman RL. Chromosomal 
rearrangements in the Myzus persicae group 
and their evolutionary significance. In: Nieto 
Nafria JM, Dixon AFG (eds), Aphids in natural 
and managed ecosystem, Universidad de Leon, 
Secretario de Publicaciones, Leon (Spain), pp 
113-118, 1998. 

Terradot L, Simon JC, Leterme N, Bourdin D, 
Wilson ACC, Gauthier JO, et al. Molecular 
characterization of clones of the Myzus 
persicae complex (Hemiptera: Aphididae) 
differing in their ability to transmit the potato 
leafroll luteovirus (PLRV). Bull. Entomol. Res. 
89: 355-363, 1999. 



6 

 

The Human Microbiome Project Consortium. A 
framework for human microbiome research. 
Nature 486: 215–221, 2012. 

Tsuchida T, Koga R, Horikawa M, Tsunoda T, 
Maoka T, Matsumoto S, et al. Symbiotic 
bacterium modifies aphid body color. Science 
330: 1102-1104, 2010. 

Tsuchida,T, Koga R, Fukatsu T. Host plant 
specialization governed by facultative symbiont. 
Science 303: 1989, 2004. 

von Burg S, Ferrari J, Müller CB, Vorburger C. 
Genetic variation and covariation of 

susceptibility to parasitoids in the aphid Myzus 
persicae: no evidence for trade-offs. Proc. Biol. 
Sci. 275: 1089-1094, 2008. 

Vorburger C, Sandrock C, Gouskov A, Castañeda 
LE, Ferrari J. Genotypic variation and the role 
of defensive endosymbionts in an all 
parthenogenetic host-parasitoid interaction. 
Evolution 63: 1439-1450, 2009. 

Zilber-Rosenberg I, Rosenberg E. Role of 
microorganisms in the evolution of animals and 
plants: the hologenome theory of evolution. 
FEMS Microbiol. Rev. 32: 723-735, 2008. 

 
 


