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“Candidatus Midichloria mitochondrii” is a Gram-negative bacterium
that lives in strict intracellular symbiosis with the hard tick Ixodes ricinus, forming
one of the most intriguing endosymbiosis described to date. The bacterium is capable of durably colonizing the host mitochondria, a peculiar tropism that makes “Ca.
Midichloria mitochondrii” a very interesting tool to study the physiology of these cellular organelles. The interaction between the symbiont and the organelle has, however, been difﬁcult to characterize. A parallelism with the predatory bacterium
Bdellovibrio bacteriovorus has been drawn, suggesting the hypothesis that “Ca.
Midichloria mitochondrii” could prey on mitochondria and consume them to multiply. We studied the life cycle of the bacterium within the host oocytes using a multidisciplinary approach, including electron microscopy, molecular biology, statistics,
and systems biology. Our results were not coherent with a predatory-like behavior
by “Ca. Midichloria mitochondrii” leading us to propose a novel hypothesis for its
life cycle. Based on our results, we here present a novel model called the “mitochondrion-to-mitochondrion hypothesis.” Under this model, the bacterium would be
able to move from mitochondrion to mitochondrion, possibly within a mitochondrial
network. We show that this model presents a good ﬁt with quantitative electron microscopy data.

IMPORTANCE Our results suggest that “Candidatus Midichloria mitochondrii,” the

intramitochondrial bacterium, does not invade mitochondria like predatory bacteria
do but instead moves from mitochondrion to mitochondrion within the oocytes of
Ixodes ricinus. A better understanding of the lifestyle of “Ca. Midichloria mitochondrii” will allow us to better deﬁne the role of this bacterial symbiont in the host
physiology.
KEYWORDS “Candidatus Midichloria mitochondrii,” Ixodes ricinus, mitochondrial

network, Bdellovibrio-like hypothesis, endosymbiosis

A

number of bacterial endosymbionts interacting with a wide range of hosts have
been described. Among them, one of the most intriguing is “Candidatus
Midichloria mitochondrii,” capable of thriving within host mitochondria. “Ca.
Midichloria mitochondrii” is a Gram-negative alphaproteobacterium and a member
of the order Rickettsiales. “Ca. Midichloria mitochondrii” is the most abundant member
of the microbiome of the hard tick Ixodes ricinus (1), an important arthropod vector of
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infections in Europe, including Lyme disease (2, 3). The bacterium is present with
;100% prevalence in adult females and ;40% prevalence in adult males (4), and realtime PCR experiments showed that “Ca. Midichloria mitochondrii” is present throughout the tick life cycle (eggs, larvae, nymphs, and adults) (5). In particular, in adult
females, most of the “Ca. Midichloria mitochondrii” population is localized in the ovaries, while a small portion is found in other organs (6, 7). The ;100% prevalence of “Ca.
Midichloria mitochondrii” in female ticks throughout their geographic distribution is suggestive of a mutualistic relationship (4), but the role of “Ca. Midichloria mitochondrii” in
the I. ricinus biology is still not clear. Analysis of the bacterial genome revealed that “Ca.
Midichloria mitochondrii” possesses the genes for the biosynthesis of B vitamins and for a
cbb3-type cytochrome c oxidase variant which, having high afﬁnity for oxygen, allows microbial respiration under microaerobic conditions (8). This suggests that the bacterium
could be an important source of vitamins for the tick and possibly also an ATP source
under low-oxygen conditions (8).
Electron microscopy observations of tick oocytes showed symbiotic bacteria both
free in the cytoplasm and inside the intermembrane space of mitochondria, with cases
of organelles colonized by up to a dozen bacteria (9). Mitochondria containing multiple
symbionts appeared to be degraded and/or swollen, with the matrix only occupying a
small portion of the entire organelle. These observations led Sacchi and colleagues (9)
to propose that “Ca. Midichloria mitochondrii” could have a behavior similar to that of
predatory bacterium (“Bdellovibrio-like” model). These are free-living bacteria that
invade other prokaryotes, localized between the cell wall and the membrane (i.e., the
periplasm, which is topologically equivalent to the mitochondrial intermembrane
space). After invasion, Bdellovibrio consumes their prey bacterium, multiplies therein,
and ﬁnally bursts out in high numbers (10). In the Bdellovibrio-like model, “Ca.
Midichloria mitochondrii” bacteria localized in the cytoplasm would invade noncolonized mitochondria, replicate within them, and then return to the cytoplasm after mitochondrial lysis (9). This hypothesis is also based on the consideration that mitochondria
evolved from Gram-negative bacteria and still maintain common features with them,
including a double membrane (11).
At the state of the art, in vitro culture of “Ca. Midichloria mitochondrii” in I. ricinus
oocytes is not available; thus, it is impossible to directly observe the “Ca. Midichloria
mitochondrii” life cycle. On the other hand, the life cycle of predatory bacteria has
been deeply investigated, both experimentally and by mathematical models (12). The
different mathematical models present in the literature are concordant in describing
an oscillatory equilibrium for most of the prey-predatory systems, including that of
Bdellovibrio (12). Additionally, in nutrient-rich environments, the amplitude of the oscillations is expected to be bigger than when nutrients are scarce (12). Starting from this
information, we decided to test the Bdellovibrio-like hypothesis using quantitative electron microscopy data collected from I. ricinus oocytes.
Our results indicate that “Ca. Midichloria mitochondrii” probably does not have a
Bdellovibrio-like life cycle. We thus considered another possible model, in which the
bacterium would move from mitochondrion to mitochondrion. The reasoning behind
this hypothesis is that mitochondria are often interconnected with each other, forming
a dynamic network (13, 14) instead of being discrete units. The existence of a proper
mitochondrial network has never been tested in ticks, but this phenomenon is widespread in a number of organisms, including arthropods (15). The model of “Ca.
Midichloria mitochondrii” movement from one mitochondrion to another, developed
here, was tested mathematically through simulations and resulted to ﬁt our experimental data.
RESULTS
Electron microscopy and molecular biology. A total of 11 ticks were prepared for
transmission electron microscopy (TEM), and a total of 71 oocyte sections were
observed, 42 at previtellogenic (P) and 29 at late-previtellogenic (LP) development
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stages (for details about the oocytes, see Table S1 available at https://github.com/
FrancescoComandatore/M.mitochondrii_TEM_count/blob/main/TableS1.xls; for details
about the sampled ticks, see Table S2 at https://github.com/FrancescoComandatore/M
.mitochondrii_TEM_count/blob/main/TableS2.xls). The number of “Ca. Midichloria
mitochondrii” outside mitochondria (cytoplasmic “Ca. Midichloria mitochondrii”) and
the number of colonized mitochondria were counted, for a total of 12,068 mitochondria and 7,805 “Ca. Midichloria mitochondrii” units (see Table S1 at https://github.com/
FrancescoComandatore/M.mitochondrii_TEM_count/blob/main/TableS1.xls). Colonized
mitochondria were differentiated based on colonization level (mitochondrion colonization level [MCL], i.e., the number of mitochondria containing zero to ﬁve or more bacteria) (Fig. 1a to e). These extensive TEM observations showed a very limited number of
“Ca. Midichloria mitochondrii” bacteria possibly in replication, although the possibility
of these being just pairs of bacteria in close proximity cannot be ruled out. Speciﬁcally,
two possible replication events within a mitochondrion and nine replications outside
mitochondria were detected (Fig. 1f and g). All observations and counts were obtained
from oocyte sections; therefore, the number of counted mitochondria and bacteria
likely represent an underestimation of the real numbers per cell. This is an inherent
limit of the method used. Unfortunately, at the state of the art, the spatial distribution
of mitochondria and “Ca. Midichloria mitochondrii” cells in the I. ricinus oocytes is
unknown. Thus, without a priori information and for parsimony, we can only consider
mitochondria and “Ca. Midichloria mitochondrii” cells as homogeneously distributed in
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FIG 1 Transmission electron microscopy observation of “Ca. Midichloria mitochondrii” bacteria in Ixodes ricinus oocytes. TEM images
of mitochondria of Ixodes ricinus oocytes colonized by at least one (a), two (b), three (c), four (d), and ﬁve (e) “Ca. Midichloria
mitochondrii” cells. In each photo, the red arrow indicates the mitochondrial membrane, the letter “a” indicates an intramitochondrial
M. mitochondrii cell, and the letter “b” indicates the mitochondrial matrix. “Ca. Midichloria mitochondrii” cells possibly in replication
within a mitochondrion (f) and in the cytoplasm (g); b, bacterium; m, mitochondrion.
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the oocyte cytoplasm. Under these assumptions, the ratios between mitochondria and
“Ca. Midichloria mitochondrii” cells should be only slightly affected by section sampling. Thus, we used ratios, and not the absolute numbers, in all the analysis described
below. From here on, we will refer to oocyte sections as oocytes for sake of simplicity.
Two semiengorged ticks were dissected for molecular biology analysis, and from each
one, ﬁve groups of ;10 oocytes at the previtellogenic development stage were retrieved.
The real-time PCR quantiﬁcations of COII (mitochondrial cytochrome oxidase II of I. ricinus,
harbored by the mitochondrial DNA) and cal (calreticulin gene of I. ricinus, present in the nuclear genome) genes for each group of oocytes are reported in Table S3 at https://github
.com/FrancescoComandatore/M.mitochondrii_TEM_count/blob/main/TableS3.xls. The median COII/cal value was 1,285.6, corresponding to an estimation of mitochondria per cell.
This number is roughly an order of magnitude higher than the mitochondrial counts
obtained by TEM. We explain this discrepancy considering that the TEM procedure only
counts the mitochondria present in a section of the entire oocyte. Additional PCR experiments showed the absence of Coxiella spp./Coxiella-like and Rickettsia spp./Rickettsia-like bacteria in these samples (see Fig. S1 in the supplemental material).
Comparison of oocytes at different developmental stages. The total numbers of
“Ca. Midichloria mitochondrii” cells were signiﬁcantly different between oocytes at the two
stages (LP and P) (Wilcoxon test, P value , 0.05; medians, 77 in P and 90 in LP oocytes). A
similar trend was found for both the total numbers of intramitochondrial bacteria
(Wilcoxon test, P value , 0.05; P median, 11.5; LP median, 22) and the frequency of intramitochondrial bacteria (Wilcoxon test, P value , 0.05; P median, 0.11; LP median, 0.21).
Similarly, the total numbers of mitochondria signiﬁcantly differed between P and LP
stages (Wilcoxon test, P value , 0.05; P median, 110.5; LP median, 179) as did the total
numbers of colonized mitochondria (Wilcoxon test, P value , 0.05; P median, 8; LP median, 22). On the other hand, the frequency of colonized mitochondria did not vary signiﬁcantly between the developmental stages (Wilcoxon test, P value . 0.05; P median,
0.074; LP median, 0.085).
Finally, the frequency of mitochondria colonized by at least one, two, three, four, or
ﬁve “Ca. Midichloria mitochondrii” bacterial cells did not change signiﬁcantly between P
and LP stages (Wilcoxon test, P value . 0.05) (see Fig. S2).
Regression analysis of the frequencies of cytoplasmic and intramitochondrial
“Ca. Midichloria mitochondrii” and of free and colonized mitochondria. Regression
analysis showed that the numbers of cytoplasmic “Ca. Midichloria mitochondrii” and
noncolonized mitochondria were linearly correlated in oocytes at both previtellogenic
and late-previtellogenic stages (linear regression, P value , 0.0001 for both stages) (see
Fig. S3). The number of observed colonized mitochondria was lower than the number
of “Ca. Midichloria mitochondrii” and noncolonized mitochondria in all the observed
oocytes but one (see Fig. S4).
We further detected that the frequency of colonized mitochondria was positively correlated with the frequency of intramitochondrial “Ca. Midichloria mitochondrii” in oocytes at
both development stages (see Fig. S5) (linear regression, P value , 0.05 for both).
Linear regression of prey and predator amounts in an oscillatory equilibrium
according to the Lotka-Volterra model. Sacchi and colleagues (9) proposed that “Ca.
Midichloria mitochondrii” could invade and lyse mitochondria with a behavior comparable to that of predatory bacteria (Bdellovibrio-like model). Here, we evaluated the probability of obtaining a signiﬁcant linear correlation between the numbers of prey (mitochondria) and predators (cytoplasmic “Ca. Midichloria mitochondrii”) in a prey-predator
system in oscillatory equilibrium. We studied an oscillatory equilibrium of the LotkaVolterra model using a bootstrap approach with 10,000 replicates, considering different
numbers of sampling points (from 10 to 150). We found that the frequency of bootstrap
replicates with signiﬁcant linear regression decreases as the number of sample time
points increases (see Fig. S6). The frequency goes below 0.01 for $60 time points.
Power law distribution of the mitochondrial colonization level. Forty of the 71
analyzed oocytes displayed at least three mitochondrial colonization levels (MCLs); thus, the
relative complementary cumulative distributions (CCDs) of the frequency of MCL (i.e.,
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frequency of mitochondria colonized by 0, 1, 2, 3, 4, 5, or more “Ca. Midichloria mitochondrii”
cells) were tested to see if they ﬁt a power law. All of them showed a power law trend (see
Table S4 for details, available at https://github.com/FrancescoComandatore/M.mitochondrii
_TEM_count/blob/main/TableS4.xls). Furthermore, the homoscedasticity of the residuals for
the CCD of each oocyte was veriﬁed for each sample (Breusch-Pagan test, P value . 0.05) as
well as the normality of the residuals (Shapiro test, P value . 0.05). The nonautocorrelation
of the residuals was tested using the Ljung-Box test, resulting in a P value of .0.05 for all
samples and thus verifying the independent distribution of the residuals.
Once the validity of the ﬁt was conﬁrmed, the alpha parameters estimated for each
CCD were compared between P and LP oocytes through both Wilcoxon and t tests.
The Wilcoxon test returned a P value of .0.05, showing the absence of a signiﬁcant
difference between the two populations. Before performing the t test, the normality of
the P and LP populations was veriﬁed using the Shapiro test (resulting in a P value of
.0.05), and variance uniformity was veriﬁed using the Bartlett test (resulting in a P value
of .0.05). Then, the t test resulted in a P value of .0.05, conﬁrming that there is no signiﬁcant difference between alpha calculated for P and LP oocytes.
The average CCD among all CCDs obtained by the data set was calculated as previously described and resulted in a power law distribution (see Fig. 2) with an R2 of 0.993
and a P value of ,0.001, for an alpha parameter value of 3.97.
Mathematical simulation of the spread of “Ca. Midichloria mitochondrii”
through the mitochondrial network. The hypothesis that “Ca. Midichloria mitochondrii” can move from one mitochondrion to another was tested using a stochastic simulation approach. For the sake of simplicity, mitochondria were considered to be connected in a static network. Three different topologies were considered: scale free, small
world, and random (Fig. 3). The random movement of the bacterium in the network
was simulated for 1,000 steps and 10,000 repetitions for each of the topologies. At
each step, the frequency CCD of the MCL was calculated.
Considering that the average number of mitochondria per oocyte estimated by
real-time PCR assays (see above) was 1,285.6, we set the number of nodes at 1,000,
and the resulting K parameter value was 160 (see Materials and Methods).
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FIG 2 Complementary cumulative distributions of the different levels of mitochondrial colonization. (a) Complementary cumulative distribution (CCD) of
the mitochondrial colonization levels; x axis shows the number of intramitochondrial “Ca. Midichloria mitochondrii” (Mm) plus 1; y axis shows the
frequency of mitochondria colonized by at least Mm plus 1 bacteria. (b) Log-log plot of the CCD. The Mm plus 1 scale (i.e., 1 for bacterium-free
mitochondria, 2 for mitochondria colonized by one bacterium, and so on) has been used to allow the transformation of the CCD plot to the log-log plot. In
both graphs, the line connecting the CCD points is colored blue, while the CCD conﬁdence interval is reported in light blue. This graph shows that the
distribution of the frequency of mitochondrial colonization levels follows a power law.
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At the end of each of the simulations, the average CCD of each MCL was at equilibrium (see Fig. S7); thus, the average CCD calculated at the last step (step 1,000) was considered representative of the system. For each of the four simulations, the obtained average CCD followed a power law trend (log-log linear regression, P value , 0.05),
signiﬁcantly ﬁtting the average CCD calculated from TEM experiments data (Spearman’s
rank test, P value , 0.05).
Although scale-free, small-world, and random network simulations returned results
consistent with TEM data, the average CCD obtained from the scale-free simulation
better ﬁt the TEM data (see Fig. 4).
DISCUSSION
Rationale of the study. “Ca. Midichloria mitochondrii” is an intriguing endosymbiont, being able to colonize not only the host oocytes’ cytoplasm (as many other
endosymbionts do, ensuring vertical transmission) but also their mitochondria. This
unique tropism probably led the bacterium to establish a unique relationship with
host mitochondria, making “Ca. Midichloria mitochondrii” a very interesting tool to
study the physiology of the organelle.
A ﬁrst model for the “Ca. Midichloria mitochondrii” life cycle was proposed by
Sacchi and colleagues (9) on the basis of qualitative electron microscopy observations.
Considering the presence of “Ca. Midichloria mitochondrii” bacteria within both the
cytoplasm and mitochondria of host cells and that single mitochondria were found to
be colonized by up to 10 bacteria, they proposed that the bacterium could be able to
invade mitochondria, replicate within them, lyse them, and then return to the cytoplasm (9). Such a life cycle bears similarity to that of predatory bacteria, such as
May/June 2021 Volume 12 Issue 3 e00574-21
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FIG 3 Scale-free, random, and small-world graphs characterized by different topologies.
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FIG 4 Complementary cumulative distribution of the different levels of mitochondrial colonization
obtained from TEM data and from simulations. The complementary cumulative distribution (CCD) of
the mitochondrial colonization levels (i.e., the frequency of mitochondria colonized by at least Mm
plus 1 bacteria) obtained from TEM data is reported in blue, and the relative conﬁdence interval is in
light blue. The CCDs calculated from the simulations performed to test the mitochondrial network
hypothesis on different mitochondrial network topologies are also reported, colored red for scale-free
topology, green for random topology, and brown for small-world topology. All the simulations ﬁt
well the frequencies of mitochondria colonized by at least zero, one, and two bacteria; indeed, the
estimated values fall within the conﬁdence interval of the TEM data. On the other hand, only the
simulations of scale-free networks ﬁt well the frequencies of mitochondria colonized by more than
two bacterial cells.

Bdellovibrio bacteriovorus. Sacchi and colleagues thus called the model Bdellovibrio-like
(9). This model has not been tested because, at the state of the art, in vitro cultivation
of Ixodes ricinus oocytes is not available. In this study, we tested the model using quantitative data and a multidisciplinary approach, including electron microscopy, molecular biology, statistics, and systems biology.
Intramitochondrial “Ca. Midichloria mitochondrii” are not detrimental to
mitochondria. Interestingly, we found that the average frequency of intramitochondrial “Ca. Midichloria mitochondrii” cells increases, from 0.11% to 0.21%, from the previtellogenic to the late-previtellogenic stage of oocytes. We envision two possible
explanations for this result: either the bacteria invade additional mitochondria or they
replicate within them. However, from all of our images, we found only two cases of
“Ca. Midichloria mitochondrii” possibly in replication within mitochondria, favoring the
ﬁrst hypothesis.
Furthermore, we found that the frequency of colonized mitochondria is positively correlated with the frequency of intramitochondrial bacteria in the oocytes (see Fig. S3 in the
supplemental material). This result suggests that when the frequency of intramitochondrial “Ca. Midichloria mitochondrii” increases, there is no direct compensatory effect in mitochondria, i.e., the number of mitochondria does not increase, which would maintain a
stable frequency of colonized mitochondria. This phenomenon suggests that the population of intramitochondrial “Ca. Midichloria mitochondrii” could be nondetrimental to host
mitochondria.
May/June 2021 Volume 12 Issue 3 e00574-21
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A common mechanism underlies the “Ca. Midichloria mitochondrii” life cycle in
tick oocytes. The life cycle of “Ca. Midichloria mitochondrii” within the I. ricinus oocytes
cannot be directly observed because of the current inability to maintain tick oocytes in
vitro. We thus used electron microscopy to quantify symbionts and organelles in 71 sections of oocytes collected from 11 adult ticks. This sampling allows TEM observations to
be considered independent and to randomly sample moments of the “Ca. Midichloria
mitochondrii” life cycle within the oocytes. Interestingly, these observations show a conserved pattern among the oocytes, suggesting that the “Ca. Midichloria mitochondrii” life
cycle is similar in all of the oocytes.
Although the frequency of intramitochondrial “Ca. Midichloria mitochondrii” cells
signiﬁcantly changed between P and LP oocyte stages, we found a strongly conserved
pattern among the complementary cumulative distributions (CCDs) calculated for all of
the oocytes. In particular, we found that all of them (or, more precisely, all of those presenting at least three levels of colonization, i.e., a CCD with at least three points) follow
a power law distribution and that the relative alpha parameters did not change signiﬁcantly among the oocytes at different development stages. This suggests that there is
a common biological mechanism underlying the distribution of “Ca. Midichloria mitochondrii” cells among mitochondria in tick oocytes.
Moreover, it means that we can merge all the collected TEM data to calculate the
average CCD of “Ca. Midichloria mitochondrii” within the oocytes in order to obtain a
unique equation for the description of the frequency of the bacterium within the “average oocyte.” The equation is
(1)

where f(MCL) is the expected frequency of a certain MCL status within the oocyte.
Testing the Bdellovibrio-like model. The Bdellovibrio-like model envisions a “predatory” behavior of “Ca. Midichloria mitochondrii” toward mitochondria. The bacterium
would be invading them, replicating within them, and escaping from them by provoking
mitochondrial lysis.
The Bdellovibrio life cycle represents an interesting prey-predator system, one that
has been deeply investigated by mathematical modeling (12). The different mathematical models present in the literature are focused on different aspects of the system, but
they are concordant in describing an oscillatory equilibrium (12). The prey-predator
phase graph of such an oscillatory system is a closed line similar to a circle.
To test the Bdellovibrio-like model in light of our data, we consider “Ca. Midichloria
mitochondrii” as the predator and the mitochondria as prey.
Our TEM data show that the number of cytoplasmic “Ca. Midichloria mitochondrii”
cells (predators) and the number of mitochondria (prey) are linearly correlated. This result
is not consistent with an oscillatory behavior of the “Ca. Midichloria mitochondrii”-mitochondrion system. Analyzing an oscillatory equilibrium of the Lotka-Volterra model, we
found that it is unlikely to obtain a signiﬁcant linear correlation between prey and predator by chance. This result suggests that the “Ca. Midichloria mitochondrii”-mitochondrion
system within I. ricinus oocytes at previtellogenic and late-previtellogenic developmental
stages is likely in a steady-state equilibrium: the total amounts of “Ca. Midichloria mitochondrii” and mitochondria are stable over time.
Recently, Summers and Kreft (16) proposed a mathematical model for the Bdellovibrio
life cycle that includes the predator (Bdellovibrio), the prey, and the prey invaded by
Bdellovibrio (forming the bdelloplast). They showed that a steady-state equilibrium for the
system is rare, but possible. They described two possible steady-state equilibria: one characterized by a bigger amount of prey than Bdellovibrio and one by more Bdellovibrio than
prey (16). In both the cases, the amount of bdelloplasts (prey invaded by Bdellovibrio)
shows an intermediate value between those for Bdellovibrio and prey. As shown in
Fig. S4, the number of colonized mitochondria (i.e., equivalent to the bdelloplast in our
model) is lower than those of “Ca. Midichloria mitochondrii” (i.e., Bdellovibrio in the
model) and mitochondria (i.e., the prey in the model), for all of the oocytes but one.
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All these results show that our TEM data cannot be considered coherent with a
Bdellovibrio-like behavior.
Finally, we would like to make a general consideration on the likelihood of a
Bdellovibrio-like behavior in this biological system. An oocyte can be considered an
island, where space is limited. Often it has been observed that in ecological situations of limited space and resources, predators are absent (17), possibly because it is
not possible to maintain a stable equilibrium between prey and predator populations in such systems.
After rejecting the Bdellovibrio-like model, here we use the generated data to propose a novel model for the “Ca. Midichloria mitochondrii” life cycle within the I. ricinus
oocytes.
The “mitochondrion-to-mitochondrion” hypothesis. Here, we propose a different hypothesis for the “Ca. Midichloria mitochondrii” life cycle within I. ricinus oocytes,
developed on the basis of the collected data.
TEM evidence shows that a single mitochondrion can be colonized by up to 10 bacterial cells. In parallel, a small-sized bacterium (comparable to a mitochondrion) preyed
on by B. bacteriovorus can bear only as many as three or four predatory bacteria before
undergoing lysis (18). What could be the cause of such a great difference? One of the
many differences between free-living bacteria (preys of Bdellovibrio) and mitochondria
is that while a bacterium is an individual unit, spatially separated from the others, mitochondria often are not (13, 14). Indeed, the continuous process of mitochondrial fusion
and ﬁssion leads to the generation of a mitochondrial network, in which mitochondria
are connected (19). It is possible that when we observe several bacterial cells within a
mitochondrion, the physical pressure due to the presence of these bacteria does not
affect the membranes of the single mitochondrion but is distributed among those of
the mitochondrial network.
Could “Ca. Midichloria mitochondrii” pass from one mitochondrion to
another? We tested this hypothesis using stochastic simulations. The structure of mitochondrial networks can be highly dynamic and variable, but they have been modeled
to follow well-known network topologies, such as the scale free and small world (19,
20). Thus, we decided to perform our simulations using three of the most studied network topologies: scale free, small world, and random (see Video S1 for a representation
of different network topologies and movement of Ca. Midichloria mitochondrii).
The scale-free network simulation showed that the number of mitochondria colonized by at least one, two, three, etc., “Ca. Midichloria mitochondrii” cells decreases following a power law, ﬁtting the data obtained through TEM observations. This result
suggests that the mitochondrion-to-mitochondrion model can explain the distribution
of “Ca. Midichloria mitochondrii” within mitochondria.
The simulations we performed in this work had the aim to test whether the TEM
observations can be explained in accordance with the mitochondrion-to-mitochondrion model. For sake of simplicity, we performed the simulations without considering
cytoplasmic “Ca. Midichloria mitochondrii” replication and mitochondrial dynamics.
Thus, these simulations represent a rough description of the mitochondrion-to-mitochondrion model, and they cannot be considered an exhaustive description of the
system.
The large majority of colonized mitochondria bear only one or few “Ca. Midichloria
mitochondrii” cells and display a morphology comparable to that of noncolonized mitochondria. On the other side, the very few highly colonized mitochondria show
degraded morphology (Fig. 1). This result is not surprising, as it is coherent with what
Sacchi and colleagues (9) observed. This observation can be explained in two ways: (i)
“Ca. Midichloria mitochondrii” preferentially invades mitochondria that are in an independent process of degradation or (ii) the presence of high numbers of “Ca.
Midichloria mitochondrii” cells within a single mitochondrion can lead to organelle
degradation. Unfortunately, at the state of the art, it is not possible to directly observe
“Ca. Midichloria mitochondrii” life cycle within the tick oocyte; thus, it is not possible to
test these hypotheses.
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The intramitochondrial tropism of “Ca. Midichloria mitochondrii” makes this bacterium a model particularly interesting for the study of mitochondrial metabolism and
physiology, not only in ticks but in general. Our work lays the foundation for quantitative approaches to investigate this system. In the future, studies to characterize mitochondrial dynamics in I. ricinus oocytes and more exhaustive mathematical models will
be necessary to further elucidate this unique system.

Electron microscopy experiments. A total of 11 wild ticks of the species Ixodes ricinus, collected
from Italy, France, Switzerland, and Czech Republic between 2002 and 2017 (see Table S2 for details,
available at https://github.com/FrancescoComandatore/M.mitochondrii_TEM_count/blob/main/TableS2
.xls), were included in the study. All of these ticks were subjected to ovary extraction, and the extracted
material was included in EMbed 812 (epoxy resin) and subjected to transmission electron microscopy
(TEM) observation using a Zeiss EM 900 microscope. In more detail, samples were ﬁxed in 0.1 M cacodylate buffer (pH 7.2) containing 2.5% glutaraldehyde for 2 h at 4°C and postﬁxed in 2% OsO4 in 0.1 M cacodylate buffer for 1.5 h at 4°C. Subsequently, the samples were washed, dehydrated through a progressive ethanol gradient, transferred to propylene oxide, and embedded in Epon 812. Thin sections (80 nm)
were stained with saturated uranyl acetate followed by Reynolds lead citrate and examined with a Zeiss
TEM 900 transmission electron microscope at 80 kV.
From each ovary, intact oocyte sections were examined, meaning oocytes for which it was possible
to clearly detect the entire cellular border. Among intact oocyte sections, only those at previtellogenic
(P) and late-previtellogenic (LP) developmental stages were selected for the counting step described
below. Eggs at previtellogenic (P) and late-previtellogenic (LP) stages were distinguished on the basis of
the cytoplasm composition: in P cells, the cytoplasm contains amorphous areas and it is less rich in vitellogenin, while LP cells contain large vitellogenin globules. We focused on these two stages because
they are the only ones in which “Ca. Midichloria mitochondrii” bacteria and mitochondria can be easily
identiﬁed. Indeed, oocytes at earlier stages are too small to allow this kind of observation, while the
cytoplasm of those at later stages is too rich in vitellogenin, which produces black electron-dense granules. For each selected oocyte section, the number of “Ca. Midichloria mitochondrii” bacteria observed
outside mitochondria, the number of noncolonized mitochondria, and the number of mitochondria
colonized by one, two, three, four, or ﬁve or more bacteria were counted. TEM does not provide direct
evidence of mitochondrial functionality; however, to exclude as much as possible dead/senescent mitochondria, only those presenting intact membranes were counted.
Real-time PCR assays. Two semiengorged I. ricinus ticks were collected in northern Italy and manually dissected in order to retrieve, from each, 5 groups of ;10 oocytes at previtellogenic/late-previtellogenic development stages, as it is not possible to distinguish vitellogenic states (i.e., P from LP oocytes)
using optic/light microscopy.
Each group of oocytes was processed for DNA extraction using a proteinase K incubation protocol (ﬁnal
concentration, 10 ng/m l). Samples were subjected to Sybr green quantitative real-time PCR assay for cal (calreticulin gene of I. ricinus) and COII (mitochondrial cytochrome oxidase II of I. ricinus) according to the protocol (including primers) described previously by Sassera and colleagues (5). Serially diluted plasmid standards
were used to set up the standard curve to obtain the efﬁciency and the dynamic range of the reaction.
These two reactions presented comparable efﬁciencies and dynamic ranges (107% for COII and 107.5% for
cal); thus, the absolute quantiﬁcation of mitochondria was estimated as the ratio of COII to cal.
Testing the presence of Coxiella spp. and Rickettsia spp. in Ixodes ricinus oocytes. I. ricinus females
have ;100% prevalence of “Ca. Midichloria mitochondrii” in the ovary (4), but other bacterial species
can colonize the tick ovary, in particular, Coxiella spp./Coxiella-like and Rickettsia spp./Rickettsia-like bacteria (1). We tested by PCR the presence of Coxiella spp./Coxiella-like and Rickettsia spp./Rickettsia-like
bacteria in the 10 samples previously subjected to real-time PCR to quantify “Ca. Midichloria mitochondrii.” An ;350-bp fragment of the citrate synthase gene (gltA) was ampliﬁed in order to detect the presence of Rickettsia spp./Rickettsia-like bacteria (21). A 524-bp fragment of the 16S rRNA gene was ampliﬁed to detect the presence of Coxiella spp./Coxiella-like bacteria (22).
Development stage comparisons. Data obtained from TEM experiments were used to count “Ca.
Midichloria mitochondrii” cells and mitochondria within the sections of oocytes at the P and LP stages.
In particular, the total numbers of “Ca. Midichloria mitochondrii” cells and mitochondria per oocyte section, the average total number of “Ca. Midichloria mitochondrii” cells, the average total number of mitochondria, the average number and frequency of intramitochondrial “Ca. Midichloria mitochondrii,” and
the average number and frequency of colonized mitochondria were compared using the Wilcoxon test.
This TEM-based counting approach has an intrinsic limit: it is based on two-dimensional images and
does not allow observation of the entire mitochondrion. Considering that “Ca. Midichloria mitochondrii”
and mitochondria are similarly sized, we can suppose that TEM observations provide a good estimation
of the number of mitochondria colonized by at least one “Ca. Midichloria mitochondrii.” On the other
hand, the observed number of bacteria present within a mitochondrion would represent the lower limit
of symbionts actually present within the organelle. To overcome this limitation, the comparisons were
performed considering the number and frequencies of mitochondria colonized by at least the number
of counted bacteria.
Analysis of the distribution of mitochondrial colonization levels. Any mitochondrion within a single oocyte can be colonized by a number of “Ca. Midichloria mitochondrii,” which ranges from 0 to N
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(we will refer to this number as the mitochondrial colonization level [MCL]). To study the distribution of
MCL in each oocyte, considering the intrinsic limit of TEM explained above, the complementary cumulative distribution (CCD) was calculated as follows:
FðxÞ ¼ PðX $ xÞ;

(2)

where F(x) is the complementary cumulative frequency of mitochondria colonized by at least x “Ca.
Midichloria mitochondrii” cells.
Then, the F(x) of each oocyte with at least three different mitochondrial colonization levels (i.e., with
at least three points in the CCD plot) was tested for power law ﬁtting using the linear least-squares
method to a linear model obtained by a log-log transformation of the power law model in order to estimate its parameters.
FðxÞ ¼ c  x2a ;

(3)

log½f ðxÞ ¼ logðcÞ 1 ð2aÞ  logðxÞ;

(4)

where x indicates the MCL value.
Once the a and c parameters had been estimated for each of these oocytes, their average values
were compared between oocytes at the P and LP development stages using the Wilcoxon test and
the t test.
A residual analysis was conducted to conﬁrm the accuracy and validity of the ﬁtting, evaluating residual homoscedasticity, normality, and no autocorrelation. The conﬁdence interval for each ﬁtted a parameter was considered, comparing conﬁdence intervals of a parameters calculated on CCD with different numbers of MCL (i.e., different number of points in the CCD plot).
Furthermore, the average complementary cumulative frequency distribution (average CCD) of the
MCLs (from 0 to 5 or more) was obtained as the average of the CCD distributions calculated for each
oocyte. The obtained CCD was then tested for the power law ﬁtting (as described above), and the a parameter was estimated as described above.
Lastly, the average number of mitochondria colonized by at least X bacteria was inferred as follows:
(5)

where N(X) is the number of mitochondria colonized by at least X “Ca. Midichloria mitochondrii” cells,
and M is the average number of mitochondria per oocyte measured by quantitative real-time PCR assay
(see above).
Comparing the number of cytoplasmic “Ca. Midichloria mitochondrii,” mitochondria, and colonized
mitochondria. The number of cytoplasmic “Ca. Midichloria mitochondrii” cells and the number of noncolonized mitochondria among all of the oocyte sections were compared by scatterplot and linear
regression analysis, using R. The number of cytoplasmic “Ca. Midichloria mitochondrii,” noncolonized mitochondria, and colonized mitochondria were plotted using R (http://www.R-project.org/).
Linear regression of prey and predator amounts in an oscillatory equilibrium of the LotkaVolterra model. Within each oocyte, the “Ca. Midichloria mitochondrii” life cycle runs over time, but
unfortunately, each TEM experiment allows us to capture a single moment only. Despite this, we can
infer some information about the behavior of the “Ca. Midichloria mitochondrii”-mitochondrion system using the collected data. For parsimony, we can presume that “Ca. Midichloria mitochondrii” has
the same life cycle in all the I. ricinus oocytes and each TEM experiment stopped the oocyte in a
random step of this cycle. The observation of several randomly distributed steps of the cycle can be
used to infer some properties of the “Ca. Midichloria mitochondrii”-mitochondrion system. Here, we
used the collected data to infer if the system has an oscillatory behavior, even if the counted “Ca.
Midichloria mitochondrii” cells are linearly correlated with the counted mitochondria. Sacchi and colleagues (9) hypothesized the “Ca. Midichloria mitochondrii” could have a predatory-like behavior,
invading and consuming mitochondria. We studied this hypothesis using an oscillatory prey-predator
Lotka-Volterra model. We computed the probability that, collecting a certain number of time points
from an oscillatory prey-predator time series, the collected prey and predator numbers are linearly
correlated.
More in detail, we evaluated the probability to observe a signiﬁcant linear regression between
the number of “Ca. Midichloria mitochondrii” cells and mitochondria from N randomly sampled time
points of a system in oscillatory equilibrium, considering the following N values: 10, 20, 30, 40, 50, 60,
70, 80, 90, 100, 110, 120, 130, 140, and 150. We considered an oscillatory equilibrium of the preypredator Lotka-Volterra model:
dx
¼ a  b 2 b  x  y;
dt

(6)

dy
¼ g  x  y 2 d  y:
dt

(7)

Setting the parameters of a to 2, b to 0.7, g to 0.5, and d to 0.8 for 500 time steps. We randomly
sampled the time points among the 500 time steps, for 10,000 bootstrap replicates. For each replicate,
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we computed the P value of the linear regression between prey and predator amounts. Then, we computed the frequency of the 10,000 bootstrap replicates for which the linear regression analyses returned
a P value of ,0.05, ,0.01, or ,0.001. The analyses were computed using R.
Regression analysis of the frequency of intramitochondrial “Ca. Midichloria mitochondrii” and
colonized mitochondria. The frequencies of intramitochondrial “Ca. Midichloria mitochondrii” and the
frequency of colonized mitochondria among all of the oocytes were compared by using scatterplot and
linear regression analysis, both performed using R.
Mathematical simulation of the spread of “Ca. Midichloria mitochondrii” through mitochondrial
networks. Mitochondrial networks can be studied using graphs and mathematical structures composed
of nodes connected by edges (23). Despite the fact that mitochondrial networks are highly dynamic, for
simplicity, the movement of “Ca. Midichloria mitochondrii” within the host mitochondrial network was
simulated using a static graph. Without a priori knowledge about mitochondrial dynamics in tick
oocytes, we decided to perform three independent simulations using mitochondrial graphs with three
of the most studied topologies: scale free, small world, and random.
The number of nodes (N) and intramitochondrial bacteria (K) of each graph were estimated on the
basis of real-time PCR data and TEM data collected as described above. In particular, N was estimated on
the basis of the average COII/cal value measured by real-time PCR experiments (see above), and the K
parameter was estimated as follows:
K¼N

( "
W
5
X
X
u¼1

!
Mu;i  I =

i¼1

5
X

#)
Mu;i

=W;

(8)

i¼1

where W is the number of oocytes included in the study, and M is the number of mitochondria within
the oocyte u colonized by i bacteria.
For each simulation, the following algorithm was used:

2.
3.
4.
5.

A graph of N (previously estimated) nodes was generated using R; the nodes represent the
mitochondria, and the edges represent the connections among them.
K (previously estimated) nodes of the graph were randomly selected to harbor one “Ca.
Midichloria mitochondrii.”
Each “Ca. Midichloria mitochondrii” was allowed to move from its node to a randomly selected
neighbor node on the graph, with a probability of 0.1.
Step 3 was repeated 1,000 times.
The frequency of each MCL (from 0 to N) was calculated for the mitochondrial population at the
last step.

Steps 1 to 5 were repeated 10,000 times.
Scale-free networks were generated using the barabasi.game function (parameters: M, out.pref,
FALSE; power, 0.8; zero.appeal, 2; m, 3), small-world networks were generated using the function
watts.strogatz.game (parameters: dim, 1; size, M; nei, 5; P = 0.05), and random networks were generated with the erdos.renyi.game function (parameter: M, p.or.m = 0.5), all from the R package igraph
(24). For each of the three simulations, and for each step of the simulation, the frequency CCD of
the MCL was obtained for each network, and then the average frequency CCD was calculated.
Furthermore, the average frequency CCDs obtained at the last step were compared to the
average frequency CCD obtained from TEM experiments (see above), using Spearman’s rank correlation test.

SUPPLEMENTAL MATERIAL
Supplemental material is available online only.
VIDEO S1, MOV ﬁle, 11.0 MB.
FIG S1, TIF ﬁle, 0.2 MB.
FIG S2, TIF ﬁle, 0.4 MB.
FIG S3, TIF ﬁle, 0.3 MB.
FIG S4, TIF ﬁle, 0.5 MB.
FIG S5, TIF ﬁle, 0.2 MB.
FIG S6, TIF ﬁle, 0.3 MB.
FIG S7, TIF ﬁle, 1.4 MB.
ACKNOWLEDGMENTS
Financial support for this work was provided by Romeo ed Enrica Invernizzi Foundation,
The Human Frontier Science Program Grant RGY0075/2017 (to D.S.), the Italian Ministry of
Education, University and Research (MIUR): Dipartimenti di Eccellenza Program (2018–
2022), Department of Biology and Biotechnology L. Spallanzani, University of Pavia (to D.S.),
and the Department of Biosciences, University of Milan (to S.E. and C.B.).
We thank the anonymous reviewers for their useful suggestions.
May/June 2021 Volume 12 Issue 3 e00574-21

mbio.asm.org

12

Downloaded from https://journals.asm.org/journal/mbio on 28 June 2021 by 159.149.60.62.

1.

®

New Model for “Candidatus Midichloria mitochondrii” Life Cycle

1. Duron O, Binetruy F, Noël V, Cremaschi J, McCoy KD, Arnathau C, Plantard
O, Goolsby J, Pérez de León AA, Heylen DJA, Van Oosten AR, Gottlieb Y,
Baneth G, Guglielmone AA, Estrada-Peña A, Opara MN, Zenner L, Vavre F,
Chevillon C. 2017. Evolutionary changes in symbiont community structure in ticks. Mol Ecol 26:2905–2921. https://doi.org/10.1111/mec.14094.
2. Parola P, Raoult D. 2001. Tick-borne bacterial diseases emerging in
Europe. Clin Microbiol Infect 7:80–83. https://doi.org/10.1046/j.1469
-0691.2001.00200.x.
3. European Centre for Disease Prevention and Control, European Food
Safety Authority. 2018. Tick maps. https://ecdc.europa.eu/en/disease
-vectors/surveillance-and-disease-data/tick-maps.
4. Lo N, Beninati T, Sassera D, Bouman EAP, Santagati S, Gern L, Sambri V,
Masuzawa T, Gray JS, Jaenson TGT, Bouattour A, Kenny MJ, Guner ES,
Kharitonenkov IG, Bitam I, Bandi C. 2006. Widespread distribution and
high prevalence of an alpha-proteobacterial symbiont in the tick Ixodes
ricinus. Environ Microbiol 8:1280–1287. https://doi.org/10.1111/j.1462
-2920.2006.01024.x.
5. Sassera D, Lo N, Bouman EAP, Epis S, Mortarino M, Bandi C. 2008. “Candidatus Midichloria” endosymbionts bloom after the blood meal of the
host, the hard tick Ixodes ricinus. Appl Environ Microbiol 74:6138–6140.
https://doi.org/10.1128/AEM.00248-08.
6. Mariconti M, Epis S, Gaibani P, Dalla Valle C, Sassera D, Tomao P, Fabbi M,
Castelli F, Marone P, Sambri V, Bazzocchi C, Bandi C. 2012. Humans parasitized by the hard tick Ixodes ricinus are seropositive to Midichloria mitochondrii: is Midichloria a novel pathogen, or just a marker of tick bite?
Pathog Glob Health 106:391–396. https://doi.org/10.1179/2047773212Y
.0000000050.
7. Olivieri E, Epis S, Castelli M, Varotto Boccazzi I, Romeo C, Desirò A,
Bazzocchi C, Bandi C, Sassera D. 2019. Tissue tropism and metabolic pathways of Midichloria mitochondrii suggest tissue-speciﬁc functions in the
symbiosis with Ixodes ricinus. Ticks Tick Borne Dis 10:1070–1077. https://
doi.org/10.1016/j.ttbdis.2019.05.019.
8. Sassera D, Lo N, Epis S, D’Auria G, Montagna M, Comandatore F, Horner D,
Peretó J, Luciano AM, Franciosi F, Ferri E, Crotti E, Bazzocchi C, Daffonchio
D, Sacchi L, Moya A, Latorre A, Bandi C. 2011. Phylogenomic evidence for
the presence of a ﬂagellum and cbb3 oxidase in the free-living mitochondrial ancestor. Mol Biol Evol 28:3285–3296. https://doi.org/10.1093/
molbev/msr159.
9. Sacchi L, Bigliardi E, Corona S, Beninati T, Lo N, Franceschi A. 2004. A symbiont of the tick Ixodes ricinus invades and consumes mitochondria in a
mode similar to that of the parasitic bacterium Bdellovibrio bacteriovorus.
Tissue Cell 36:43–53. https://doi.org/10.1016/j.tice.2003.08.004.
10. Pérez J, Moraleda-Muñoz A, Marcos-Torres FJ, Muñoz-Dorado J. 2016. Bacterial predation: 75 years and counting! Environ Microbiol 18:766–779. https://
doi.org/10.1111/1462-2920.13171.

May/June 2021 Volume 12 Issue 3 e00574-21

11. Zeth K, 2010. Structure and evolution of mitochondrial outer membrane proteins of b -barrel topology. Biochimica et Biophysica Acta 1797:1292–1299.
https://doi.org/10.1016/j.bbabio.2010.04.019.
12. Wilkinson MHF. 2006. Mathematical modelling of predatory prokaryotes, p 93–130. In Jurkevitch E (ed), Predatory prokaryotes. Springer,
Berlin, Germany.
13. Nunnari J, Suomalainen A. 2012. Mitochondria: in sickness and in health.
Cell 148:1145–1159. https://doi.org/10.1016/j.cell.2012.02.035.
14. Vincent AE, Turnbull DM, Eisner V, Hajnóczky G, Picard M. 2017. Mitochondrial nanotunnels. Trends Cell Biol 27:787–799. https://doi.org/10.1016/j
.tcb.2017.08.009.
15. Sênos Demarco R, Jones DL. 2019. Mitochondrial ﬁssion regulates germ
cell differentiation by suppressing ROS-mediated activation of epidermal
growth factor signaling in the Drosophila larval testis. Sci Rep 9:19695.
https://doi.org/10.1038/s41598-019-55728-0.
16. Summers JK, Kreft J-U. 12 August 2019. Predation strategies of the bacterium Bdellovibrio bacteriovorus result in bottlenecks, overexploitation,
minimal and optimal prey sizes. bioRxiv https://doi.org/10.1101/621490.
17. Cooper WE, Jr, Pyron RA, Garland T, Jr. 2014. Island tameness: living on
islands reduces ﬂight initiation distance. Proc Biol Sci 281:20133019.
https://doi.org/10.1098/rspb.2013.3019.
18. Strauch E, Beck S, Appel B. 2006. Bdellovibrio and like organisms: potential
sources for new biochemicals and therapeutic agents? p 131–152. In
Jurkevitch E (ed), Predatory prokaryotes. Springer, Berlin, Germany.
19. Zamponi N, Zamponi E, Cannas SA, Billoni OV, Helguera PR, Chialvo DR.
2018. Mitochondrial network complexity emerges from ﬁssion/fusion dynamics. Sci Rep 8:363. https://doi.org/10.1038/s41598-017-18351-5.
20. Hoitzing H, Johnston IG, Jones NS. 2015. What is the function of mitochondrial networks? A theoretical assessment of hypotheses and proposal for future research. Bioessays 37:687–700. https://doi.org/10.1002/
bies.201400188.
21. Roux V, Rydkina E, Eremeeva M, Raoult D. 1997. Citrate synthase gene
comparison, a new tool for phylogenetic analysis, and its application for
the rickettsiae. Int J Syst Bacteriol 47:252–261. https://doi.org/10.1099/
00207713-47-2-252.
22. Oskam CL, Gofton AW, Greay TL, Yang R, Doggett S, Ryan UM, Irwin PJ.
2017. Molecular investigation into the presence of a Coxiella sp. in Rhipicephalus sanguineus ticks in Australia. Vet Microbiol 201:141–145. https://
doi.org/10.1016/j.vetmic.2017.01.021.
23. Rafelski SM. 2013. Mitochondrial network morphology: building an integrative, geometrical view. BMC Biol 11:71. https://doi.org/10.1186/1741
-7007-11-71.
24. Csárdi G, Nepusz T. 2006. The igraph software package for complex network research. InterJ Complex Syst 2006:1695.

mbio.asm.org

13

Downloaded from https://journals.asm.org/journal/mbio on 28 June 2021 by 159.149.60.62.

REFERENCES

