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Abstract
Many species form distinct social groups that provide fitness advantages to individuals. However, the evolutionary processes
that generate new social groups are not well understood. Here we examined recently diverged natural isolates of the model
social bacterium, Myxococcus xanthus, to probe the genetic mechanisms and evolutionary processes of kin discrimination
that occurred naturally in soil. We show that social incompatibilities were formed from horizontal gene transfer of effectors
belonging to three distinct polymorphic toxin systems; outer membrane exchange, type VI secretion and rearrangement
hotspot systems. Strikingly, the unique toxin effectors and their respective immunity genes that are responsible for social
incompatibilities reside on mobile genetic elements, which make up nearly all of the genotypic variation between isolates
within clades. By disrupting these three toxin systems, we engineered social harmony between strains that were originally
incompatible. In addition, a horizontal allele swap of a single kin recognition receptor changed social interactions and
competition outcomes. Our results provide a case study for how horizontal gene transfer led to social diversification in a
natural context. Finally, we show how genomic information of kin discriminatory loci can be used to predict social
interactions.

Introduction

Many bacteria function as social groups of cells in which
intercellular cooperative behaviors provide fitness benefits
[1–3]. To define a social group, cells must maintain a
coherent and cooperative social structure, which often
involves excluding cells outside the group. These social
barriers, in turn, lead to genetic isolation and diversification

of groups. However, the genetic mechanisms by which
social barriers arise are not clear. To address this question,
we used wild Myxococcus xanthus isolates to investigate
how they evolved social barriers within their natural habitat.

M. xanthus is a model organism that exhibits highly
cooperative behaviors, ranging from social motility and
coordinated predation to the formation of multicellular
spore-filled fruiting bodies in response to starvation [4–6].
These behaviors require resource sharing among kin.
However, prior studies of natural soil isolates revealed that
many M. xanthus strains that reside in close proximity, form
social groups that are incompatible with other groups,
including between groups that are highly related (e.g.
>99.99% DNA sequence identity). That is, their colonies
will not merge on agar (colony-merger incompatibility,
CMI) [7, 8] or they are unable to develop cooperatively in
mixed culture [9]. Such intraspecific social incompatibilities
can arise from variations at numerous loci that act in a
complex and combinatorial manner to establish strain
identity [10–12]. In these cases, genetic determinants of kin
discrimination are so numerous that the causal genetic
factors by which once-identical parental strains transitioned
to socially incompatible descendants are difficult to
identify. In this study, we investigated very closely related
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M. xanthus isolates to identify the genetic determinants and
molecular mechanisms that underlie their social incompat-
ibilities. By studying recently diverged social groups with
minimal sequence dissimilarity, we were able to use com-
parative genomics to pinpoint the causal genetic loci of their
social incompatibilities.

Bacteria use a variety of kin discrimination mechanisms
to maintain social identities, including bacteriocins and
secretion systems, such as the type VI secretion system
(T6SS) [1, 13–16]. In addition, cellular receptors can help
establish social groups by kin recognition. For instance,
myxobacteria identify kin through homotypic interactions
of a variable surface receptor called TraA [17–21]. When
cells expressing identical TraA receptors make contact, they
engage in outer membrane exchange (OME), whereby their
outer membranes (OMs) transiently fuse and their content,
including OM proteins and lipids, is bilaterally exchanged.
While this process aids in membrane repair and homeostasis
[22, 23], it also serves in kin discrimination by transferring
a suite of diverse lipoprotein toxins called SitA [24, 25].
SitA effectors belong to six families that are not homo-
logous in sequence but share analogous domain archi-
tectures and are delivered by OME [26]. Within a family,
the C-terminal toxin modules are polymorphic whereas the
N-terminal domain is conserved. A downstream allele-
specific immunity gene, called sitI, whose product is not
transferred, always accompanies the sitA genes. Thus, fol-
lowing TraA–TraA recognition and OME, the transfer of
SitA toxins provides a second and potent level of dis-
crimination. Consequently, OME between SitA-
incompatible strains is antagonistic and results in CMI
[25, 27]. A recent comprehensive analysis of sitAI loci
distribution in myxobacteria found a strikingly high number
of diverse toxins [26]. On average, genomes contain 38
distinct sitAI loci and up to 83, where we propose they serve
as “self-identity barcodes” that establish highly specific
strain identity and CMI. How these complex barcodes arise,
however, is still unclear.

CMI in M. xanthus can also emerge as a consequence of
T6SS-dependent delivery of toxins [8, 15]. T6SSs are a
widely distributed nanoweapon in Gram-negative bacteria
that functions as a contractile “spear” to inject an array of
effectors into neighboring cells [14, 28]. T6SS effectors
belong to different families, including PAAR and “evolved”
VgrG proteins, where these N-terminal VgrG domains
involved in delivery are fused with polymorphic C-terminal
toxins [29]. Given that the expression of unique OME or
T6SS toxins in one strain can abolish social compatibility
with its parent [15, 24–26], we hypothesized that horizontal
transfer of toxin-immunity loci may be the causal
mechanism that establishes new social incompatibilities. To
test this, we explored the genetic basis of social incompat-
ibility in natural M. xanthus isolates.

In the mentioned study, 78 environmental M. xanthus
strains were isolated from a 16 × 16 cm forest soil sampling
grid (Fig. 1a) [7, 30]. Initially, their phylogenomic rela-
tionship was determined by multi-locus sequence typing
(MLST) and social compatibilities were determined by
CMI. Here, ≥45 of the 78 isolates formed distinct social
groups [7]. Notably, incompatibilities did not simply cor-
relate with the genetic relatedness, as some strains with
identical MLST genotypes were socially incompatible [7].
In a follow-up study, 22 isolates from the two largest clades,
I and V, were each sequenced and their maximum like-
lihood phylogeny was determined (Fig. 1b) [31]. Members
within clades were highly related with very few single-
nucleotide polymorphisms (SNPs) across millions of bases
of aligned sequence. In contrast, members between clades
were divergent and contained tens of thousands of SNPs
between clade members. Despite high relatedness within
clades, these 22 isolates formed 11 compatibility types (CT)
based on CMI. It was previously noted that the CT group-
ings correlated with sequence identity in a 100–150 kb
polymorphic region [31]. In our prior work [24, 25], we
found that a 100–300 kb polymorphic region within lab
strains, containing imperfect repeats of a prophage-like
element called Mx-alpha, harbors sitAI toxin-immunity
cassettes involved in CMI. Mx-alpha elements are also
found in other myxobacterial genomes. Here, we reasoned
that discrete mobile and polymorphic elements that carry
toxin effectors, such as Mx-alpha, may be responsible for
the recent incompatibilities that evolved between otherwise
nearly identical strains.

In this study, we show that intra-clade incompatibilities
indeed arise from polymorphic toxin effectors from three
delivery systems: OME, T6SS and an understudied system
called rearrangement hotspot (RHS) [32, 33]. Although
clade members contain many toxin-immunity loci, the key
discriminatory loci were found on prophage-like elements.
We thus propose that rapid diversification of these M.
xanthus social groups occurred by horizontal gene transfer
(HGT) of mobile elements that contain unique dis-
criminatory toxin effectors. In addition, long-established
social identities were abruptly reprogrammed by recombi-
nation at the traA locus. Our results therefore provide clear
evidence for how microbes rapidly evolve social barriers
that lead to further diversification.

Results

Social CTs correlate with cell–cell antagonism

Figure 1 summarizes how local and related M. xanthus
isolates form distinct CTs based on CMI assays [7, 31].
Previously we showed that one mechanism that triggers
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CMI was antagonism [25, 27], and here we tested whether
the natural isolates that belong to different CTs actually
antagonize one another. To do this, we used one repre-
sentative strain from each CT for analysis (11 strains
characterized in this study are bold in Fig. 1b). In our first
assay, interactions between the 11 isolates were evaluated
by mixing them in all possible pair-wise combinations and
observing mixed colony growth on rich media. The ratio-
nale behind this simple assay is that when strains antagonize
one another, colony growth is blocked compared with
monoculture growth. This analysis found that interstrain
antagonism was indeed widely prevalent and seemed to be
more severe between clades (Fig. S1).

Secondly, to directly measure antagonism, we conducted
competition experiments to see if one strain could out-
compete another, and if cell death was apparent. In order to
distinguish strains, one strain was labeled with a cyto-
plasmic fluorescent dye (see “Materials and Methods”),
which did not affect fitness outcomes (Fig. S2). Figure 2a
shows one result from a 24 h competition between two
clade V isolates, in which the A44–A62 strain ratio
decreased ~100-fold, demonstrating that A44 was inhibited

by A62. We conducted competition experiments between
all intra-clade isolates and in each case, strong antagonism
was found, typically with one isolate markedly out-
competing the other (Fig. 2b). In nearly all cases, the pre-
sence of abnormal cellular morphologies, e.g. filamentation
and cell debris, was observed (see below). Together our
findings confirm that the 11 CT isolates all antagonize one
another, even when intra-clade members have extremely
similar genomes (Fig. 1b). We conclude that interstrain
warfare was responsible for the 11 CTs originally deter-
mined by CMI.

The 11 CTs correlate with distribution of unique
OME and T6SS toxin-immunity loci

Our next goal was to identify the genetic determinants that
cause interstrain antagonism. Previously we discovered that
myxobacteria harbor an expansive array of OME-dependent
polymorphic toxins that we predicted played a key role in
kin discrimination between strains with compatible TraA
receptors [25, 26]. We thus identified and categorized the
repertoire of SitA toxins in the genomes of all 22 isolates to

Fig. 1 Spatial distribution and phylogeny of 22 M. xanthus natural
isolates (figure adapted from [31]). a 100 plugs were taken from
16 × 16 cm sampling grid of forest soil from Tübingen, Germany, and
78 total M. xanthus strains (circles) were isolated (no more than one
isolate per plug retained) and numbered from left to right (A00-A99).
Isolates belonging to the largest clades, I (blue) and V (green), are
marked. b Maximum likelihood phylogeny of 22 M. xanthus

environmental isolates. For tree construction details see [31]. CTs were
determined by CMI [7]. Isolates in bold used in this study. The average
degree of sequence dissimilarity between clade I and V was ~0.76%
substitutions per site, while genetic relatedness within clades was high,
i.e. 0.005% and 0.0005% substitutions/site for clade I and V, respec-
tively. TraA compatibility groups indicated [18, 19].
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test for possible correlations with the 11 CTs. A wide array
of sitAI loci belonging to all six families were found in all
22 isolates (Supplemental Data File). Strains that belong to
the same clade mostly contain the same sitAI loci. However,
each strain or CT also encoded 1–5 sitAI loci not shared
with other clade members (Fig. 3a). As described below,
these unique loci were found exclusively on multiple, dis-
crete genomic islands that are polymorphic between strains
that possess them. Strikingly, these unique sitAI loci
strongly correlate with CTs. To illustrate this, Fig. 3b shows
predicted CTs based on the SitAI repertoire from each
isolate compared with CMI. In nearly all cases, predictions
were in agreement with empiric CT designations. The only
exception was clade V isolate A72 that shares CT02 with
A30 and A44, which, according to our predictions, forms a
distinct CT by itself. However, our prediction was in
agreement with a more recent study, where using a modified
CMI assay, A72 was in fact shown to be incompatible with
A30 and A44, thus forming a unique CT [34]. In

conclusion, our analysis found a perfect correlation between
unique sitAI loci distribution and experimentally determined
CTs, indicating these toxins may have caused social
incompatibilities. However, the repertoire of sitAI loci
cannot explain different CTs between isolates with incom-
patible TraA receptors (Fig. 3) and, accordingly, there must
be another genetic factor(s) to explain those CMIs.

To investigate whether T6SS plays a role in antagonism,
both between and within clades, we probed their genomes
for known AHH T6SS effectors (pfam14412; HNH/ENDO
VII nuclease superfamily) [15, 33]. Indeed, each strain
contained multiple AHH immunity/immunity loci (Supple-
mental Data File and Fig. S4). However, most loci were
shared by all members, and were thus not responsible for the
observed antagonisms, or were clade-specific (Fig. 3c). In
contrast, we discovered a second putative T6SS toxin family
on Mx-alpha we named tsaE (type six secretion Mx-alpha
effector; MXAN_1813) (Figs. S3 and S4b). Importantly,
tsaE alleles, which all contained a conserved PAAR domain

oitar 26
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WT T6SS− OME − T6SS− OME− RHS−
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C DB
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Not Available

Fig. 2 Social incompatibility between M. xanthus environmental
isolates is caused by interstrain antagonism. Isolates belonging to
the same clade, but different CT were mixed 1:1 and incubated. To
distinguish populations, one strain was labeled with CFDA dye and
cell types were enumerated by microscopy. a Competition between
two clade V members and strain ratios plotted at indicated times. Three
biological replicates, error bars indicate SD. b–d Summary tables of

intra-clade interactions after 24 h incubations. Outcomes were classi-
fied as antagonistic (red squares; ≥fivefold change in strain ratio) or
nonantagonistic (dark green squares; ≤fivefold change in strain ratio).
“Not available”, strain construction attempts were unsuccessful.
b Competition between WT isolates. c Competition among mutants
where T6SS and OME was inactivated. d Same as c, expect mutations
in RHS genes were also generated in A07 and A64.
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(DUF4150) and a polymorphic C-terminus (Fig. S3A),
varied between genomes. As we found for SitA toxins,
unique sequence identity at eight tsaE loci and one AHH
locus perfectly matched CT groupings (Fig. 3b, c). More-
over, all of these unique T6SS loci were located on Mx-
alpha elements (see below). We therefore hypothesized that
both OME and T6SS toxins were causal factors causing
social incompatibilities between strains.

Kin discrimination within clades is mediated by OME
(SitA) and T6SS (TsaE/AHH) toxins

The above analyses found perfect correlations between
unique toxin distribution and experimentally determined
CTs (Fig. 3b). This correlation included the uncharacterized
TsaE toxin family, which we indeed found acts as T6SS
toxins (Supplementary Information and Fig. S3). To

Fig. 3 Incompatibility between environmental isolates correlates
with genomic distribution of unique polymorphic toxins. a Dis-
tribution of SitA toxins, belonging to six families, among 22 isolates.
Black boxes, toxins unique to a CT or a few strains used in this study
and ×2 indicates two copies at different loci. b Social compatibility
based on empirically determined CT (left) compared with predicted

CT based on toxin distribution (right columns). Red line indicates A72
forms a distinct CT from other CT02 isolates based on SitA predicted
compatibility, which is also consistent with recent empirical findings
([34]; see text for details). Highlighted isolates belong to TraA-D,
while others belong to TraA-B recognition group. c Distribution of
T6SS toxins, belonging to two families, among the 22 isolates.
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determine whether these toxins actually contribute to
interstrain antagonism, we created mutants that abolish their
delivery mechanisms and conducted competition assays.
For these studies, we assayed interstrain antagonism in three
scenarios: (i) absence of T6SS function (both strains t6ss−),
(ii) absence of OME function (one or both strains traA−), or
(iii) absence of T6SS and OME function (both strains t6ss−

and one or both traA−).
First, as a single test case, we competed A44 with A62

under each of the three scenarios. Here, wild-type A62
annihilated A44 and cell debris from A44 lysis was
apparent (Fig. 4a, b, upper panel). When T6SS was
knocked-out in both strains, the outcome was similar
to the WT control. Similarly, when OME was inactivated,
the competitive outcome was the same. Remarkably,
however, when both T6SS and OME were simultaneously
disabled, antagonism was eliminated (Fig. 4a, b, lower
panel). We conclude that OME and T6SS play equally
important roles in antagonism and abrogation of these
systems was sufficient to eliminate social
incompatibilities.

In the match-up where OME was inactivated and
antagonism was driven by T6SS, A62 strongly outcompeted
A44. Our hypothesis that mobilization of toxin effectors
was responsible for strain incompatibility suggested that the
one tsaE cluster present in A62 but absent in A44 was the
determinant of T6SS-dependent antagonism (TsaE_5,

Fig. 3c). To test this, we inactivated tsaE_5 in A62. Indeed,
this A62 tsaE_5 mutant was unable to antagonize A44 (in
the absence of OME) (Fig. 4a). In a complementary
approach, expression of the tsaI_5, the predicted immunity
gene located downstream of the tsaE_5 toxin, rescued A44
from antagonism by A62. We also note that A44 has a
T6SS toxin (TsaE_9), to which A62 does not appear to
encode immunity. Therefore, we expected that the A62
tsaE_5 mutant would be outcompeted by A44. However,
A44 did not outcompete A62 tsaE_5, suggesting that
TsaE_9 was not active in A44. Regardless, in the absence of
OME, our results show that a single T6SS effector located
on a mobile genomic island, caused strain incompatibility.
Our result also rules out the possibility that other, over-
looked T6SS-dependent toxins contributed to the
phenotype.

Since inactivation of the T6SS and OME abolished
antagonism, we tested the impact of such mutations on the
CMI phenotype, to determine if interstrain antagonism
causes CMI. We found when both systems were inactivated
in A06 versus A92, antagonism was abolished (Fig. 2c) and
the two colonies freely merged, whereas the WT parents
formed a demarcation, as did the T6SS and OME single
mutants (Fig. S5). Other intra-clade interactions that we
tested also did not show a demarcation when OME and
T6SS were inactivated, although some strains exhibited
distinct morphologies that made interpreting the CMI assay

5 h24 h

xedni evititep
mo

C

A44
A62

A B

Fig. 4 T6SS and OME are major antagonistic determinants for
intra-clade social incompatibilities. a Competition experiments
between clade V isolates A44 and A62 and their corresponding T6SS
and OME mutants. Bars from left to right correspond to following
strain combinations: A44 WT/A62 WT; A44 OME−/A62 OME−; A44
T6SS−/A62 T6SS−; A44 OME− T6SS−/A62 OME− T6SS−; A44

OME−/A62 tsaE_5− and A44 tsaI_5/A62 OME− (see text for details).
Experiments done in biological triplicate and error bars represent SD.
b Micrographs show changes in A44 WT (green; phase contrast left
panels) cell morphology after co-incubation with A62 WT (upper
panels) and the absence of changes when corresponding T6SS−/
OME− double mutants were co-incubated (lower panel). Bar, 10 µm.
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difficult (Fig. S5). We conclude that toxin delivery by
OME and T6SS are the primary causes of colony demar-
cations (CMI) and antagonism among most intra-clade
strains.

Given the above results, we systematically tested each
pair-wise intra-clade strain mixtures for antagonism. This
analysis excluded A15 and A31, because, after repeated
attempts, we were unable to make the desired mutants.
Importantly, for both clades, we again found that inacti-
vating either T6SS or OME was not sufficient to abolish
interstrain antagonism. However, inactivating both systems
was sufficient to eliminate antagonism in seven of the nine
tested strains (Fig. 2c). The only exceptions were two clade
I isolates, A07 and A64, which continued to antagonize
other clade I isolates when OME and T6SS systems were
disabled, suggesting these isolates have additional kin dis-
crimination mechanisms.

RHS systems are the third and final determinant of
intra-clade antagonism

Our findings involving A64 and A07 suggest these strains
use a third kin discrimination system apart from the T6SS
and OME toxins (Fig. 2c). To identify this third system, we
directed our attention to annotated features on polymorphic
islands that make up the only significant variation between
these otherwise highly related strains. In this effort, we
found that A07 and A64 each have a large and conspicuous
RHS-repeat ORF on their Mx-alpha elements (Figs. 6 and
S6), which are not present in the other clade V isolate
genomes. We named these ORFs rhs4 and rhs5, respec-
tively. Proteins that contain RHS repeats are widely dis-
tributed in Gram-negative bacteria. They are typically
associated with toxin domains, and are determinants of
interstrain antagonism [33, 35]. Like sitA and tsaE (Fig. 3),
rhs distributions correlated to CT groupings (Fig. 5b). Thus,
we hypothesized that these rhs genes were the remaining
determinants of antagonism in A64 and A07.

To investigate a possible role of Rhs4 and Rhs5 in kin
discrimination, we disrupted the corresponding genes in
A07 and A64 and competition experiments within clade I
were repeated. Remarkably, with the available strains, all
antagonism between A07 and A64 and other clade I
members was eliminated when all three systems (T6SS,
OME, and RHS) were disabled (Fig. 2d). This result shows
that along with SitA and TsaE, Rhs4 and 5 also contribute
to intra-clade social incompatibilities. We conclude that
shuffling of these toxic effectors in unique combinations is
what spawned social incompatibilities.

rhs4 and 5 are the only RHS toxins that are located on
Mx-alpha and are distributed in unique CTs within clade I.
However, along with rhs4 and 5, at least nine distinct rhs
loci with diverse architectures were found in the 22 isolates

(Fig. 5b, c). rhs1 is present in all 22 strains and rhs2 is
present in all clade V strains. rhs2 also has a close homolog
in laboratory strains (MXAN_6679; 95% identity, except C-
terminal toxin domains are divergent). rhs6, 7, and 8 are
found in all clade V isolates, while rhs3 and 9 are shared by
all clade I isolates. Since these RHS toxins tend to show
clades specific distribution they likely contribute to inter-
clade antagonism.

Mx-alpha and other mobile elements are engines of
social diversification

Our analysis revealed that Mx-alpha and other mobile ele-
ments played key roles in generating new social groups by
harboring kin discrimination loci. To determine the dis-
tribution of the described toxins on chromosomes and their
relation to mobile elements, we used the fully assembled
DK1622 genome as a reference to align the draft genomes
of the 11 isolates used in this study with progressiveMauve
[36] (Fig. 6). As implied above, this analysis found that all
discriminatory T6SS toxin loci (i.e. TsaE_3 to 10, AHH_7;
Fig. 3c) were located on Mx-alpha elements (Fig. 6).
Similarly, the two unique rhs loci within clade I, rhs4 and
rhs5, resided on Mx-alphas linked to tsaEI and sitAI loci.
For the discriminatory sitAI genes, 8 of 18 resided on Mx-
alphas, while the other ten resided on three different
families of prophage-like islands or on a family of poly-
morphic insertion elements (Fig. 6 and Supplementary
Information). Some of the discriminatory genes were found
in more than one isolate. For example, tsaE7 was present in
A06 (clade I) and A15 (clade V) on Mx-alphas, but the
linked sitAI loci were different (Fig. 6). Similarly, sitA3_1
was found in four genomes (including DK1622) on four
Mx-alphas with linked t6ss or rhs loci that were all differ-
ent. Unlike other isolates, A92 (and all CT-11 members)
lack Mx-alpha and, accordingly, Mx-alpha associated tox-
ins (Figs. 3 and 7; see Supplementary Information and
Fig. S6 for additional details on the five genomic island
families). We conclude these mobile islands drove social
diversification among isolates.

T6SS is a major inter-clade antagonistic determinant

As noted, the 11 isolates belong to two TraA recognition
groups (TraA-D and B), which precludes OME of SitA
toxins between them. In contrast, T6SS does not dis-
criminate between target strains. Although inter-clade
relatedness is much lower than strains within a clade, we
asked if inter-clade antagonisms were primarily driven by
the T6SS. To this end, we conducted competition experi-
ments between clade I and clade V T6SS mutants. In one
example, where WT A06 (clade I) outcompetes WT A44
(clade V), disabling T6SS in A06 was sufficient to switch
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the competitive outcomes (Figs. 7b and S7). Moreover,
when T6SS was inactivated in both isolates, antagonism
was abolished. In three other inter-clade competitions tes-
ted, inactivating T6SS reproducibly reversed the fitness
outcomes (Fig. S7). That is, the winning strain became the
losing strain when its T6SS was disabled. In general, when
both strains were T6SS–, antagonism was abolished in our
assay. However, in some cases, signs of antagonism, such
as cell lysis and decreased colony density from mixed
colonies and/or a CMI persisted (Fig. S5c). Combined,
these results suggest that, while T6SS is a major antag-
onistic determinant between clades, other toxins play a role
in inter-clade antagonism, which likely includes RHS toxins
(Fig. 5b and also 2d). This conclusion is not surprising,
given the more distant relationship between inter-clade
members (Fig. 1b), which allows more time for them to
obtain divergent kin discriminatory systems.

Social compatibilities are reprogrammed by HGT of
traA loci

Clade I CT-11 is a curious group because despite otherwise
high relatedness, it contains isolates that belong to two TraA
compatibility groups, TraA-D (A92) and TraA-B (all other
isolates; Fig. 1b). Sequence comparisons revealed, strik-
ingly, that an HGT event occurred between a clade V
member and an ancestor cell that gave rise to a subset of
CT-11 members. Here, the traA locus and flanking DNA
from clade V replaced the corresponding sequence from
clade I (Fig. 7a). DNA alignment from A07 (clade I), A15
(clade V), and A60 (clade I, CT-11), found this ~33 kb
region of A60 perfectly aligns with clade V sequence; i.e.
415 SNPs plus two indels of 27 and 1 bp, were identical to
clade V sequence, while only a single SNP matches to clade
I DNA. Interestingly, the highest concentration of SNPs

Fig. 5 RHS plays a role in kin discrimination. a Mx-alpha 3 from
DK1622 (MXAN_1800 to MXAN_1900) with indicated ORFs. In
strains A07 and A64, 38 ORFs from Mx-alpha 3 are substituted with
the two large genes (see Fig. S6 for additional details). Figure not to
scale. b Table shows RHS protein distribution in 22 isolates where
black boxes indicate unique toxins. Note, the rhs3 and rhs9 are in

tandem on clade 1 genomes. c Domain architecture of RHS toxins.
SpvB (pfam03534), VCBS-repeats (pfam13517), TcdB (pfam12256),
RhsA (CO63209), RHS core (TIGR03696), TM (transmembrane
helices), SP (signal peptide), PIN-like (IPR038765), CP-
carboxypeptidase-like (pfam13620), TG-transglutaminase-like
(pfam01841), Gln_amidase (pfam15644), and TolB-like (IPR011042).
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was found in traA (154 SNPs for a 2.1 kb ORF), illustrating
the polymorphic nature of this gene (Fig. 7a).

We next sought to test our prediction that changing TraA
recognition influences social interactions. To do this we
expressed a traAB allele (clade V) in a clade I strain (A06)
lacking T6SS function. By doing so, OME of the SitA toxin
repertoires occurs between members belonging to different
clades. In this example, where the A44 T6SS− and A06 T6SS−

parent strains interacted without antagonism, the expression of
TraA-B in A06 now allowed it to outcompete A44 (Fig. 7b).
This result again shows that TraA is a major determinant of
self-identity and social fitness [19, 25]. Moreover, among
isolates, this natural HGT event had a significant impact on
fitness, because from that one ancestral cell its resulting

progeny now constitute 42% of clade I measurable members (5
out 12 isolates, Fig. 1). Since traA is, by far, the most poly-
morphic locus in this region and TraA plays key roles in social
interactions, we suggest that changes in TraA recognition was
the cause for these fitness gains.

Discussion

The ability of organisms to recognize and associate with kin
and to discriminate against non-kin is essential when con-
ducting cooperative behaviors. Myxobacteria participate in
elaborate and resource-intensive social behaviors, such as
fruiting body formation and OME, and rely on kin recog-
nition to ensure that benefits are retained within highly
related siblings. Here we investigated a key question, how
diversification between highly related M. xanthus isolates
evolved within a fine-scale soil habitat. Specifically, we
identified the molecular mechanisms underlying social
incompatibilities and how they arose. We showed that
social incompatibilities emerged as a consequence of
antagonism and that OME and T6SS each play major roles
in intra-clade conflict. For two isolates, RHS also played
important roles. For inter-clade antagonism, T6SS plays a
key role and we suspect RHS is also important. OME can
direct inter-clade conflict when isolates share compatible
TraA receptors. For instance, a change in TraA compat-
ibility naturally occurred within CT-11 and influenced their
competitive fitness. Importantly, social diversification was
driven through HGT of mobile elements harboring poly-
morphic toxin-immunity cassettes.

Previously, we showed that expansive families of SitA
toxins govern discriminatory behaviors between strains
expressing compatible TraA receptors, but not between
strains with incompatible receptors [24, 25]. We postulated
that these combinatorial sets of effectors act as self-identity
barcodes that allow one to predict social compatibility
among strains with identical receptors. Here we tested our
predictions with wild isolates and demonstrated that OME
indeed acts as a major kin discrimination determinant that
allows social interactions to be predicted (Fig. 3). In con-
trast, others only used variations in traA sequences to test
for correlations with CMI [34]; however none was found
because this approach fails to consider the repertoire of sitAI
discriminatory loci [25, 26] involved in toxin exchange
between TraA compatible strains.

T6SS tsaABCEIZ gene cluster

We described a new set of myxobacteria polymorphic toxins
delivered by T6SS. These clusters contain TsaE effectors
with N-terminal PAAR domains and a downstream cognate
TsaI immunity protein. Interestingly, most of these clusters
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2482 C. N. Vassallo et al.



(8/11) contained unique toxins and were found on Mx-alpha
islands, suggesting they were recently acquired by HGT. In
addition, we found that toxin activity depends on two
upstream genes: tsaB and tsaC. TsaB contains a predicted
adapter (DUF2169) that is homologous to T6SS proteins
from other species [37]. Adapters act as chaperones and
facilitate attachment of cognate effectors to the T6SS by
binding to VgrG [38]. The gene immediately upstream of
tsaE, tsaC, encodes a 3-oxoacyl-(acyl carrier) synthase
protein, which may acetylate TsaE. Homologous synthases
are found in Proteus mirabilis T6SS toxin clusters [39]. It is
also noteworthy that the AHH effectors described here are
typically found in clusters with PAAR and 3-oxoacyl-(acyl
carrier) synthase genes [8, 15, 40].

Along with PAAR and DUF2169 domains, VgrG
domains are frequently required for cognate toxin delivery

[38, 41]. However, in our searches of clade I and V mem-
bers, we only found one bona fide vgrG gene linked to a
toxin gene (the previously described tsxE) [42, 43]. In
contrast to the polymorphic T6SS toxins described here, this
TsxE toxin was nearly invariant between all 22 isolates and
the DK1622 protein. These findings suggest distinct roles of
AHH and TsaE toxins versus the TsxE toxin. The former
function in kin discrimination, while TsxE functions to
resolve physiological conflict (heterogeneity) among
genetically identical clones [42, 43].

RHS toxins

We also identified a new family, the RHS toxins, as med-
iators of kin discrimination. Toxins containing RHS motifs
are sometimes delivered by T6SS, however, Rhs4 and 5 do
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Rapid diversification of wild social groups driven by toxin-immunity loci on mobile genetic elements 2483



not require the T6SS. Furthermore, these nine RHS proteins
are large (up to 4600 amino acids) and contain signal
peptides (eight of nine), suggesting they are exported to the
cell surface and possibly assemble as filamentous cell sur-
face toxins similar to CDI effectors [32, 44]. These RHS
proteins show distinct domain architectures and sequence
variability at their N- and C-termini. For example, Rhs2 and
4 contain C-terminal PIN-like domains characteristic of
toxin-antitoxin systems with a predicted RNase activity
[45], while Rhs3 contains a C-terminal amidase domain
found in polymorphic toxins [33]. Future studies need to
investigate the mechanism of RHS delivery, their mode of
action and roles in microbial warfare.

Mobile elements as agents of social changes

Strikingly, OME, T6SS and RHS systems all contain toxin
loci in highly variable Mx-alpha islands. In the case of sitAI
cassettes, they were also associated with smaller prophage-
like islands (not related to Mx-alpha) and insertion ele-
ments. Genome alignments showed that of the 11 isolates
characterized, 10 contained variable Mx-alpha elements at a
similar location found in DK1622 (between 2.1 and 2.25
Mbp) (Fig. 6). Along with the unique sitAI, tsa, and rhs loci,
the Mx-alpha islands contain conserved genes homologous
to bacteriophage (Fig. S6). Given their recent acquisition
and prior findings that Mx-alpha transduces, without lytic
growth, as small tail-less icosahedral particles (35 nm dia-
meter), suggest they are indeed mobile [46, 47]. Since
divergent myxobacterial genomes contain these elements,
we propose they act as widespread agents of diversification.
The resulting fluid organization of social groups may in turn
help them guard against the emergence and propagation of
cheater cells [48], to ensure that cooperative behaviors are
maintained. In contrast, from the perspective of Mx-alpha
and the other selfish elements, they can exploit their asso-
ciation with polymorphic toxin-immunity cassettes to pro-
vide powerful selections for their propagation and retention
in populations by poisoning individuals that lack them. In
essence, these cassettes act to addict and maintain the selfish
elements in host genomes [25].

Prior studies revealed a striking degree of social diversity
within the Tübingen soil patch, i.e. ≥45 compatibility groups
among 78 isolates [7, 30, 31], and here we show these
incompatibilities are driven by HGT of discrimination cas-
settes. This recent and striking diversification may benefit
the overall fitness of M. xanthus by protecting them against
exploitation and social collapse [48, 49]. However, rapid
social diversification also leads to elevated levels of conflict
and hence fitness loss. Future studies need to investigate the
interplay between these important evolutionary forces.

Unlike intra-clade social diversification, which recently
occurred, inter-clade diversification is likely multifaceted,

involving mobile elements and changes in toxin-immunity
specificity by mutations, deletions, and recombination
between cassettes. In addition, horizontal acquisition of
other discriminatory systems, such as bacteriocins and sec-
ondary metabolites, may contribute toward social incom-
patibility between distant strains. Accordingly, increases in
spatial distances between isolates generally correlates with
greater genetic diversity [50], and hence the mechanisms
that govern social incompatibilities become more complex.

Environmental reservoir of mobile polymorphic
elements

A striking realization from this study is that strain diversity
at the genomic and social levels is driven by a wide array of
mobile, prophage-like elements. As the core genome
sequences within clade isolates are virtually identical, it
argues that the variable islands were recently acquired and,
perhaps, in some case deleted. The former scenario raises
the question where did all these elements come from? A
partial answer, at least, comes from the large and diverse
pool of M. xanthus strains found within this Tübingen soil
patch [30]. The original study successfully cultured 78
independent isolates and the two largest clades are repre-
sented here. The remaining 56 isolates thus represent
smaller and more numerous clades. Figure 6 shows 25
polymorphic islands, 22 of which are unique, within the 11
isolates and presumably some or perhaps many of these
islands will be found in the other 56 genomes. In addition,
this soil patch contains an unknown number of other
Myxococcus strains that were not cultivated, but likely
contain the mentioned polymorphic islands. Since natural
competence and conjugation are not known to exist in
myxobacteria, we hypothesize these elements are likely
transferred by phage or transducing particles. In addition,
some of the toxin alleles, e.g. sitA3_1, are found on dif-
ferent versions of Mx-alpha, suggesting that recombination
and mixing of toxin effectors occurs between elements. The
mechanism(s) by which recombination occurs is unknown.
Recombination between clade V and I members has also led
to strain diversification. In fact the deep division between
clade I members (Fig. 1b) exists because of an HGT event
(i.e. transduction) replaced a ~33 kb stretch of clade I DNA
with clade V DNA. Although this was not discussed in a
prior study where it was instead argued recombination
between clades was negligible [31], it nevertheless occurred
and was important as it reconfigured self-identities by
changing traA alleles and therefore the targets of SitA toxin
delivery. In addition, a more comprehensive study of all 78
isolates from the Tübingen soil patch concluded traA alleles
were extensively transferred across genomic backgrounds
[34]. In summary, the exchange of mobile elements and
recombination between clades at the traA locus played key

2484 C. N. Vassallo et al.



roles in how these strains rapidly diverged into distinct and
complex social groups.

Materials and methods

Growth conditions

M. xanthus strains (Table S1) were routinely grown in the
dark at 33 °C in CTT medium [1% casitone; 10 mM
Tris⋅HCl (pH 7.6); 8 mM MgSO4; 1 mM KPO4]. E. coli
TOP10 used for cloning was grown in LB medium at 37 °C.
When required for selection or induction, media was sup-
plemented with kanamycin (50 µg/mL), oxytetracycline (10
µg/mL), zeocin (Zeo 50 µg/ml), or IPTG (1 mM). TPM
buffer (CTT without casitone) was used to wash cells. For
all assays, strains were grown to mid-log phase, washed,
and resuspended to appropriate densities.

Cloning and strain construction

Plasmids and primers used in this study are listed in
Tables S2 and S3. Insertion mutations were created by
PCR amplification of ~500 bp fragment that was internal to
the gene of interest, ligated into pCR2.1 TOPO TA
(kanamycin), pCR2.1 TOPO XL (kanamycin, zeocin)
(Life Technologies), pDW263 (zeocin), or pSWU22 (tet-
racycline) vectors and electroporated into TOP10. Con-
structs were verified by colony PCR, restriction analysis,
and/or sequencing and were then electroporated into M.
xanthus. Transformants were selected by their ability to
grow on medium supplemented with kanamycin, zeocin,
or oxytetracycline.

Inducible gene expression constructs of Mx-alpha 1
T6SS toxin cluster and A62 tsaI_5 were created by PCR
amplification of the gene (s) of interest and ligation of the
amplicon into pMR3487 [51] downstream of the IPTG-
inducible promoter using Gibson assembly (New England
BioLabs). Constructs were verified and electroporated
into M. xanthus, and transformants were selected by
their ability to grow on medium supplemented with
oxytetracycline.

Competition experiments

Environmental isolates were grown to mid-log phase and
washed in TPM before labeling one of the competing iso-
lates with a metabolic fluorescent dye, carboxyfluorescein
diacetate succinimidyl ester (CFDA) (Thermo Fisher Sci-
entific). To label cells, they were resuspended in CTT to
~3 × 108 CFU/ml where CFDA was added to a final con-
centration of 20 µM. After a 30 min incubation with shaking

at 33 °C in the dark, allowing the dye to be metabolically
activated and trapped in the cytoplasm, the cells were
washed and resuspended in TPM to a density of ~3 × 109

CFU/ml and mixed 1:1 with unlabeled cells of the com-
peting strain. Mixtures were spotted on CTT agar contain-
ing 2 mM CaCl2, which facilitates motility and OME. After
24 h incubation (where CFDA labeling was stable) cells
were harvested, washed and counted by microscopy.
Typically, ~400 cells were counted per replicate. Based on
labeled/unlabeled cell counts, CI was determined as the
strain ratio at 24 h normalized to the starting ratio. We note
that the dynamic range of this assay was limited to
100–1000-fold changes, but in many cases, the changes
were actually much larger, and typically resulted in the
complete absence of the losing strain. Cell morphology was
evaluated on 1% agarose CTT pads containing 2 mM
CaCl2. Competition experiments using DK1622 labeled
with TdTomato were done similarly, but omitting CFDA
labeling. All expression constructs were induced with 0.1
mM IPTG. Mutants defective in OME were made by dis-
rupting the traA gene, while T6SS was disabled by dis-
rupting the tssA gene (see [42] for T6SS operon structure).
To prevent T6SS activity, it was disabled in both competing
strains, while disrupting traA in just one strain was suffi-
cient to block OME.

Sequence analysis

M. xanthus isolate genomes were assembled and annotated
from public reads acquired from the NCBI Short Read
Archive [52] by using the Comprehensive Genome Ana-
lysis Service provided by the PATRIC web server [53].
SitA and T6SS toxins were found using BLAST against the
isolate genomes with known SitA and T6SS family toxins
as queries [15, 25, 26]. Multiple sequence alignments were
generated in MUSCLE and visualized in Jalview [54].
ProgressiveMauve [36] was used to align 11 environmental
isolates’ genomes to the reference DK1622 genome. Clustal
Omega [55] with default parameters was used to construct
phylogenetic trees of the T6SS toxins.

Acknowledgements We dedicate this work to the memory of Dale
Kaiser, an insightful leader and mentor of the myxobacteria field for
the past half-century. We thank Gregory Velicer for providing strains
used in this study. The work was supported by the National Institute of
Health grant GM101449 to DW.

Compliance with ethical standards

Conflict of interest The authors declare that they have no conflict of
interest.

Publisher’s note Springer Nature remains neutral with regard to
jurisdictional claims in published maps and institutional affiliations.

Rapid diversification of wild social groups driven by toxin-immunity loci on mobile genetic elements 2485



References

1. Wall D. Kin recognition in bacteria. Annu Rev Microbiol.
2016;70:143–60.

2. West SA, Griffin AS, Gardner A, Diggle SP. Social evolution
theory for microorganisms. Nat Rev Microbiol. 2006;4:597–607.

3. Strassmann JE, Gilbert OM, Queller DC. Kin discrimination and
cooperation in microbes. Annu Rev Microbiol. 2011;65:349–67.

4. Cao P, Dey A, Vassallo CN, Wall D. How myxobacteria coop-
erate. J Mol Biol. 2015;427:3709–21.

5. Whitworth DE. Myxobacteria. Multicellularity and differentiation.
Washington (DC): ASM press; 2008.

6. Pathak DT, Wei X, Wall D. Myxobacterial tools for social
interactions. Res Microbiol. 2012;163:579–91.

7. Vos M, Velicer GJ. Social conflict in centimeter-and global-scale
populations of the bacterium Myxococcus xanthus. Curr Biol.
2009;19:1763–7.

8. Gong Y, Zhang Z, Zhou X-W, Anwar MN, Hu X-Z, Li Z-S, et al.
Competitive interactions between incompatible mutants of the
social bacterium Myxococcus xanthus DK1622. Front Microbiol.
2018;9:1.

9. Fiegna F, Velicer GJ. Exploitative and hierarchical antagonism in
a cooperative bacterium. PLoS Biol. 2005;3:e370.

10. Rendueles O, Zee PC, Dinkelacker I, Amherd M, Wielgoss S,
Velicer GJ. Rapid and widespread de novo evolution of kin dis-
crimination. Proc Natl Acad Sci USA. 2015;112:9076–81.

11. Lyons NA, Kraigher B, Stefanic P, Mandic-Mulec I, Kolter R. A
combinatorial kin discrimination system in Bacillus subtilis. Curr
Biol. 2016;26:733–42.

12. Kalamara M, Spacapan M, Mandic‐Mulec I, Stanley‐Wall NR.
Social behaviours by Bacillus subtilis: quorum sensing, kin dis-
crimination and beyond. Mol Microbiol. 2018;110:863–78.

13. Riley MA, Wertz JE. Bacteriocins: evolution, ecology, and
application. Annu Rev Microbiol. 2002;56:117–37.

14. Cianfanelli FR, Monlezun L, Coulthurst SJ. Aim, load, fire: the
type VI secretion system, a bacterial nanoweapon. Trends
Microbiol. 2016;24:51–62.

15. Gong Y, Zhang Z, Liu Y, Zhou XW, Anwar MN, Li ZS, et al. A
nuclease-toxin and immunity system for kin discrimination in
Myxococcus xanthus. Environ Microbiol. 2018;20:2552–67.

16. Cossey SM, Yu YN, Cossu L, Velicer GJ. Kin discrimination and
outer membrane exchange in Myxococcus xanthus: Experimental
analysis of a natural population. PLoS ONE. 2019;14:e0224817.

17. Pathak DT, Wei X, Bucuvalas A, Haft DH, Gerloff DL, Wall D.
Cell contact–dependent outer membrane exchange in myx-
obacteria: genetic determinants and mechanism. PLoS Genet.
2012;8:e1002626.

18. Pathak DT, Wei X, Dey A, Wall D. Molecular recognition by a
polymorphic cell surface receptor governs cooperative behaviors
in bacteria. PLoS Genet. 2013;9:e1003891.

19. Cao P, Wall D. Self-identity reprogrammed by a single residue
switch in a cell surface receptor of a social bacterium. Proc Natl
Acad Sci USA. 2017;114:3732–7.

20. Cao P, Wei X, Awal RP, Müller R, Wall D. A highly polymorphic
receptor governs many distinct self-recognition types within the
Myxococcales order. mBio. 2019;10:e02751–18.

21. Wall D. Molecular recognition in myxobacterial outer membrane
exchange: functional, social and evolutionary implications. Mol
Microbiol. 2014;91:209–20.

22. Vassallo C, Pathak DT, Cao P, Zuckerman DM, Hoiczyk E, Wall
D. Cell rejuvenation and social behaviors promoted by LPS
exchange in myxobacteria. Proc Natl Acad Sci USA. 2015;112:
E2939–46.

23. Vassallo CN, Wall D. Tissue repair in myxobacteria: a coopera-
tive strategy to heal cellular damage. BioEssays. 2016;38:306–15.

24. Dey A, Vassallo CN, Conklin AC, Pathak DT, Troselj V, Wall D.
Sibling rivalry in Myxococcus xanthus is mediated by kin recog-
nition and a polyploid prophage. J Bacteriol. 2016;198:994–1004.

25. Vassallo CN, Cao P, Conklin A, Finkelstein H, Hayes CS, Wall
D. Infectious polymorphic toxins delivered by outer membrane
exchange discriminate kin in myxobacteria. eLife. 2017;6:e29397.

26. Vassallo CN, Wall D. Self-identity barcodes encoded by six
expansive polymorphic toxin families discriminate kin in myx-
obacteria. Proc Natl Acad Sci USA. 2019;116:24808–18.

27. Patra P, Vassallo CN, Wall D, Igoshin OA. Mechanism of kin-
discriminatory demarcation line formation between colonies of
swarming bacteria. Biophys J. 2017;113:2477–86.

28. Ho BT, Dong TG, Mekalanos JJ. A view to a kill: the bacterial
type VI secretion system. Cell Host Microbe. 2014;15:9–21.

29. Russell AB, Peterson SB, Mougous JD. Type VI secretion system
effectors: poisons with a purpose. Nat Rev Microbiol.
2014;12:137–48.

30. Vos M, Velicer GJ. Genetic population structure of the soil bac-
terium Myxococcus xanthus at the centimeter scale. Appl Environ
Microbiol. 2006;72:3615–25.

31. Wielgoss S, Didelot X, Chaudhuri RR, Liu X, Weedall GD,
Velicer GJ, et al. A barrier to homologous recombination between
sympatric strains of the cooperative soil bacterium Myxococcus
xanthus. ISME J. 2016;10:2468.

32. Koskiniemi S, Lamoureux JG, Nikolakakis KC, t’Kint de Roo-
denbeke C, Kaplan MD, Low DA, et al. Rhs proteins from diverse
bacteria mediate intercellular competition. Proc Natl Acad Sci
USA. 2013;110:7032–7.

33. Zhang D, de Souza RF, Anantharaman V, Iyer LM, Aravind L.
Polymorphic toxin systems: comprehensive characterization of
trafficking modes, processing, mechanisms of action, immunity
and ecology using comparative genomics. Biol Direct. 2012;7:18.

34. Wielgoss S, Fiegna F, Rendueles O, Yu YTN, Velicer GJ. Kin
discrimination and outer membrane exchange in Myxococcus
xanthus: a comparative analysis among natural isolates. Mol Ecol.
2018;27:3146–58.

35. Koskiniemi S, Garza-Sanchez F, Sandegren L, Webb JS, Braaten
BA, Poole SJ, et al. Selection of orphan Rhs toxin expression in
evolved Salmonella enterica serovar Typhimurium. PLoS Genet.
2014;10:e1004255.

36. Darling AE, Mau B, Perna NT. progressiveMauve: multiple
genome alignment with gene gain, loss and rearrangement. PLoS
ONE. 2010;5:e11147.

37. Bondage DD, Lin J-S, Ma L-S, Kuo C-H, Lai E-M. VgrG C
terminus confers the type VI effector transport specificity and is
required for binding with PAAR and adaptor–effector complex.
Proc Natl Acad Sci USA. 2016;113:E3931–40.

38. Unterweger D, Kostiuk B, Pukatzki S. Adaptor proteins of type VI
secretion system effectors. Trends Microbiol. 2017;25:8–10.

39. Alteri CJ, Himpsl SD, Pickens SR, Lindner JR, Zora JS, Miller JE,
et al. Multicellular bacteria deploy the type VI secretion system to
preemptively strike neighboring cells. PLoS Pathog. 2013;9:
e1003608.

40. Chang YW, Rettberg LA, Ortega DR, Jensen GJ. In vivo struc-
tures of an intact type VI secretion system revealed by electron
cryotomography. EMBO Rep. 2017;18:1090–9.

41. Hachani A, Allsopp LP, Oduko Y, Filloux A. The VgrG proteins
are “a la carte” delivery systems for bacterial type VI effectors. J
Biol Chem. 2014;289:17872–84.

42. Troselj V, Treuner-Lange A, Sogaard-Andersen L, Wall D. Phy-
siological heterogeneity triggers sibling conflict mediated by the
type VI secretion system in an aggregative multicellular
bacterium. mBio. 2018;9. https://doi.org/10.1128/mBio.01645-17.

43. Troselj V, Wall D. Metabolic disharmony and sibling conflict
mediated by T6SS. Microb Cell. 2018;5:256.

2486 C. N. Vassallo et al.

https://doi.org/10.1128/mBio.01645-17.


44. Ruhe ZC, Subramanian P, Song K, Nguyen JY, Stevens TA, Low
DA, et al. Programmed secretion arrest and receptor-triggered
toxin export during antibacterial contact-dependent growth inhi-
bition. Cell. 2018;175:921–33. e14.

45. Arcus VL, McKenzie JL, Robson J, Cook GM. The PIN-domain
ribonucleases and the prokaryotic VapBC toxin–antitoxin array.
Protein Eng Des Sel. 2010;24:33–40.

46. Starich T, Zissler J. Movement of multiple DNA units between
Myxococcus xanthus cells. J Bacteriol. 1989;171:2323–36.

47. Starich T, Cordes P, Zissler J. Transposon tagging to detect a
latent virus in Myxococcus xanthus. Science. 1985;230:541–3.

48. Fiegna F, Yu YT, Kadam SV, Velicer GJ. Evolution of an
obligate social cheater to a superior cooperator. Nature. 2006;
441:310–4.

49. Foster KR, Parkinson K, Thompson CR. What can microbial
genetics teach sociobiology? Trends Genet. 2007;23:74–80.

50. Kraemer SA, Wielgoss S, Fiegna F, Velicer GJ. The biogeography
of kin discrimination across microbial neighbourhoods. Mol Ecol.
2016;25:4875–88.

51. Iniesta AA, Garcia-Heras F, Abellon-Ruiz J, Gallego-Garcia A,
Elias-Arnanz M. Two systems for conditional gene expression in
Myxococcus xanthus inducible by isopropyl-beta-D-
thiogalactopyranoside or vanillate. J Bacteriol. 2012;194:5875–85.

52. Sayers EW, Agarwala R, Bolton EE, Brister JR, Canese K, Clark
K, et al. Database resources of the National Center for Bio-
technology Information. Nucleic Acids Res. 2018;46:D8–13.

53. Wattam AR, Davis JJ, Assaf R, Boisvert S, Brettin T, Bun C, et al.
Improvements to PATRIC, the all-bacterial bioinformatics data-
base and analysis resource center. Nucleic Acids Res. 2016;45:
D535–42.

54. Waterhouse AM, Procter JB, Martin DM, Clamp M, Barton GJ.
Jalview Version 2–a multiple sequence alignment editor and
analysis workbench. Bioinformatics. 2009;25:1189–91.

55. Sievers F, Wilm A, Dineen D, Gibson TJ, Karplus K, Li W,
et al. Fast, scalable generation of high‐quality protein multiple
sequence alignments using Clustal Omega. Mol Syst Biol.
2011;7:539.

Rapid diversification of wild social groups driven by toxin-immunity loci on mobile genetic elements 2487


	Rapid diversification of wild social groups driven by toxin-immunity loci on mobile genetic elements
	Abstract
	Introduction
	Results
	Social CTs correlate with cell–nobreakcell antagonism
	The 11 CTs correlate with distribution of unique OME and T6SS toxin-immunity loci
	Kin discrimination within clades is mediated by OME (SitA) and T6SS (TsaE/AHH) toxins
	RHS systems are the third and final determinant of intra-clade antagonism
	Mx-alpha and other mobile elements are engines of social diversification
	T6SS is a major inter-clade antagonistic determinant
	Social compatibilities are reprogrammed by HGT of traA loci

	Discussion
	T6SS tsaABCEIZ gene cluster
	RHS toxins
	Mobile elements as agents of social changes
	Environmental reservoir of mobile polymorphic elements

	Materials and methods
	Growth conditions
	Cloning and strain construction
	Competition experiments
	Sequence analysis
	Compliance with ethical standards

	ACKNOWLEDGMENTS
	References




