
Original Research

Amole rat’s gut microbiota suggests selective influence of diet on

microbial niche space and evolution

Linda Ren1, Robert A Holzknecht1, Zoie E Holzknecht1, Sanet H Kotzé2, Dawn E Bowles1,
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Abstract
The coevolution of mammals with their gut microbiota is heavily influenced by diet.

Here we investigate the evolution of the gut microbiota in an African mole rat,

which has a highly fibrous diet that includes underground storage organs of

plants. For this purpose, microbial DNA was isolated from the digesta of a Cape

dune mole rat gut, and 23 of 62 partial length 16S rRNA sequences were chosen

for full length sequence determination. In addition, V4 regions of 16S rRNA

were sequenced using Illumina technology. These sequences were then compared

to previously identified sequences in the NCBI and Greengenes databases.

Treponeme-related sequences within the mole rat showed evidence of a substantial

adaptive radiation, with considerable diversity found within the mole rat (81% minimum

sequence identity) as well as substantial divergence (87.3% average sequence identity

to nearest neighbor) from previously identified organisms. It also appears likely that

Desulfovibrio and several other bacterial clades, but not Clostridia-related organisms,

have undergone substantial evolutionary changes during the evolution of mole rats and

their ancestors. These findings support the intuitive view that some enteric bacteria

can be described as “housekeeping,” with a niche defined by the host gut largely

independent of diet. This diet-independent niche space and the microbes occupying it

appear to be stable despite substantial alteration of diet-dependent niches and adaptive radiation of microbes occupying

those niches.
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Introduction

Diet is perhaps the most important factor that affects the
day-to-day composition of the microbiome, having a strong
influence on the microbial community of the gut of
humans1 and other species.2–5 At the same time, host phy-
logenetic relationships can strongly influence the microbial
composition present in the gut of a given host.6–8 Microbial
communities in the guts of a wide range of mammalian

species have been characterized, including those from

folivores, frugivores, carnivores, and omnivores.2–4,9

Furthermore, microbial communities have also been char-

acterized in animals regarded as dietary specialists, includ-

ing those that eat exclusively bamboo10 or eucalyptus.11

One clade of mammals that has a particularly fibrous

diet is the African mole rat. These subterranean rodents

eat underground storage organs of plants such as corms,
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bulbs, tubers, and rhizomes.12 These storage organs contain
a high concentration of nutrients, but are generally unpal-
atable to most animals. Some are toxic, containing cardiac
glycosides,13 whereas others possess thick and spiny cover-
ings.14 Many also have a very high fiber content.15 Despite
these defenses, underground storage organs are a mainstay
of the African mole rat’s rather atypical diet. Because of the
plant’s defenses, mole rats face very little competition for
these nutrient-rich food sources. In addition to consump-
tion of underground storage organs, the Cape dune mole
rat (Bathyergus suillus) studied here ingests the aerial por-
tions of grasses.

Given the atypical diet of themole rat compared tomany
other rodents, understanding the evolution of the mole rat
microbiota could provide insight into the differing roles of
diet and host physiology in influencing the gut microbiota.
To probe the evolution of the mole rat microbiota, microbial
DNAwas extracted from the gut of a Cape dune mole rat,
and full length 16S rRNA encoding sequences were deter-
mined by Sanger sequencing. In addition, V4 regions of 16S
rRNA encoding sequences were determined using Illumina
technology. From the sequences obtained, the four clades
which contained the most bacteria in the community were
selected for further study, and cladograms were then con-
structed using pairwise matching algorithms as well as
other approaches. Both full length 16S rRNA sequences
and V4 16S rRNA sequences were evaluated in this
manner to provide more depth and a wider breadth of
sequence information, respectively. The diversity of the
mole rat’s microbiota and the relatedness of that microbiota
to other species were then assessed to derive clues about
the origins of the microbiota. Given that this project
involves extensive study of the bacteria from a single
animal, it was not intended to probe the community struc-
ture of the mole rat’s microbiota. Rather, the relatedness of
the mole rat’s bacteria with bacteria present in the data-
bases is expected to provide insight into the course of evo-
lution of the mole rat’s microbiota.

Materials and methods

Procurement of samples for microbiota analysis

All procedures involving animals were approved by the
Institutional Animal Care and Use Committee of the
University of Pretoria (protocol number AUCC 040702/
015). One female B. suillus (weight¼ 841 g) was caught in
the wild and euthanized immediately as part of an unre-
lated study; no diet which might alter the microbiota was
offered to the animal in captivity. The entire large intestine
was excised, fixed in ethanol, and then stored in ethanol at
4�C until use.

Genomic DNA extraction

Intestinal contents were washed three times in 40 mL of
sterile phosphate-buffered saline by vortexing fecal mate-
rial to resuspend and break up any clumps, allowing heavy
particles (sand, root pieces, etc.) to settle out for 10–20 s,
removing the supernatant to a new, sterile tube, and finally

centrifuging the supernatant at 300g for 10 min. Inspection
of the washes and remaining resuspended pellets under a
microscope following staining with SYTO BC Green
Fluorescent Nucleic Acid Stain (Thermo Fisher Scientific)
showed that �90% of the bacteria contents remained in the
pellets after each wash.

The final, washed bacterial pellet was used to isolate
genomic DNA (gDNA) with the DNA Isolation for Cells
and Tissue Kit (Roche Applied Science, Indianapolis, IN)
according to the manufacturer’s instructions, except that
some alternative volumes and incubation conditions were
used in the following order: 25 mL cellular lysis buffer,
50 mL proteinase K solution, and 833 mL RNase solution
were used. The sample was incubated at 37˚C for 40 min,
and finally 10 mL of precipitation solution was used.

The resulting gDNA was then cleaned of humics, poly-
phenols, and other PCR inhibitors inherent in the
high plant content of the fecal contents of the mole rat
using the PowerClean Pro DNA Clean-Up Kit (Mo Bio
Laboratories, Carlsbad, CA) following manufacturer’s
instructions. gDNA was used for Illumina sequencing or
cloned as described below.

Amplification and cloning of 16S region

Cleaned gDNAwas amplified by PCR using Expand High
Fidelityþ PCR System (Roche Applied Science), forward
primer 16S UNI F-9 CCGTCGACAGAGTTYGATYCTG
GCT and reverse primer 16S UNI R-1513 CCGGATCCTA
CGGYTACCTTGTTAC (both 50 to 30). PCR cycling condi-
tions were 1 cycle of 94˚C for 2 min, 35 cycles of 94˚C for
30 s, 53˚C for 1.5 min, and 72˚C for 2 min and ending in 1
cycle of 72˚C for 7 min. The PCR product was electrophor-
esed on a 2% agarose gel and a single band �1500 bp was
purified (Agarose Gel DNA Extraction Kit System, Roche
Applied Science).

Purified PCR product was cloned into E. coli plasmid
vector pCR 4-TOPO (TOPO TA Cloning Kit, Life
Technologies, Carlsbad, CA). Plasmids were extracted
(QIAprep Spin Minipreps, Qiagen, Valencia, CA or
Genopure Plasmid Maxipreps, Roche Applied Science)
and used for Sanger sequencing.

Sanger sequencing and analysis

Purified plasmid DNA was sequenced by the Duke
University DNA Analysis Facility using Applied
Biosystems Dye Terminator Cycle Sequencing systems
and BigDye Terminator v1.1 sequencing chemistry with
the 3730 PRISM DNA Analyzer (Thermo Fisher Scientific,
Waltham, MA). All Sanger sequences have been deposited
in the GenBank database under accession numbers
KY635412-KY635434.

Sequences obtained from cloned 16S rRNA were
grouped by homology pairing and assigned presumptive
taxonomic classification as described in the Results.
Selected partial sequences were further sequenced to
obtain full length sequences (See Results), and Trees (clado-
grams) were constructed using the full length sequences
obtained from the Cape dunemole rat in addition to related
sequences identified by BLAST.16
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Phylogenetic tree construction

Phylogenetic trees (cladograms) were constructed using the
full-length and V4 16S rRNA sequences obtained from the
Cape dune mole rat in addition to related sequences iden-
tified by BLAST.16 Three programs were used to align 16S
rRNA sequences and the comparison contigs. CLC
Sequences Viewer (QIAGEN), which uses a progressive
alignment algorithm, and SSU-ALIGN,17 a software specif-
ically designed for aligning 16S rRNA were used.
Sequences were also aligned using the MUSCLE algo-
rithm18 in MEGA719 as an alternative. Three alignment
methods were utilized to determine to what extent results
were dependent of the approach to alignment. When using
SSU-ALIGN,17 the ssu-mask function was ran to mask out
alignment columns that are likely to include a significant
number of misaligned nucleotides and to convert the files
into FASTA (.afa) format. The alignments were then
imported in CLC Sequences Viewer (QIAGEN) to convert
the .afa suffixed files into the .fa suffixed files. The resulting
MEGA719 compatible .fa alignment files were imported
into MEGA7 to construct multiple models of genetic ances-
try. The following six pairs of statistical methods andmodel
types were utilized for full length sequences aligned with
either CLC Sequences Viewer or with SSU-ALIGN: (a)
Maximum Parsimony, Sub-tree pruning. (b) Maximum
Likelihood, Jukes Cantor, (c) Maximum Likelihood,
General Time Reversible, (d) Neighbor Joining, Maximum
Composite Likelihood, (e) Neighbor Joining, Jukes Cantor,
and (f) UPGMA, Jukes Cantor. For V4 sequences and for
full length sequences aligned with MUSCLE, only the
Neighbor Joining, Maximum Composite Likelihood
model was used.

Illumina sequencing and analysis

A sample containing 50 ng of extracted DNA was sent to
Argonne National Laboratory for downstream amplifica-
tion and Illumina sequencing, as described in McKenney
et al.2 The PCR primers 515F (GTG-CCA-GCM-GCC-GCG-
GTA-A) and 806R (GGA-CTA-CHV-GGG-TWT-CTA-AT)
were used to amplify the V4 region of 16S rRNA with
length �300 bp for 150 bp paired-end sequencing on the
Illumina MiSeq platform according to the methods of
Caporaso et al.20 All Illumina sequences have been depos-
ited in the Sequence Read Archive database under acces-
sion number SAMN06349216. Forward and reverse
Illumina reads were joined using ea-utils.21 A total of
495,829 16S rRNA sequences were joined from the forward
and reverse reads; only the joined reads were used in our
analysis. Joined 16S rRNA sequence reads were demulti-
plexed and analyzed using Quantitative Insights Into
Microbial Ecology (QIIME, v1.8.0)22 to classify microbial
constituents.23 Quality filtering was performed using
default settings and the input sequence file was split into
libraries using 12 bp barcodes. A total of 494,748 sequences
passed quality filtering thresholds.

These sequences were classified into operational taxo-
nomic units (OTUs, a proxy for taxa based on 97% sequence
similarity) using the Uclust method24 and identified using
the Greengenes 13_8 database.22 Trees (cladograms) were

constructed using sequences from the mole rat and related
sequences as described above.

Results

Sequencing of 16S rRNA

The primary goal of the Sanger sequencing effort was to
determine full length 16s rRNA sequences from the mole
rat gut that covered a broad phylogenetic distance. With
this in mind, partial length 16s rRNA sequences were first
determined in an initial round of cloning, and sequences
were selected for full length sequencing if they represented
a relatively unique sequence in their clade. Using this
approach, 62 partial length 16S rRNA sequences were
obtained using PCR amplification and cloning as described
above, and a presumptive taxonomic identification was
made based on similarity to known sequences. This initial
round of cloning facilitated the assignment of the 62 partial
length sequences into 8 clades (7 genus level, 1 family level)
as shown in Table 1. Of the 62 partially sequenced clones, 23
were selected for further sequencing to obtain full length
16s rRNA sequences. Using this approach, most clones
(90% of the total) presumptively assigned to Treponema
and Desolfovibrionaceae were fully sequenced. On the other
hand, due to their limited diversity, relatively few clones
(17% of the total) of 16s rRNA sequences assigned to
Lachnospiraceae and Sarcina were sequenced fully, despite
their greater abundance in the microbiome. All 16s rRNA
clones from clades that were poorly represented (one or
two sequences) were sequenced fully.

To provide a broader coverage of the microbial commu-
nity in the mole rat gut, Illumina technology was used to
evaluate V4 regions of 16S rRNA as described in the
Methods. Of the 494,748 V4 sequences obtained using this
approach, 82.8% fit within the eight taxonomic clades for
which the cloned sequences presumptively fit (Table 1).
There were no V4 sequences that fit into the Clostridium
genus (Table 1), but clades of all other cloned sequences
were represented within the repertoire of V4 sequences.

Both Sanger sequencing and Illumina sequencing
revealed a predominance of Clostridia-related bacteria,
which were presumptively assigned to Lachnospiraceae
and Sarcina (Table 1). These two clades comprised 73%
and 59.5% of partial length Sanger sequences and
Illumina V4 sequences, respectively. Sequences assigned
to Treponema and Desolfovibrionaceae were both well repre-
sented in the Sanger and Illumina sequences, although
Desolfovibrionaceae was more common in the Illumina
sequences (18.3%) than in the Sanger sequences (6.3%).

Sequences assigned to the Treponeme clade

Figure 1 shows a cladogram containing 6 full length Cape
dune mole rat-derived 16S rRNA sequences along with 36
other related sequences, 23 of which have been identified as
belonging to Treponemes. The remaining 13 were obtained
from unknown microbes, including two unknown
microbes from the naked mole rat. The closest related
sequence by homology was from the bovine gut, and the
cladogram indicated closest evolutionary relationship from
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another sequence obtained from bovine gut (Figure 1).
Substantial divergence of the Cape dune mole rat sequen-
ces from other sequences is observed, and substantial
divergence within the Cape dune mole rat sequences is
also observed (Figure 1, Table 1), suggesting substantial
evolutionary drift of the microbiota during the course of
evolution of mole rats. Taken together, the Cape dune
mole rat and naked mole rat full length sequences form
two distinct clades when aligned using SSU-ALIGN
(Figure 1). These two clades were present regardless of
the model used for the tree formation, but the presence of
two clades was dependent on the alignment, with mole rat
sequences sometimes forming a single clade when aligned
with either CLC Sequences Viewer or with MUSCLE,
depending on the tree model. The results of alignment
using V4 sequences only (Figure 2) identified three distinct
groups of mole rat sequences. Two of the groups obtained
using V4 sequences (i.e. the group containing full length
clones 50 and 34, and the group containing the rest of the
full length clones) were the same ones identified in an
alignment dependent fashion when full length sequences
were considered. However, the third group identified using
V4 sequences, consisting of 33 OTUs but no cloned sequen-
ces, may represent a distinct group of Treponeme sequences
that are substantially diverged from all other known
sequences, including the sequences cloned in this study.

Sequences assigned to the Desulfovibrio clade

Figure 3 shows a cladogram containing 3 full length Cape
dune mole rat-derived 16S rRNA sequences along with 15
other related sequences, 10 of which have been identified as
belonging to the genus Desulfovibrio. The remaining five

were obtained from unidentified microbes. The most close-
ly related sequence based on homology was from
an unidentified bacterium obtained from mouse gut
(Figure 3). Substantial divergence of the Cape dune mole
rat sequences from other sequences is observed, although
little divergence (98% minimum sequence identity) within
the sequences obtained from the Cape dune mole rat was
observed (Figure 3, Table 1). The Cape dune mole rat
sequences assigned as Desulfovibrio formed a single distinct
clade, suggesting a possible substantial evolutionary drift
of the microbiota during the course of evolution of mole
rats. The same result was found regardless of alignment
method or model used for tree formation, except that
ambiguous results were obtained using CLC alignment
and a Maximum Parsimony tree model. The results of
alignment using V4 sequences only (Figure 4) yielded a
similar result, with one single clade being identified. One
sequence obtained from a mouse-associated bacterium was
present in that clade, but that result was dependent on the
alignment method used: alignments using both CLC
Sequences Viewer and MUSCLE showed the sequence
from the mouse-associated bacterium outside of the clade
with all mole rat sequences.

Sequences assigned to the Sarcina clade

Figure 5 shows a cladogram containing 2 full length Cape
dune mole rat-derived 16S rRNA sequences along with 12
other related sequences. In this group of sequences, the
nearest known related sequence to a Cape dune mole rat
derived sequence was from Sarcina ventriculi from lamb
gut. Other related sequences of known origin were from
the genus Clostridium, but the group was presumptively

Table 1. Microbiota composition of a Cape dune mole rat.

Nearest clade, reference

sequence identifier,

% identity

Sanger, number

of sequences

(% total)

Sanger, % identity to nearest

sequence, nearest sequence

identifier, source of sequence

Sanger, minimum sequence

identity within clade (%)

Illumina, % total

sequences

Lachnospiraceae

JX101687, 93.3%

28 (44.4) 97.0%, FJ681814.1

cow feces

98.3 18.7

Sarcina

AF110272.1, 98.8%

18 (28.6) 99.2%, EU778650

spectacled bear gut

99.3 40.8

Treponema

NR_074742, 85.6%

6 (9.5) 87.3%
a

, AB746820

cow gut

81.8 4.4

Desulfovibrio

NR_102487.1, 89.5%

4 (6.3) 91.3%, JQ085186.1

mouse gut

98.5 18.3

Clostridium

NR_102987, 90.7%

2 (3.2) 96.4%, LC028782

cow feces

98.7 —

Prevotella

NR_113093, 91.2%

2 (3.2) 94.6%, HQ716139

pig feces

92.1 0.52

Peptostreptococcaceae

JN713291, 92.7%

1 (1.6) 92.9%, AB62770

rat cecum

__ 0.0029

Anaerocella

NR_132392, 84.3%

1 (1.6) 92.4%, AB512033

sheep rumen

__ 0.042

Note: Sequences determined by the Sanger method were presumptively classified by genus, except for Peptostreptococcaceae (family). The classification, nearest

known (identified) sequence identifier, and the percent identity to the nearest known sequence are shown in column 1. The number and relative abundance of each

group of sequences is shown in the second column. The third column shows the percent identity between sequences from the Cape dune mole rat and the nearest

sequence present in the database (whether from a known or an unidentified organism). The sequence identifier for the nearest known sequence is also shown in that

column. The minimum sequencer identity within all possible combinations of Sanger sequences in a given clade, indicating the breadth of diversity in that clade, is

shown in column 4. The number of OTUs and the relative number of sequences accounted for by those OTUs as determined by Illumina sequencing are shown in

column 5. The percent of OTUs accounted for by a given genus is shown in the right hand column, along with the percent as a function of the relative number of total

sequences within those OTUs. A total of 63 and 494,748 sequences were determined by the Sanger method and by Illumina, respectively.
aThis excludes one sequence from a naked mole rat, which was 90% identical to one of the sequences determined in this study.
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Figure 1. Treponema phylogenetic tree constructed with full length 16S rRNA sequences. Sequences from the mole rat are shown in light color, with nearest

neighbors in black. The evolutionary history was inferred using the Neighbor-Joining method.25 The optimal tree with the sum of branch length¼ 1.92483810 is shown.

The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches.26 The tree is

drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were

computed using the Maximum Composite Likelihood method27 and are in the units of the number of base substitutions per site. The analysis involved 42 nucleotide

sequences. All positions containing gaps and missing data were eliminated. There were a total of 1231 positions in the final dataset. Evolutionary analyses were

conducted in MEGA7.19 *Sequence with nearest identity to a sequence frommole rat gut, used for presumptive identification of clade. **Sequence with nearest identity

to sequences from mole rat gut (from an unknown bacterial species and therefore not used for identification of clade). (A color version of this figure is available in the

online journal.)
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assigned to the genus Sarcina based on the closest related
sequence. The most closely related sequence based on
homology was from an unidentified bacterium obtained
from Spectacled Bear feces. In this clade, little divergence
of the Cape dune mole rat sequences from other sequences
was observed. In addition, the mole rat-derived sequence
was relatively similar (99% minimum sequence identity) to
the bear-derived sequence. The full length Cape dune mole
rat sequences assigned as Sarcina formed a single, distinct
clade, although this did not hold true when V4 sequences
only were considered (Figure 6). That being said, the lim-
ited diversity in this group resulted in a low level of confi-
dence in the resulting cladograms, and this clade serves as a
dramatic contrast to the Treponeme and Desulfovibrio clades,
which showed substantial differences from
known sequences.

Sequences assigned to the Lachnospiraceae clade

Figure 7 shows a cladogram containing 6 full length Cape
dune mole rat-derived 16S rRNA sequences along with 12
other related sequences. In this group of sequences, the
nearest known related sequence to a Cape dune mole rat
derived sequence was from Lachnospiraceae dorea from
human feces. The only other related sequence of known
origin in the cladogram was from the genus Clostridium,
but the group was presumptively assigned to
Lachnospiraceae based on the closest sequence. The sequen-
ces most closely related to the mole rat sequences were
obtained from cow feces, as determined both by strict
homology and by evolutionary relationships evident in
the cladogram (Figure 7). This result was independent of
alignment method and model of tree formation. In this
clade, as with Sarcina, little divergence of the Cape dune
mole rat sequences from other sequences was observed and
little divergence (98% minimum sequence identity) within
the sequences obtained from the Cape dune mole rat was
observed (Figure 7, Table 1). As with sequences assigned to
Sarcina, the full length Cape dune mole rat sequences
assigned as Lachnospiraceae formed a single distinct clade,
but this did not hold true when V4 sequences only were
considered (Figure 8). Like sequences assigned to Sarcina,
the limited diversity in this group resulted in a low level of
confidence in the resulting cladograms, and this clade
serves as a dramatic contrast to the Treponeme and
Desulfovibrio clades, which showed substantial evolution-
ary drift from known sequences.

Sequences presumptively assigned to the Clostridium,
Prevotella, Peptostreptococcaceae, and
Anaerocella clades

A total of six clones were isolated from four clades (three
genus level and one family level), and partial length 16S
rRNA sequences were determined. Trees were not con-
structed from these partial sequences, but nearest neighbor
sequences were determined. Sequences presumptively
assigned to Clostridium, Prevotella, Peptostreptococcaceae,
and Anaerocella as described in the Methods were most
closely related to sequences found in cow feces, pig feces,
rat cecum, and sheep rumen, respectively. Of note was the

Figure 2. Treponema phylogenetic tree constructed with V4 16S rRNA

sequences. Sequences from the mole rat are shown in light color. The evolu-

tionary history was inferred using the Neighbor-Joining method.25 The optimal

tree with the sum of branch length¼ 5.09844727 is shown. The tree is drawn to

scale, with branch lengths in the same units as those of the evolutionary dis-

tances used to infer the phylogenetic tree. The evolutionary distances were

computed using the Maximum Composite Likelihood method27 and are in the

units of the number of base substitutions per site. The analysis involved 168

nucleotide sequences. All positions containing gaps and missing data were

eliminated. There were a total of 203 positions in the final dataset. Evolutionary

analyses were conducted in MEGA7.19 Bootstrap values were typically low

(< 50) and are not shown. *Sequence with nearest identity to a sequence from

mole rat gut, used for presumptive identification of clade. **Sequence with

nearest identity to sequences from mole rat gut (from an unknown bacterial

species and therefore not used for identification of clade). (A color version of this

figure is available in the online journal.)
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fact that there were substantial differences between sequen-
ces from these four clades and previously identified
sequences, particularly for Peptostreptococcaceae (92.9% sim-
ilarity to nearest sequence), and Anaerocella (92.4% identity
to nearest known sequence).

Discussion

Treponemes within the mole rat showed evidence of a sub-
stantial adaptive radiation, with considerable diversity
found within the mole rat (81% minimum sequence identi-
ty) as well as substantial divergence (87.3% average
sequence identity to nearest neighbor) from previously
identified organisms (Table 1). Of the clades examined,
this clade showed the greatest divergence from previously
identified species, although Desulfovibrio sequences found
in the mole rat also revealed substantial differences from
previously described sequences (91.3% sequence identity to
nearest neighbor; Table 1). However, the low number of full
length sequence information from Desulfovibrio limits con-
clusions about the degree of adaptive radiation in that clade
within the mole rat. These findings suggest that at some
point during evolutionary history, the mole rat gut offered
unexplored niche space that was particularly well suited
for Treponemes and perhaps Desulfovibrio. Based on signifi-
cant differences between sequences found in the mole rat
gut and previously determined sequences from other sour-
ces (Table 1), it also seems likely that bacteria related to

Peptostreptococcaceae, Anaerocella, and perhaps Prevotella
may have extensively evolved in mole rats.

In contrast to the picture obtained with Treponemes and
Desulfovibrio, Lachnospiraceae and especially Sarcina exhib-
ited very limited diversity and differences from previously
identified species, with 97.0% and 99.2% average sequence
identity to nearest neighbors, respectively (Table 1). This
suggests that niche space for Lachnospiraceae and Sarcina,
both closely related to Clostridia (Figures 5 and 7), in the
mole rat gut is relatively more similar to that found in the
gut of other species, and perhaps less diverse in nature than
niche space for Treponemes and Desulfovibrio. This observa-
tion might suggest that Clostridia and related species
occupy a niche in the gut that is fundamental to the gut
itself, dependent on such ubiquitous intestinal factors as
mucus, epithelial cells and immune components that are
largely independent of diet. With that in mind, we suggest
that some microbial species of the gut may be
“housekeeping” organisms, present regardless of diet,
whereas other species may be more dependent on diet.

Several factors point toward the robust nature of the
results obtained in this study. First, cladograms were con-
sistent regardless of the method of analysis used to produce
them. The method of alignment made a slight difference,
with the SSU-ALIGN algorithm providing slightly less par-
simonious results in some cases than did other methods of
alignment evaluated. This may suggest that the SSU-
ALIGN method is not ideally suited for the data we

Figure 3. Desulfovibrio phylogenetic tree constructed with full length 16S rRNA sequences. Sequences from the mole rat are shown in light color, with nearest

neighbors in black. The evolutionary history was inferred using the Neighbor-Joining method.25 The optimal tree with the sum of branch length¼ 0.69530967 is shown.

The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches.26 The tree is

drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were

computed using the Maximum Composite Likelihood method27 and are in the units of the number of base substitutions per site. The analysis involved 18 nucleotide

sequences. All positions containing gaps and missing data were eliminated. There were a total of 1381 positions in the final dataset. Evolutionary analyses were

conducted in MEGA7.19 *Sequence with nearest identity to a sequence frommole rat gut, used for presumptive identification of clade. **Sequence with nearest identity

to sequences from mole rat gut (from an unknown bacterial species and therefore not used for identification of clade). (A color version of this figure is available in the

online journal.)

Ren et al. Mole rat microbiota 477
...............................................................................................................................................................



Figure 4. Desulfovibrio phylogenetic tree constructed with V4 16S rRNA sequences. Sequences from the mole rat are shown in light color, with nearest neighbors in

black. The evolutionary history was inferred using the Neighbor-Joining method.25 The optimal tree with the sum of branch length¼ 3.39524189 is shown. The tree is

drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were

computed using the Maximum Composite Likelihood method27 and are in the units of the number of base substitutions per site. The analysis involved 157 nucleotide

sequences. All positions containing gaps and missing data were eliminated. There were a total of 224 positions in the final dataset. Evolutionary analyses were

conducted in MEGA7 (19). Bootstrap values were typically low (< 50) and are not shown. *Sequence with nearest identity to a sequence from mole rat gut, used for

presumptive identification of clade. **Sequence with nearest identity to sequences from mole rat gut (from an unknown bacterial species and therefore not used for

identification of clade). (A color version of this figure is available in the online journal.)
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analyzed, but the lack of parsimony using SSU-ALIGN was
minor, supporting the overall conclusions of the study
pointing at substantial adaptive radiation in some clades
but not others. A second line of evidence pointing toward
the validity of the study is the fact that considerable clade-
to-clade variation was observed. While some clades
showed substantial divergence from related sequences in
the database, others showed very little. This observation
suggests that the divergence observed in clade-specific
and therefore not an artifact of the methodology used.

Whether this adaptive radiation occurred early in the
evolution of the mole rats remains in question, since
sequence information from mole rats is very limited.
Treponeme sequences from the gut of the Cape dune mole
rat form a common clade, as shown in Figure 1, consistent
with the view that Treponemes have co-evolved with mole
rats. At the same time, Treponeme sequences from the gut of
the Cape dune mole rat were substantially diverged (min-
imum 90% sequence identity) from sequences previously
found in the gut of the naked mole rat. The Treponeme
sequence from the naked mole rat remained isolated from
sequences of the Cape dune mole rat even when taking into
account the shorter length V4 sequences obtained by
Illumina sequencing (Figure 2). Thus, it is possible that
much of the adaptive radiation within the Treponeme
clade happened later in the evolution of the mole rats.
It is expected that additional work will shed further light
on this issue.

Microbiota can be derived from the microbiota of host
ancestors, as is known to have happened in the microbiotas
of extant primates,6 or microbiota can be obtained by lateral
transmission from other hosts, as is known to have hap-
pened with Firmicute populations in some termites.28

Alternatively, microbiota may be derived from organisms
acquired from the environment. We have previously noted
that “the majority of the microorganisms found in the ceca
of the (Cape dune) mole rats unexpectedly possessed an
elongated and often spirochete-like morphology.”29 The
other animal which is known to contain a microbiota with
this morphology is the dampwood termite (Zootermopsis
nevadensis).30 This observation suggested to us the hypoth-
esis that the Cape dune mole rat may have acquired its
microbiota, at least in part, via lateral transfer from a car-
bohydrate digesting insect.

That hypothesis is not supported here, with organisms
from the mole rat gut consistently showing the closest rela-
tionship with organisms other than those found in the ter-
mite gut. Sequences of Treponemes, Lachnospiraceae, and
Clostridium in the gut of the mole rat were most closely
related to bacterial sequences obtained from the guts or
feces of cows, suggesting that evolution of the mole rat
microbiota may have been acquired in part by transfer
from grazing animals prior to the adaptive radiation
observed here. Sequences of Sarcina, Anaerocella, and
Prevotella in the gut of the mole rat were most closely relat-
ed to bacterial sequences obtained from bear gut, sheep
rumen, and pig feces, respectively, suggesting that evolu-
tion of the mole rat microbiota may have been a complex
process involving a number of acquisition events.
Desulfovibrio and Peptostreptococcaceae-related 16S rRNA
sequences were closely related to organisms found in
mice and in rats, respectively, suggesting that these clades
could have been maintained in the rodent lineage rather
than acquired by lateral transfer. Thus, these data support
the idea that convergent evolution is primarily responsible
for the morphological similarities between the microbiota

Figure 5. Sarcina phylogenetic tree constructed with full length 16S rRNA sequences. Sequences from the mole rat are shown in light color, with nearest neighbors in

black. The evolutionary history was inferred using the Neighbor-Joining method.25 The optimal tree with the sum of branch length¼ 0.17475581 is shown. The

percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches.26 The tree is drawn

to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed

using the Maximum Composite Likelihood method27 and are in the units of the number of base substitutions per site. The analysis involved 14 nucleotide sequences.

All positions containing gaps and missing data were eliminated. There were a total of 1354 positions in the final dataset. Evolutionary analyses were conducted in

MEGA7.19 *Sequence with nearest identity to a sequence from mole rat gut, used for presumptive identification of clade. **Sequence with nearest identity to

sequences from mole rat gut (from an unknown bacterial species and therefore not used for identification of clade). (A color version of this figure is available in the

online journal.)
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Figure 6. Sarcina phylogenetic tree constructed with V4 16S rRNA sequences. Sequences from the mole rat are shown in light color, with nearest neighbors in black.

The evolutionary history was inferred using the Neighbor-Joining method.25 The optimal tree with the sum of branch length¼ 6.23522357 is shown. The tree is drawn to

scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed using

the Maximum Composite Likelihood method27 and are in the units of the number of base substitutions per site. The analysis involved 372 nucleotide sequences.

All positions containing gaps and missing data were eliminated. There were a total of 185 positions in the final dataset. Evolutionary analyses were conducted in

MEGA7.19 Bootstrap values were typically low (< 50) and are not shown. *Sequence with nearest identity to a sequence from mole rat gut, used for presumptive

identification of clade. **Sequence with nearest identity to sequences from mole rat gut (from an unknown bacterial species and therefore not used for identification of

clade). (A color version of this figure is available in the online journal.)
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of the mole rat and termite guts. Although it might be
hypothesized that the wood-derived cellulose and
the geophyte-derived cellulose in the diet of the termite
and the mole rat, respectively, drove the evolution of mor-
phological distinctiveness, it is not known by what mecha-
nism a woody, cellulose-rich diet might have driven
such evolution.

In the Cape dune mole rat gut, we observed preponder-
ances of Clostridia-related Firmicutes (Sarcina and
Lachnospiraceae) and, depending on the methodology
(Sanger versus Illumina), Proteobacteria belonging to the
genus Desulfovibrio. Although this represents the first
examination of the microbiota of the Cape dune mole rat,
the microbiota of a domesticated naked mole rat from the
St. Louis Zoo has been previously evaluated by analysis of
322 full length 16s sequences.3 About 5% of the sequences
from the naked mole rat were attributed to Spirochaetes,
consistent with the results of this study. However, in
contrast to the results observed in this study, preponderan-
ces of gammaproteobacteria (�48% of total sequences),
Actinobacteria (�27% of total sequences), and
Deferribacteres (�11% of total sequences) were identified
in the naked mole rat. Thus, differences between the
Cape dune mole rat’s microbiota observed in this study
and the previously published microbiota of the naked
mole rat are substantial and entail more than 75% of the
total microbiota described here. These differences might be
attributed to the different species, to the methodology used,
or to differences in the diets of the two animals. Indeed,
domesticated mole rats typically subsist on a diet of pri-
marily sweet potato, and diet alteration is known to dra-
matically alter microbiota composition.1–3 For whatever

reason, large study-to-study differences in microbiota com-
positions of vertebrate species are not new,10 indicating the
importance of multiple studies using multiple animals
before any conclusions about microbiota compositions in
a population can be ascertained with any degree of certain-
ty. That being said, this studywas not designed to probe the
microbiota composition in a population of mole rats, but
rather to probe the origins of the microbiota in an animal
that has dietary habits which differ markedly from typical
related species (i.e. typical rodents).

The finding that cellulose digesting microbes have sub-
stantially evolved in the mole rat suggests that these organ-
isms might be of substantial importance for future biotech
applications. Indeed, considerable interest has surrounded
the potential for cellulose digesting organisms to be har-
nessed for energy production.31,32 The finding of extensive
adaptive radiation in this community suggests that explo-
ration of this niche space or other previously uncharacter-
ized niche spaces may yield novel organisms that could aid
greatly in harnessing cellulose as a renewable resource31,32

or perhaps utilization of cellulose digesting non-ruminant
animals as a sustainable food source for the human popu-
lation . However, the present work is also of some interest
for basic science.

Mitochondrial 12S rRNA gene studies suggest that New
World caviomorpha and Old World phiomorpha separated
from a common ancestor around 33–39 million years
ago. African mole rats (Bathyergidae) are subterranean
Hystricomorph rodents found in the latter group (Old
world phiomorpha) and have three close relatives,
namely Petromuridae (dassie rats), Thryonomyidae (cane
rats) and Hystricidae (Old World porcupines).12 Based on

Figure 7. Lachnospiraceae phylogenetic tree constructed with full length 16S rRNA sequences. Sequences from the mole rat are shown in light color, with nearest

neighbors in black. The evolutionary history was inferred using the Neighbor-Joining method.25The optimal tree with the sum of branch length¼ 0.25150654 is shown.

The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches.26 The tree is

drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were

computed using the Maximum Composite Likelihood method27 and are in the units of the number of base substitutions per site. The analysis involved 15 nucleotide

sequences. All positions containing gaps and missing data were eliminated. There were a total of 1277 positions in the final dataset. Evolutionary analyses were

conducted in MEGA7.19 *Sequence with nearest identity to a sequence frommole rat gut, used for presumptive identification of clade. **Sequence with nearest identity

to sequences from mole rat gut (from an unknown bacterial species and therefore not used for identification of clade). (A color version of this figure is available in the

online journal.)
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mitochondrial cytochrome b and 12s rRNA molecular
clocks, the eusocial naked mole rat, Heterocephalus glaber
represents the oldest lineage of the African mole rats,
while the solitary Bathyergus genus (together with
Georychus) represent the third oldest lineage.33 While the
habitats and soil types in which extant Bathyergids live and
burrow may differ between species, their herbivorous diets
remain remarkably similar in that all consume under-
ground storage organs of plants including roots, corms,
and tubers.12 In addition to geophytes, the two Bathyergus
species (B. suillus and B. janetta) consume above ground
portions of grasses and other vegetation.12 Furthermore,
the closest phylogenetic relatives of Bathyergidae are all
herbivorous, ingesting roots, fruit, bulbs, and grasses.34

The extinct Bathyergus hendeyi, which probably represents
an early precursor to the two modern Bathyergus species, all
share similarities in teeth morphology35 which suggest that
B. hendeyi was also herbivorous. Mole rat fossil teeth indi-
cate herbivory, probably from the earliest divergence of
Bathyergids (Personal communication from Faulkes to
SHK, used with permission).

Although the diets of mole rats are atypical of rodents,
various species belonging to New World caviomorpha,
such as the New World porcupine, can ingest roots and
stems. With this in mind, lateral transfer of cellulose-
digesting microbes from grazing animals may have hap-
pened before mole rats and other extanct animals separated
from a common ancestor. Future studies involving
the analysis of microbiotas from closely related animals
(rock rats, cane rats, old world porcupines, and various
species of Caviomorpha) are expected to provide insight
into this issue.
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