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Abstract
More than 85 species of cave-obligate (troglobiotic) millipede have been described from North America. 
Understanding the patterns and processes that determine their distribution in this region is an area of 
recent research. Here, we present the first molecular phylogeographic study of troglobiotic millipedes. 
Millipedes of the genus Tetracion Hoffman, 1956 (Callipodida: Abacionidae) inhabit caves on the Cum-
berland Plateau in Tennessee and Alabama, a global hotspot for cave biodiversity. Three species have been 
described: T. jonesi Hoffman, 1956, T. antraeum Hoffman, 1956, and T. tennesseensis Causey, 1959. To ex-
amine genetic divergence within and between species of Tetracion we sequenced part of the mitochondrial 
cytochrome oxidase 1 gene from 53 individuals from eleven caves across the range of T. tennesseensis and 
in the northern part of the range of T. jonesi. We found: (1) little variation within species (six haplotypes 
in T. tennesseensis and four haplotypes in T. jonesi, with a maximum of 1.4% intraspecific divergence 
between haplotypes), (2) that gene flow between caves is limited (7 of 10 haplotypes were restricted to 
a single cave, and FST > 0.80 and P < 0.05 for fifteen of eighteen comparisons between caves), and (3) 
significant genetic divergence between species (8.8% between T. tennesseensis and T. jonesi). Our results 
are consistent with previous morphology-based species definitions showing T. tennesseensis and T. jonesi 
belonging to distinct taxa. Our research contributes to the growing body of phylogeographic information 
about cave species on the Cumberland Plateau, and provides a point of comparison for future studies of 
troglobionts and millipedes.
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introduction

Millipedes (Diplopoda) are a large, understudied group. Twelve thousand species belong-
ing to sixteen orders have been described and it is estimated that as many as 80,000 species 
exist. Little is known about the ecology, life history, and phylogeny of the great majority 
of species (Sierwald and Bond 2007). Millipedes are detritivores, feeding on decaying 
organic matter in the leaf litter and as such play an essential role in nutrient cycling. They 
are also model organisms for microendemic studies with many species confined to small 
geographic areas near populations of closely related taxa. Such distributional patterns are 
probably due to their inability to travel long distances (Sierwald and Bond 2007). Mil-
lipedes are the fourth largest group of cave-obligate (troglobiotic) invertebrates in North 
America, after the insects, arachnids and crustaceans (Culver et al. 2000).

Troglobiotic millipedes inhabit caves in temperate and tropical areas (Mauries 
2003; Culver and Pipan 2009). Troglobiotic millipedes belong to a variety of orders 
including Chordeumatida, Callipodida, Glomerida, Polydesmida, Julida and Spiros-
trepsida (Mauries 2003; Culver and Pipan 2009). Most have evolved troglomorphic 
characters associated with cave-adapted organisms including reduced ocelli, elongated 
appendages, lack of pigmentation, and decalcification of the integument (Mauries 
2003; Culver and Pipan 2009). Like other cave organisms, troglobiotic millipedes are 
generally dependent on resources that have been carried into caves from the surface. 
Troglobiotic millipedes may feed on leaf litter, scrape bacteria off of rocks or feed on 
bat guano. Some species are amphibious, and filter particulate matter from the water. 
Troglobiotic millipedes can be abundant in caves with dozens of individuals present 
within a small area (Culver and Pipan 2009).

More than 85 troglobiotic millipede species have been described in North Ameri-
ca, most of which belong to the family Chordeumatidae. Some genera are exclusively 
troglobiotic: e.g. Zygonopus Ryder, 1881 from West Virginia, Mexiterpes Causey, 1963 
from Mexico and Scoterpes Cope, 1872 from southeastern North America, whereas 
other genera, such as Pseudotremia Cope, 1869, contain surface-dwelling species as 
well (Shear 2008). Troglobiotic millipede species may either have broad ranges or be 
limited to a single cave or several caves within a given karst system. Range size may 
be influenced by regional geological differences. For example, Scoterpes species tend to 
have small ranges where the limestone strata are highly folded and broad ranges where 
limestone strata are flat and extend over long distances (Shear 2010).

Genetic research on troglobiotic millipedes is limited. Laing et al. (1976) used 
isozymes to study two populations of Scoterpes in Kentucky and found high genetic 
diversity between populations but low genetic diversity within each population. These 
populations were later described as belonging to different species (Shear 2010). Woo 
et al. (2007) sequenced the entire mitochondrial genome of a Korean cave millipede. 
Despite the lack of genetic studies on cave millipedes, there are a number of genetic 
studies on other cave organisms. These studies have shown that both vicariance and 
dispersal play a role in the speciation of cave organisms. Such research has also revealed 
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an abundance of cryptic species among cave taxa (reviewed in Porter 2007; Juan et al. 
2010).

Troglobiotic millipedes belonging to the genus Tetracion Hoffman, 1956 (Callipo-
dida, Abacionidae) inhabit caves of the southern Cumberland Plateau in Tennessee and 
Alabama. Three species have been described: T. jonesi Hoffman, 1956, T. antraeum 
Hoffman, 1956 and T. tennesseensis Causey, 1959. They are relatively large (up to 8 
cm in length) and exhibit troglomorphic characters including lack of pigmentation, 
reduced ocelli and elongated appendages (Peck 1989; Figure 1). Peck (1989) noted that 
they may be the most abundant scavenger species in Alabama cave communities. As in 
other callipodid species, T. jonesi secretes p-cresol as a defensive compound (Peck 1989; 
Shear et al. 2010). It appears this defensive mechanism is effective as these millipedes are 
not part of the diet of Eurycea lucifuga Rafinesque, 1822 or Plethodon glutinosus (Green, 
1818), two common cave salamanders (Peck 1974; Peck and Richardson 1976).

Figure 1. Tetracion jonesi individual from Williams Saltpeter Cave, Jackson County, Alabama. Photo by 
Alan Cressler.
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The type species for the genus, T. jonesi, was described from Bat Cave, near Grant, 
Marshall County, Alabama (Hoffman 1956). In the same publication Hoffman also 
described the subspecies T. j. antraeum, with a type locality of Barclay Cave, Madison 
County, Alabama. The subspecies were distinguished on the basis of differences in the 
structure of the male gonopods (Hoffman 1956). T. tennesseensis was subsequently de-
scribed from Warren County in central Tennessee; this species is smaller and inhabits 
caves at the northernmost range of the genus (Causey 1959). Causey (1959, 1960) 
noted new records for T. j. antraeum, extending its range into Jackson County, Alabama 
and Franklin County, Tennessee (Figure 2). Shear (1969) claimed that the morpho-
logical differences between T. j. jonesi and T. j. antraeum were insignificant and that 
subspecific status was not justified. T. j. antraeum was subsequently elevated to species 
level status since its range did not overlap with that of T. j. jonesi and therefore was 
completely isolated from this species (Shelley 1996). Hoffman (1999) reported that 
Tetracion is found in Georgia; we believe this is an error.

Because classification within Tetracion is based solely on morphological charac-
ters, we wanted to test if morphological species definitions corresponded to patterns 
of genetic variation. We also wanted to understand the population structure of these 
cave-obligate millipedes and determine if gene flow was occurring between popula-
tions. To do this, we sequenced part of the mitochondrial cytochrome oxidase 1 (CO1) 
gene from across the range of T. tennesseensis and in the northern part of the range of 
T. jonesi. We expected to find high genetic divergence between species and significant 
population structure within species. This is the first molecular phylogeographic study 
of troglobiotic millipedes.

Materials and Methods

Collecting

Tetracion specimens were collected from eleven caves on the southern Cumberland 
Plateau between 1996 and 2009. Specimens were collected from Franklin, Grundy, 
Warren, White and Van Buren Counties in Tennessee and Jackson County in Ala-
bama. Due to the uncertain status of T. antraeum, we refer to our specimens from 
Jackson County, Alabama and Franklin County, Tennessee as T. jonesi. Our sampling 
covered the full range of T. tennesseensis and the northern portion of the range of T. 
jonesi (Figure 1). After the arrival of White Nose Syndrome to northern Tennessee in 
early 2010, we canceled all sampling in Alabama to avoid the possibility of spreading 
the fungus south. As a result we did not sample the southern portion of the range of 
this genus. Further sampling across the range of Tetracion in Alabama is required to 
determine if there is genetic evidence for the distinctiveness of T. antraeum. We refer 
to all caves by their Tennessee Cave Survey or Alabama Cave Survey names. Due to the 
sensitive nature of cave habitats, cave coordinates are not published in this manuscript.
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As Tetracion and Abacion Rafinesque, 1820 are the only genera of the tribe Aba-
cionini in the family Abacionidae (Shelley 1979; Hoffman 1999), we used an individ-
ual of the surface-dwelling species Abacion magnum (Loomis, 1943) as our outgroup. 
This individual was collected from Howard County, Maryland by J. Shultz. All mil-
lipedes were stored in 95% ethanol at -80°C.

DNA extractions, PCR, and DNA sequencing

We followed the manufacturer’s protocol from the DNeasy Blood and Tissue Kit (Qia-
gen; P/N: 69506) for DNA extractions. Millipede tissue was taken from the legs, anten-
nae, or a section of the trunk. We used polymerase chain reactions (PCR) to amplify the 
mitochondrial CO1 gene. Amplitaq Gold PCR Master Mix (Applied Biosystems; P/N: 
4318739) was added to all reactions and several different primer combinations were nec-

Figure 2. The distribution of populations of the millipede genus Tetracion (Callipodida: Abacionidae). T. 
tennesseensis populations are in red, and T. jonesi and T. antraeum populations are in blue. Higher altitudes 
are indicated by darker shades of grey. Dashed lines indicate county boundaries and the solid lines indicate 
state boundaries between Tennessee, Alabama and Georgia.
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essary for successful amplifications. The most successful amplifications for T. jonesi were 
obtained using the primer combinations HCO1-tet (5’-GATATAGAATAGGATCTC-
CTCCAGC-3’) and LCO1-milli (5’-TCCACAAACCACAAAGACATTGG-3’), and 
for T. tennesseensis HCO1-Tetten (5’-TCCTCCAGCGAGCAGGATCAAAGA-3’) 
and LCO1-Tetten (5’- ATTTTTGGAGCTTGAGCTGCCATG-3’). We cycled all 
reactions once for 5 min at 95°C and 35 times for 15 s at 95°C, 15 s at 50°C, and 1 
min at 72°C. Occasionally, we lowered the annealing temperature from 50°C to 45°C 
to improve amplification. Successful PCR reactions were purified following the manu-
facturer’s protocol for the QIAquick PCR Purification Kit (Qiagen; P/N: 28106) and 
both strands were sequenced on an Applied Biosystems 3730 sequencer. All sequences 
have been submitted to GenBank (Accession #JN656558-JN656611).

Genetic analyses

Sequences were aligned and edited using Sequencher (v. 4.9; Gene Codes Corp., Ann 
Arbor, MI) and the number of indels, transitions and transversions were counted by 
eye. We used TCS (v. 1.21; Clement et al. 2000) to analyze haplotypes within species. 
This analysis required a standardized sequence length and therefore all sequences were 
trimmed to the length of our shortest haplotype. Mean pairwise distances between hap-
lotypes and between populations were determined using MEGA (v. 4.0.2; Tamura et al. 
2007). We also tested for population structure between all populations where we sam-
pled five or more individuals using F statistics in Arlequin (v. 3.1; Excoffier et al. 2005).

To test for monophyly of T. tennesseensis and T. jonesi, we constructed a phyloge-
netic tree. We used MrBayes (v. 3.1.2; Ronquist and Huelsenbeck 2003) to conduct 
Bayesian phylogenetic analyses on a matrix of all haplotypes. We partitioned the data 
by codon position, and for each partition we used a General Time-Reversible (GTR) 
model with six substitution rates, estimated nucleotide frequencies, and a gamma dis-
tribution of rates. These model parameters were linked between partitions with the 
exception of the gamma parameter, which was unlinked for the 3rd codon position 
partition due to the large number of changes in the 3rd position relative to the 1st and 
2nd codon positions. We calculated clade credibility values from 8000 trees by sampling 
every 1000th tree from two runs of 5,000,000 trees after discarding the first 1001 sam-
pled trees of each run. We also conducted a branch-and-bound parsimony bootstrap 
analysis (1000 replicates) in PAUP* (v. 4.0; Swofford 2001).

Results

Sequencing results

We obtained sequences from 54 individuals: 17 from Tetracion jonesi, 36 from T. ten-
nesseensis, and 1 from Abacion magnum (Table 1). Average sequence length was 568 bp, 
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with a maximum length of 571 bp and a minimum length of 541 bp; 30,090 bp were 
sequenced in total. No indels, gaps, or stop codons were present and seven ambiguous 
bases were located. Within Tetracion, there were 55 variable sites of which 40 were 
transitions, 12 were transversions, and 3 were sites where both a transition and trans-
version had occurred. Of those variable sites, 41 were fixed differences between T. jonesi 
and T. tennesseensis including 27 transitions, 11 transversions, and 3 sites where both 
a transition and transversion had occurred. There was one fixed amino acid difference 
between T. jonesi and T. tennesseensis and there were five fixed amino acid differences 
between Abacion and Tetracion.

Intraspecific variation

Six haplotypes were present in T. tennesseensis (T1 to T6; Figure 3). Genetic varia-
tion within T. tennesseensis was low as haplotypes differed by no more than eight nu-
cleotides. Clustering was apparent in the T. tennesseensis network; haplotypes T1-T4 
formed one cluster whereas haplotypes T5-T6 formed another cluster which differed 
from the first cluster by four nucleotides (Figure 3). Four haplotypes were limited 
to a single cave (T2, T3, T4, T6) and two were found in multiple caves (T1 and 
T5; Figure 4). The most common haplotype (T1) was shared among 14 out of 36 
individuals. The least common haplotype (T2) was present in only one individual. 
Five of seven cave populations were fixed for a single haplotype (Table 1; Figure 4). 
Woodlee and Coppinger Caves each had populations containing two different hap-
lotypes. In both cases the two haplotypes present in a single cave differed by a single 
nucleotide (Table 1; Figure 3). Consistent with the observation that most caves had 
distinct haplotypes, FST values between caves were high and significant (FST > 0.90, 

table 1. Summary of Tetracion genetic samples including cave sites, their Tennessee or Alabama Cave 
Survey number, sample size (N), and haplotypes observed.

Cave County State  Cave Survey # N Haplotypes
T. tennesseensis

Coppinger Grundy TN TGD9 8 T1 (x5), T3 (x3)
Crystal Grundy TN TGD10 5 T1 (x5)

Woodlee Grundy TN TGD31 5 T1 (x4), T2
Case Brothers Van Buren TN TVB169 2 T5 (x2)
Jaco Springs Warren TN TWR317 6 T4 (x6)

Little Bat Warren TN TWR18 5 T6 (x5)
Lockwood White TN TWH19 5 T5 (x5)

T. jonesi
Grapevine Franklin TN TFR423 5 J1 (x4), J3

Keith Franklin TN TFR14 5 J4 (x5)
Little Crow Creek Franklin TN TFR354 1 J2

Jess Elliot Jackson AL AJK323 6 J2 (x6)
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Figure 3. Haplotype networks for A Tetracion tennesseensis with haplotypes T1-T6, and B T. jonesi with 
haplotypes J1-J4. Haplotype names correspond to those designated in Table 1. Each nucleotide difference 
is indicated by a single branch segment, and the frequency of each haplotype is indicated by the relative 
area of the haplotype circle. Extinct and/or unsampled haplotypes are indicated by small, open circles. The 
T. tennesseensis and T. jonesi networks differ by 42 differences.

A B

Figure 4. Distribution of Tetracion haplotypes across the southern Cumberland Plateau in Tennessee and 
Alabama. Haplotypes from T. tennesseensis (T1-T6) and T. jonesi (J1-J4) correspond to those designated in 
Table 1. Higher altitudes are indicated by darker shades of grey. Dashed lines indicate county boundaries 
and the solid lines indicate state boundaries between Tennessee, Alabama and Georgia.
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P < 0.05; Table 2) for twelve of fifteen comparisons. The only exceptions were the 
comparisons between Coppinger, Crystal and Woodlee Caves, which shared haplo-
type T1 (Table 1) and were non-significant (Table 2). Although caves generally did 
not share haplotypes, mean CO1 divergence between caves was low (<1.4% for all 
comparisons; Table 2).

Four haplotypes were present within T. jonesi (J1-J4; Figure 3). Genetic variation 
within T. jonesi was lower than within T. tennesseensis as haplotypes differed by no more 
than four nucleotides. The most common haplotype (J2) was present in 7 out of 17 
individuals; the least common haplotype (J3) was found in only one individual. Hap-
lotypes were not shared between caves except J2 which was present in two caves (Jess 
Elliot and Little Crow Creek) and all cave populations were fixed for a single haplo-
type except for the Grapevine population which contained two haplotypes (J1 and J3; 
Figure 4), that differed by a single nucleotide (Figure 3). FST values between caves were 
high and significant for all comparisons (FST > 0.80, P < 0.01; Table 2). Mean genetic 
distance between caves ranged from 0.2-0.7% (Table 2).

Interspecific variation

Within Tetracion, interspecific genetic variation was much greater than intraspecific 
genetic variation. Kimura 2-parameter (K2P, Kimura 1980) distances between T. ten-
nesseensis and T. jonesi haplotypes ranged from 8.2-9.2% with a mean of 8.8%. Our 
phylogenetic tree reflected these results as we found strong support for the monophyly 
of T. tennesseensis and T. jonesi (Figure 5). Our Bayesian and parsimony analyses sup-
ported the same topology (Figure 5). Mean K2P distance between Tetracion and Aba-
cion was 20.9%.

table 2. Mean p-distance between Tetracion populations (above diagonal), and population pairwise FST 
values (below diagonal; *P < 0.05, **P < 0.01).

T. tennesseensis
Coppinger Crystal Woodlee Jaco Springs Little Bat Lockwood

Coppinger 0.001 0.001 0.006 0.011 0.007
Crystal 0.20 0.000 0.005 0.010 0.007

Woodlee 0.17 0.00 0.006 0.011 0.008
Jaco Springs 0.91** 1.00** 0.94** 0.012 0.013

Little Bat 0.94** 1.00* 0.96** 1.00** 0.005
Lockwood 0.92** 1.00** 0.95** 1.00** 1.00**

T. jonesi
Grapevine Keith Jess Elliott

Grapevine 0.006 0.002
Keith 0.94** 0.007

Jess Elliott 0.85** 1.00**
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Discussion

We found low intraspecific genetic variation in Tetracion, both in the number of hap-
lotypes observed and in the amount of divergence between haplotypes. Only ten hap-
lotypes were observed and populations were generally fixed for a single haplotype. As 
our sample size was small (mean = 4.8 individuals/cave), it is possible that further sam-
pling would reveal greater diversity within populations. The maximum intraspecific 
divergence between haplotypes was 1.4%. Genetic variation was lower within T. jonesi 
populations but that may be due to sampling bias as we did not survey the entire range 
of this species. Such low intraspecific genetic variation contrasts with other troglobiotic 
organisms from the Cumberland Plateau. For example, Snowman et al. (2010) found 
high genetic variation (up to 4%) between populations of the cave spider Nesticus barri 
Gertsch, 1984, and Dixon and Zigler (2011) found high genetic variation in several 
cave species (including a fly, a beetle, and an isopod) on a small scale. High levels of 
genetic variation were also observed in the cave crayfish genera Orconectes Cope, 1872 
and Cambarus Erichson, 1846 (Buhay and Crandall 2005; Buhay et al. 2007), and in 
cave salamanders of the genus Gyrinophilus Cope, 1869 (Niemiller et al. 2008).

Figure 5. Bayesian majority rule consensus phylogenetic relationships for Tetracion cytochrome oxidase 
I haplotypes. Bayesian clade credibility values and branch-and-bound parsimony bootstrap values are 
indicated above branches.
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Although the differences between Tetracion populations were not great, popula-
tions were generally fixed for a single haplotype. Across eleven populations, only three 
haplotypes were shared between caves, and in each case the haplotypes were shared by 
geographically proximate caves. In the three caves with two haplotypes, the haplotypes 
in those caves differed by a single nucleotide, which is consistent with in situ evolu-
tion through mutation, as opposed to migration from a genetically distinct popu-
lation. These patterns are similar to those observed in other terrestrial troglobionts 
from the Cumberland Plateau (Snowman et al. 2010; Dixon and Zigler 2011), but 
contrast with those of the cave crayfish and cave salamanders, where haplotypes were 
commonly shared among populations and across large distances (Buhay and Crandall 
2005; Buhay et al. 2007; Niemiller et al. 2008). Aquatic subterranean habitats may 
be better connected than terrestrial subterranean habitats, or the longer lifespans of 
crayfish and salamanders may permit greater levels of migration and gene flow between 
populations.

Our molecular results were consistent with previous morphology-based species 
definitions. Interspecific genetic variation in Tetracion was high (8.8%). Several studies 
have used the CO1 gene to study millipede phylogeny and population structure, and 
the divergence between T. jonesi and T. tennesseensis was greater than that observed for 
most interspecific comparisons within Appalachioria Marek and Bond, 1996 (Swaf-
ford and Bond 2010), Parafontaria (Verhoeff, 1936) (Sota and Tanabe 2010), and 
Pseudotremia (Dixon and Zigler 2011). Although we do not have a molecular clock for 
Tetracion, if we use the often cited insect mitochondrial clock of 2.3% divergence/my 
(Brower 1994), or Papadopoulou et al.’s (2010) beetle CO1 clock of 3.5% divergence/
my, we can estimate that T. jonesi and T. tennesseensis diverged several million years ago. 
Interestingly, the boundary between the ranges of T. jonesi and T. tennesseensis in north-
east Franklin County coincides with species boundaries in two other genera of troglo-
biotic millipedes. Pseudotremia barri Lewis, 2005 and Scoterpes ventus Shear, 1972 are 
found north of the break point whereas P. minos Shear, 1972 and S. stewartpecki Shear, 
2010 are found south of it (Lewis 2005; Shear 2010). CO1 divergence between P. barri 
and P. minos, which may or may not be sister taxa, across that boundary is 3.7%, less 
than half that observed in Tetracion (Dixon and Zigler 2011).

Tetracion is an interesting contrast to other genera of troglobiotic millipedes known 
from the Cumberland Plateau and adjacent areas. Tetracion is not speciose, and each 
of its species has a large range spanning several counties and dozens of caves. Scoterpes, 
with fourteen troglobiotic species (Shear 2010), and Pseudotremia, with more than 
fifty species, most of which are troglobiotic (Lewis 2005; Shear 2008), are much more 
speciose. Many Scoterpes and Pseudotremia species are known from one or a few caves, 
and it has been suggested that Scoterpes species with large ranges may be ‘superspecies’ 
containing multiple distinct lineages worthy of recognition as species (Shear 2010). 
It is not clear why Tetracion exhibits this distinct pattern. Further research on the 
phylogeography and population structure of other troglobiotic millipedes, as well as 
sampling the full range Tetracion, may help unravel this mystery.



Stephanie Loria et al.  /  International Journal of Myriapodology 5: 35–48 (2011)46

Acknowledgements

We thank R. Hoffman and W. Shear for advice on Tetracion taxonomy. We also thank 
N. Hollingshead for GIS assistance, A. Cressler for sharing his Tetracion photograph, 
G. Moni for sharing Tennessee Cave Survey information, S. Shaw for sharing Alabama 
Cave Survey information, and J. Shultz and C. Cunningham for providing the Abacion 
specimen. H. Enghoff and P. Stoev provided helpful comments. This project was sup-
ported by Sewanee: The University of the South.

References

Buhay JE, Crandall KA (2005) Subterranean phylogeography of freshwater crayfishes shows ex-
tensive gene flow and surprisingly large population sizes. Molecular Ecology 14: 4259–5273. 
doi: 10.1111/j.1365-294X.2005.02755.x

Buhay JE, Moni G, Mann N, Crandall KA (2007) Molecular taxonomy in the dark: Evolution-
ary history, phylogeography, and diversity of cave crayfish in the subgenus Aviticambarus, 
genus Cambarus. Molecular Phylogenetics and Evolution 42: 435–448. doi: 10.1016/j.
ympev.2006.07.014

Brower AVZ (1994) Rapid morphological radiation and convergence among races of the but-
terfly Heliconius erato inferred from patterns of mitochondrial DNA evolution. Proceedings 
of the National Academy of Science USA 91: 6491–6495. doi: 10.1073/pnas.91.14.6491

Causey NB (1959) Some cavernicolous millipeds from the Cumberland Plateau. Journal of 
Tennessee Academy of Science 34: 229–237.

Causey NB (1960) Speciation in North American cave millipedes. The American Midland 
Naturalist 64: 116–122. doi: 10.2307/2422896

Clement M, Posada D, Crandall K (2000) TCS: A computer program to estimate gene genealo-
gies. Molecular Ecology 9:1657–1660. doi: 10.1046/j.1365-294x.2000.01020.x

Culver DC, Pipan T (2009) The biology of caves and other subterranean habitats. Oxford, New 
York, 46, 63–64.

Culver DC, Master LL, Christman MC, Hobbs III HH (2000) Obligate cave fauna of 
the 48 contiguous states. Conservation Biology 14: 386–401. doi: 10.1046/j.1523-
1739.2000.99026.x

Dixon GB, Zigler KS (2011) Cave-obligate biodiversity on the campus of Sewanee: The Uni-
versity of the South, Franklin County, Tennessee. Southeastern Naturalist 10: 251–266. 
doi: 10.1656/058.010.0206

Excoffier L, Laval G, Schneider S (2005) Arlequin ver. 3.0: An integrated software package for 
population genetics data analysis. Evolutionary Bioinformatics Online 1:47–50.

Hoffman RL (1956) New genera and species of cavernicolous diplopods from Alabama. Ala-
bama Geological Survey Museum Paper 35: 5–11.

Hoffman RL (1999) Checklist of the Millipeds of North and Middle America. Virginia Mu-
seum of Natural History Special Publications 8: 1–584.

http://dx.doi.org/10.1111/j.1365-294X.2005.02755.x
http://dx.doi.org/10.1016/j.ympev.2006.07.014
http://dx.doi.org/10.1016/j.ympev.2006.07.014
http://dx.doi.org/10.1073/pnas.91.14.6491
http://dx.doi.org/10.2307/2422896
http://dx.doi.org/10.1046/j.1365-294x.2000.01020
http://dx.doi.org/10.1046/j.1523-1739.2000.99026.x
http://dx.doi.org/10.1046/j.1523-1739.2000.99026.x
http://dx.doi.org/10.1656/058.010.0206


Molecular phylogeography of the troglobiotic millipede Tetracion... 47

Juan C, Guzik MT, Jaume D, Cooper SJB (2010) Evolution in caves: Darwin’s ‘wrecks of an-
cient life’ in the molecular era. Molecular Ecology 19: 3865–3880. doi: 10.1111/j.1365-
294X.2010.04759.x

Kimura M (1980) A simple method for estimating evolutionary rates of base substitution 
through comparative studies of nucleotide sequences. Bioinformatics 17: 1244–1245.

Laing CD, Carmody GR, Peck SB (1976) How common are sibling species in cave-inhabiting 
invertebrates. The American Midland Naturalist 110: 184–189.

Lewis JJ (2005) Six new species of Pseudotremia from caves of the Tennessee Cumberland Pla-
teau (Diplopoda: Chordeumatida: Cleidogonidae). Zootaxa 1080: 17–31.

Mauries JP (2003) Myriapoda (centipedes and millipedes). In: Gunn J (Ed) Encyclopedia of 
aves and Karst Science. Fitzroy Dearborn, New York, London, 534–536.

Niemiller ML, Fitzpatrick BM, Miller BT (2008) Recent divergence with gene flow in Ten-
nessee cave salamanders (Plethodontidae: Gyrinophilus) inferred from gene genealogies. 
Molecular Ecology 17: 2258–2275. doi: 10.1111/j.1365-294X.2008.03750.x

Papadopoulou A, Anastasiou I, Vogler AP (2010) Revisiting the insect mitochondrial molecular 
clock: The mid-Aegean trench calibration. Molecular Biology and Evolution 27: 1659–1672. 
doi: 10.1093/molbev/msq051

Peck SB (1974) The food of the salamanders Eurycea lucifuga and Plethodon glutinosus in caves. 
The National Speleological Society Bulletin 36: 7–10.

Peck SB (1989) The cave fauna of Alabama: Part I. The terrestrial invertebrates (excluding in-
sects). The National Speleological Society Bulletin 51: 11–33.

Peck SB, Richardson BL (1976) Feeding ecology of the salamander Eurycea lucifuga in the en-
trance, twilight, and dark zones of caves. Annales de Speleologie 31: 171–182.

Porter ML (2007) Subterranean biogeography: what have we learned from molecular tech-
niques? Journal of Cave and Karst Studies 69: 179–186.

Ronquist F, Huelsenbeck JP (2003) MrBayes 3: Bayesian phylogenetic inference under mixed 
models. Bioinformatics 19: 1572–1574. doi: 10.1093/bioinformatics/btg180

Shear WA (1969) A synopsis of the cave milliped genera of the United States with an illustrated 
key to genera. Pysche 76: 123–146.

Shear WA (2008) Cave millipeds of the United States. VII. New species and records of the ge-
nus Pseudotremia Cope. I. Species from West Virginia, USA (Diplopoda, Chordeumatida, 
Cleidogonidae). Zootaxa 1764: 53–56.

Shear WA (2010) The millipede family Trichopetalidae, Part 2: The genera Trichopetalum, Zy-
gonopus, and Scoterpes (Diplopoda: Chordeumatida, Cleidognoidea). Zootaxa 2385: 1–62.

Shear WA, McPherson IS, Jones TH, Loria SF, Zigler KS (2010) Chemical defense of a troglo-
biont milliped, Tetracion jonesi Hoffman (Diplopoda: Callipodida: Abacionidae). Interna-
tional Journal of Myriapodology 3: 153–158. doi: 10.1163/187525410X125786029605
88

Shelley RM (1979) A revision of the milliped genus Delophon with the proposal of two new 
tribes in the subfamily Abacioninae (Callipodida: Caspiopetalidae). Proceedings of the 
Biological Society of Washington 92: 533–550.

http://dx.doi.org/10.1111/j.1365-294X.2010.04759.x
http://dx.doi.org/10.1111/j.1365-294X.2010.04759.x
http://dx.doi.org/10.1111/j.1365-294X.2008.03750.x
http://dx.doi.org/10.1093/molbev/msq051
http://dx.doi.org/10.1093/bioinformatics/btg180
http://dx.doi.org/10.1163/187525410X12578602960588
http://dx.doi.org/10.1163/187525410X12578602960588


Stephanie Loria et al.  /  International Journal of Myriapodology 5: 35–48 (2011)48

Shelley RA (1996) The milliped order Callipodida in western North America (Schizopetali-
dae: Tynommatinae), and a summary of the New World fauna. Entomologica Scan-
danavica 27: 25–64. doi: 10.1163/187631296X00197

Sierwald P, Bond JE (2007) Current status of the myriapod class Diplopoda (millipedes): 
Taxonomic diversity and phlyogeny. Annual Review of Entomology 52: 401–420. doi: 
10.1146/annurev.ento.52.111805.090210

Snowman CV, Zigler KS, Hedin M (2010) Caves as Islands: Mitochondrial phylogeography of 
the cave obligate spider species Nesticus barri (Araneae: Nesticidae). Journal of Arachnology 
38: 49–56. doi: 10.1636/A09-057.1

Sota T, Tanabe T (2010) Multiple speciation events in an arthropod with divergent evolution 
in sexual morphology. Proceedings of the Royal Society B 277: 689–696. doi: 10.1098/
rspb.2009.1822

Swafford L, Bond JE (2010) Failure to cospeciate: an unsorted tale of millipedes and 
mites. Biological Journal of the Linneaen Society 101: 272–287. doi: 10.1111/j.1095-
8312.2010.01499.x

Swofford DL (2001) PAUP*. Phylogenetic analysis using parsimony (*and Other Methods), 
Version 4. Sinauer Associates, Sunderland, Massachusetts.

Tamura K, Dudley J, Nei M, Kumar S (2007) MEGA4: Molecular evolutionary genetic analy-
sis (MEGA) software 4.0. Molecular Biology and Evolution 24: 1596–1599. doi: 10.1093/
molbev/msm092

Woo H, Lee Y, Park S, Lim J, Jang K, Choi E, Choi Y, Hwang UW (2007) Complete Mi-
tochondrial Genome of a Troglobite Millipede Antrokoreana gracilipes (Diplopoda, Juli-
forma, Julida), and Juliformian Phylogeny. Molecules and Cells 23: 182–191.

http://dx.doi.org/10.1163/187631296X00197
http://dx.doi.org/10.1146/annurev.ento.52.111805.090210
http://dx.doi.org/10.1146/annurev.ento.52.111805.090210
http://dx.doi.org/10.1636/A09-057.1
http://dx.doi.org/10.1098/rspb.2009.1822
http://dx.doi.org/10.1098/rspb.2009.1822
http://dx.doi.org/10.1111/j.1095-8312.2010.01499.x
http://dx.doi.org/10.1111/j.1095-8312.2010.01499.x
http://dx.doi.org/10.1093/molbev/msm092
http://dx.doi.org/10.1093/molbev/msm092

