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Introduction

Atherinomorphs are unusual among the ray-finned

(actinopterygiian) fishes in that they have repeatedly

evolved both livebearing (Lydeard, 1993; Reznick et al.,

2002; Mank et al., 2005) and freshwater adaptations

(Helfman et al., 1997). Both of these traits have profound

effects on dispersal, reproductive rate and life history,

characters that have been implicated in diversification

and extinction in a variety of organisms (MacArthur &

Wilson, 1967; Vrba, 1983; Diamond, 1984; Lydeard,

1993; Trewick, 1997; Crooks & Soule, 1999; Purvis et al.,

2000; Winker, 2000; Waters & Wallis, 2001).

Two forms of livebearing – lecithotrophy (wherein the

embryo is nourished by egg yolk that was provisioned

prior to fertilization) and matrotrophy (where nutrient

transfer occurs directly from mother to embryo) – have

each evolved numerous times in fishes (Gross & Shine,

1981; Wourms, 1981; Gross & Sargent, 1985; Meyer &

Lydeard, 1993; Reznick et al., 2002; Mank et al., 2005).

Livebearing (as contrasted with external embryonic

development) profoundly affects both maternal–fetal

relationships and the mating behaviours by both sexes.

In particular, each evolutionary transition to viviparity

from oviparity requires the establishment of complex

suites of physiological, anatomical and behavioural

adaptations for internal brooding (Amoroso, 1968; Wo-

urms, 1981; Wourms et al., 1988; Guillette, 1989; Schin-

dler & Hamlett, 1993; Reznick et al., 2002) as well as the

evolution of intromittant organs and behavioural mod-

ifications for internal fertilization (Rosen & Gordon,

1953; Zauner et al., 2003).

Being presumably intricate, these physiological and

anatomical changes might also act as an evolutionary

ratchet for livebearing, perhaps inhibiting the loss of

viviparity even in lineages that may no longer benefit

from it. Indeed, the precocity of live-born progeny

presents a reproductive tradeoff: viviparous females
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Abstract

Using supertree phylogenetic reconstructions, we investigate how livebearing

and freshwater adaptations may have shaped evolutionary patterns in the

Atherinomorpha, a large clade (�1500 extant species) of ray-finned fishes.

Based on maximum parsimony reconstructions, livebearing appears to have

evolved at least four times independently in this group, and no reversions to

the ancestral state of oviparity were evident. With respect to habitat, at least

five evolutionary transitions apparently occurred from freshwater to marine

environments, at least two transitions in the opposite direction, and no clear

ancestral state was identifiable. All viviparous clades exhibited more extant

species than their oviparous sister taxa, suggesting that transitions to viviparity

may be associated with cladogenetic diversification. Transitions to freshwater

were usually, but not invariably associated with increased species richness, but

the trend was, overall, not significant among sister clades. Additionally, we

investigated whether livebearing and freshwater adaptations are currently

associated with elevated risks of extinction as implied by species’ presence on

the 2004 IUCN Red List. Despite being correlated with decreased brood size,

livebearing has not significantly increased extinction risk in the Atherino-

morpha. However, freshwater species were significantly more likely than

marine species to be listed as endangered.
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normally produce fewer progeny but these offspring may

experience a higher survival rate than oviparous progeny

(Wourms, 1981; Wourms et al., 1988; Wourms &

Lombardi, 1992). In other animals, higher extinction

risks have sometimes been associated with smaller litter

sizes (Bennett & Owens, 1997; Jones et al., 2003; Saether

et al., 2005) and higher trophic levels (Diamond, 1984;

Crooks & Soule, 1999).

Many atherinomorph fishes also spend all or most of

their lives in freshwater (Helfman et al., 1997). Due to

the discontinuous physical nature of such habitats,

stream and lake-dwelling fishes often experience lower

dispersal and inter-population gene flow than compar-

able marine species (DeWoody & Avise, 2000), and these

factors can promote vicariant speciations (Vrba, 1983;

Winker, 2000; Waters & Wallis, 2001). But disjunct

freshwater habitats can also reduce local population sizes

and perhaps thereby increase inbreeding, two classic

correlates of increased extinction risk (Lande, 1999).

Our aims in this study are threefold: to test whether

important evolutionary adaptations have cladogenetic

effects; to ascertain whether an elevated extinction risk is

associated with these adaptations; and to test the feasi-

bility of supertree construction (given current computa-

tional capabilities) for an exceptionally large clade with

more than 1500 terminal taxa. The Atherinomorpha,

comprised of Cyprinodontiformes (ca. 1000 species of

guppies, platyfish and allies), Beloniformes (nearly 250

species of needlefish, ricefish and allies), and Atherini-

formes (about 300 species of silversides, rainbowfish and

allies), is phylogenetically one of the best-characterized

clades of ray-finned fishes, making it an ideal group for

these goals. To that end, we have constructed a species-

level supertree for Atherinomorpha and used its topology

to identify sister clades with alternate character states for

both livebearing and freshwater adaptations. By defini-

tion, sister taxa are equally old (Cracraft, 1981), so

independent contrasts between many such pairs permit

tests of possible lifestyle associations with other evolu-

tionary features such as speciation rate and extinction

risk.

Materials and methods

Supertree construction

We constructed a formal matrix representation with

parsimony (MRP) supertree (Ragan, 1992) from available

phylogenetic literature for all currently recognized spe-

cies (Eshmeyer, 1990) of Atherinomorpha, being careful

to omit phylogenetic inferences based on livebearing or

its associated anatomies per se (to avoid circular reason-

ing). The data matrix underlying our supertree recon-

struction consisted of cladogenetic information from

58 published source phylogenies (listed in supplemental

references), each generated from molecular or morpho-

logical data for overlapping subsets of atherinomorph

species. We reconciled all nomenclature in these source

phylogenies according to recent taxonomic work

(Eshmeyer, 1990; Nelson, 1994). In our matrix, which

was coded in standard binary format (Baum, 1992;

Ragan, 1992), each column represents a provisional

monophyletic clade as identified in a given source phylo-

geny, with the information from all 58 source phylo-

genies concatenated into a supermatrix that consisted of

1355 columns (putative clades) and 1544 rows (species).

Because recent phylogenetic appraisals have shown

good support for the monophyly of each atherinomorph

order (Parenti, 1981; Miya et al., 2003), and because

datasets with > 200 taxa create massive computational

complexity, we performed the following two parsimony-

based analyses on each taxonomic order independently

before reassembling the ordinal-level topologies into an

atherinomorph supertree. First, using PAUP* 4.0BPAUP* 4.0B

(Swofford, 2003), we conducted 100 heuristic searches

of the data matrix using random-order addition. Each

search starts in a different area of tree space, so multiple

searches help ensure that a local optimum in not

mistaken for the global optimum. We computed a 90%

consensus tree from 100 000 trees with the best tree

score, and used its topology for our subsequent compar-

ative phylogenetic analyses. Second, to confirm our best

tree score, we preformed 1000 iterations (five sets of 200

iterations each) of the parsimony ratchet (Nixon, 1999)

as implemented by PAUPRATPAUPRAT (Sikes & Lewis, 2001).

Agreement between the heuristic searches and the

parsimony ratchet does not guarantee the best possible

tree, but it does suggest a good provisional tree. For

Atheriniformes and Cyprinodontiformes, the parsimony

ratchet did not result a lower tree score than did the

heuristic PAUP*PAUP* searches with random order addition. In

Beloniformes, however, the parsimony ratchet returned

a lower tree score than our standard PAUP*PAUP* searches, so in

this case we used the ratchet to generate 10 000 trees

with this lower score and then used these equally

parsimonious trees to generate a 90% consensus phylo-

geny. Current molecular (Miya et al., 2003), morpholo-

gical (Parenti, 1981), and supertree meta-analysis (Mank

et al., 2005) concordantly indicate that Atheriniformes is

outgroup to Beloniformes and Cyprinodontiformes, so

we assembled the ordinal phylogenies accordingly.

Species diversity and extinction risk

We assembled from several sources a database on

fertilization mode and category of embryonic develop-

ment for all recognized species of Atherinomorpha

(Breder, 1922; Breder & Rosen, 1966; Constanz, 1989;

Ghedotti, 2000; Froese & Pauly, 2004). Then, using the

supertree topology and maximum parsimony reconstruc-

tion as implemented in MACCLADE 4MACCLADE 4 (Maddison &

Maddison, 2000), we examined the evolutionary his-

tories of livebearing. We assumed that the ancestral

state for Atherinomorpha was oviparity with external
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fertilization, as viviparity has previously been shown to

be a derived trait in ray-finned fishes (Lydeard, 1993;

Mank et al., 2005). We identified sister clades with

alternate reproductive modes, and then evaluated whe-

ther viviparous clades tend overall to be more diverse

than oviparous clades in terms of numbers of extant

species, using 1000 iterations in a randomization test as

recommended by Nee et al. (1996) and Vamosi & Vamosi

(2005). Such randomization tests evaluate in this case

whether a particular adaptation is correlated with

increased diversity across (not within) all analyzed

sister-clades. Only non-nested sister clades that were

exclusively viviparous or oviparous were considered in

these comparisons.

We also examined whether transitions to freshwater

habitat may have promoted species diversity. We

assembled a database on numbers of extant freshwater

and marine species for all the atherinomorphs (Froese &

Pauly, 2004), and then performed the same types of

comparative phylogenetic analyses as described above for

livebearing. As with the above-described analysis, all

comparisons were non-nested.

Finally, we mapped extinction risk as determined by

the IUCN 2004 Red List (Baillie et al., 2004) onto the

supertree phylogeny. Species with the following IUCN

designations were treated as those ‘at elevated risk’ for

extinction: extinct, extinct in the wild, critically endan-

gered, endangered, vulnerable, near threatened and

conservation dependent. Many sister clades contained

few taxa and thus provided very low statistical power, so

we examined possible associations of elevated extinction

risk with livebearing and freshwater adaptations across

the entire Atherinomorpha. According to the IUCN Red

List, 9.85% of atherinomorph species are now in

jeopardy. Accordingly, we used this figure to calculate

expected numbers of at-risk species given the observed

numbers of taxa with viviparous vs. oviparous and with

freshwater vs. marine lifestyles, assuming random asso-

ciations between the variables. For each pair of repro-

ductive or habitat states, we compared the random

distribution to the observed distribution using one-tailed

Fisher’s exact test.

Results

The full supertree for Atherinomorpha, available in

supplemental materials, is presented in condensed form

in Fig. 1. Although the published data were insufficient

to resolve the phylogenetic placement of all 1500+

species, nearly all relationships among genera were

resolved in the 90% consensus tree.

Based on our phylogenetic analyses, viviparity in

Atherinomorpha apparently evolved on at least four

separate occasions: once in Beloniformes and thrice in

Cyprinodontiformes (Fig. 1). We found no evidence that

livebearing, once gained, was ever subsequently lost

from any atherinomorph lineage. In sister-clade analyses,

each of the viviparous clades identified proved to be

significantly more species-rich than its oviparous sister-

lineage (Table 1), a trend that overall was marginally

nonsignificant (randomization test, P ¼ 0.0625). Fur-

thermore, viviparity proved not to be significantly asso-

ciated with elevated extinction risk at the present time

(Fisher’s exact test, P ¼ 0.09; Table 2).

Cyprinodontiform fishes inhabit freshwaters primarily,

but inter-conversions between marine and freshwater

habitats clearly have occurred on multiple occasions in

Beloniformes and Atheriniformes. These inter-conver-

sions (at least five transitions from freshwater to marine,

two from marine to freshwater) were primarily at the

congeneric or confamilial level and therefore are not

shown in Fig. 1. Compared to marine lineages, freshwa-

ter lineages do not appear to have experienced a higher

rate of diversification (randomization test, P ¼ 0.125),

but they do appear to suffer a higher current risk of

species extinction (Fisher’s exact test, P < 0.0001;

Tables 3 and 4). Because lifestyle transitions between

freshwater and marine environments have been rather

frequent and scattered across Atherinomorpha, no

ancestral state for this trait could be identified unequi-

vocally.

Discussion

Supertree reconstruction is the only approach currently

available for combining phylogenies from diverse and

otherwise incompatible data matrices (Ragan, 1992).

Supertree methods have made possible the construction

of cohesive phylogenies from disparate data sets for

several major taxonomic groups, such as angiosperms

(Davies et al., 2004) and bats (Jones et al., 2002). The

phylogeny for Atherinomorpha presented here, with

1544 included species, is to our knowledge the largest

supertree yet reported for any animal assemblage

(Bininda-Emonds, 2004). Most of the source phylogenies

for this supertree were based on molecular data (notably

mtDNA sequences), but a sizable portion also utilized

morphological evidence.

Supertrees with large taxon samples present enormous

challenges for maximum parsimony searches. We tried to

minimize this complexity in two ways. First, we divided

the sample according to taxonomic order. Restricting the

supertree searches to monophyletic clades reduced com-

plexity of the supertree reconstruction. Second, we also

employed the parsimony ratchet, which has been shown

to outperform standard heuristic parsimony searches in

some cases (Nixon, 1999), including supertrees (Price

et al., 2005). Despite these shortcuts, the analyses pre-

sented here represent the equivalent of two+ years of

computational time for one computer (to greatly reduce

the search time, we actually used 14 dual processor G4

MacIntosh machines). Without far more powerful search

methods, it seems doubtful that supertrees with much

larger numbers of taxa could be recovered. For example,
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a species-level supertree for all Actinopterygii, with

>20 000 extant species, would require either enormous

computational capacity or much cleverer search methods

than those available at present.

The supertree presented here is of course preliminary

and potentially subject to topological revision at inter-

nal nodes (especially at genus and species levels) as

additional phylogenetic information becomes available.

The same applies to supertrees constructed for other

taxa. Although biological conclusions from supertree

approaches are inherently provisional, we expect that

similar analysis methods will soon become increasingly

feasible and popular for comparative phylogenetic

applications in many taxonomic groups and biological

settings.

Implications of viviparity

In agreement with previous appraisals (Lydeard, 1993;

Mank et al., 2005), we estimate at least four separate

origins of livebearing in Atherinomorpha. Our results

show that each of these four viviparous clades was much

more species-rich than its respective oviparous sister-

lineage (Table 1), but also that the overall trend across

these clades was only marginally significant (P ¼ 0.0625)

in randomization tests (due to the inevitably poor power of

this test statistic when only a few sister-clades are available

for analysis). Whether or not viviparity increases diversi-

fication, it does not appear to be associated with an

increased risk of extinction at the present time (Table 2).

Both of these findings suggest that any benefits of

livebearing, including larger offspring born to a higher

trophic level, may generally outweigh potential disadvan-

tages of smaller clutch sizes (Wourms & Lombardi, 1992).

These findings raise questions as to why viviparity is

relatively uncommon in Atherinomorpha (only about

25% of species are livebearers) and even rarer across the

entire Actinopterygii. This probably reflects, at least in

part, the difficulty of evolving sophisticated suites of

physiological, anatomical, and behavioural features asso-

I

II

IV

III

Fig. 1 Supertree topology for Atherinomorpha. Shown is the condensed, 90% consensus of 100 000 equally parsimonious trees. Taxonomic

orders within the Atherinomorpha are indicated to the right of the topology. Stars indicate independent origins of livebearing in this group, and

arrows show the root of sister-clade comparisons. Roman numerals adjacent to sister clades correspond to the statistical comparisons in Table 1.
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ciated with livebearing. Several key biological modifica-

tions are entailed in any evolutionary transition from

oviparity to viviparity, and these evolutionary hurdles

may be difficult to overcome. On the other hand, as

judged by recurrent evolutionary origins of viviparity in

Atherinomorpha, at least some lineages in this clade

appear predisposed for transitions to livebearing, possibly

due to the high incidence of internal fertilization in this

group (Breder & Rosen, 1966).

Implications of freshwater occupancy

Any evolutionary transition from marine to freshwater

lifestyles could have both positive and negative impacts

on a lineage’s prospects for cladogenesis. Freshwater

habitats to most fishes are like land islands to many

terrestrial organisms (MacArthur & Wilson, 1967),

physically subdividing a species and limiting gene flow

in ways that can promote local diversification. On the

other hand, these same fragmenting processes can

produce small and specialized populations that individu-

ally may be subject to higher risks of extinction (Lande,

1999). Our comparative phylogenetic analyses for the

Atherinomorpha suggest that evolutionary transitions

from marine to freshwater environments have not

always been associated with significant bursts of clado-

genesis. Although four of the five analyzed sister-clades

showed higher species richness in freshwater lineages,

the low power of the randomization test prevented

demonstration of a significant trend overall (Table 3).

Despite the lack of a consistent correlation between

freshwater habitat and higher species diversity, fresh-

water occupancy does appear to significantly increase

current risks of species’ extinction (Table 4).

Physical barriers to dispersal tend to be stronger for

freshwater fish populations than their marine counter-

parts occupying otherwise comparable geographic ran-

ges. Among the possible ramifications of this physical

partitioning are the following: decreases in local effective

population sizes, perhaps leading to occasional difficulties

of inbreeding and mutational load; tendencies for spe-

cialized adaptations due to gene flow restrictions in

conjunction with selection for local habitat conditions;

and predisposition for restricted spatial distributions. In

principle, any or all of these factors might make fresh-

water fishes especially vulnerable to extinction risks.

Although our current findings are consistent with the

notion that freshwater species are more likely than

marine species to be considered in jeopardy at the present

Table 1 Sister-clade comparisons of species richness in relation to

livebearing.

Comparison Clade

Number of

viviparous

species

Number of

oviparous

species

I Poeciliinae 230 1

II Goodeidae/Profundulidae 46 5

III Anablepinae 14 1

IV Hemiramphidae 95 21

Overall trend across clades in a randomization matched pairs test:

P ¼ 0.0625.

Table 2 Extinction risk in relation to reproductive mode.

Reproductive

Mode*

Observed (and expected�)

number of threatened taxa

Significantly higher risk of

extinction than expected?

Viviparous (4) 34 (37) no

Oviparous (1)� 135 (114) no§

Viviparity and oviparity were evaluated, using Fisher’s exact test, for

a possible significant difference in the current number of threatened

species.

*Estimated number of unambiguous origins under maximum par-

simony.

�Assumed ancestral state, and no reversions from livebearing.

�Expected under random association with lifestyle.

§P ¼ 0.09, one-tailed Fisher’s exact test.

Table 3 Sister-clade comparisons of extant species richness in relation to occupancy of freshwater or marine habitats.

Taxonomic order (family) Freshwater clade (number of extant taxa) Marine clade (number of extant taxa)

Beloniformes (Hemiramphidae) Nomorhamphus and Dermogenys (31) Hemirhamphodon (6)

Beloniformes (Belonidae) Xenentodon (2) Stronglyura, Tylosurus, and Ablennes (21)

Atheriniformes (Atherinidae) Craterocephalus (24) Atherinion (3)

Atheriniformes (Atherinopsidae) Basilichthys and Odontesthes (24) Atherinops, Atherinopsis, Colpichthys, and Leuresthes (5)

Atheriniformes (Telmatherinidae) All other telmatherinids (16) Kalyptatherina (1)

Overall trend across orders in a randomization matched pairs test: P ¼ 0.156.

Table 4 Extinction risk in relation to aquatic habitat.

Habitat (number of

independent

origins)*

Observed

(and expected�) number

of threatened taxa

Significantly higher risk

of extinction

than expected?

Freshwater (2) 151 (132) Yes�

Marine (5) 1 (20) No

Marine and freshwater adaptations were evaluated, using Fisher’s

exact test, for a possible significant difference in the current number

of threatened species.

*Estimated number of unambiguous origins under maximum

parsimony.

�Expected under random association with habitat.

�P < 0.001, one-tailed Fisher’s exact test.
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time, more detailed analyses will be needed to identify

the separate or interactive effects of various factors

involved in each situation.

Regardless of the cladogenetic implications, the biolo-

gical alterations required for each successful evolutionary

transition between marine and freshwater environments

would seem to be fewer and less complex than those

involved in the evolutionary transitions between ovipar-

ity and viviparity. Freshwater adaptations primarily

involve osmo-regulatory adjustments (Helfman et al.,

1997), and many freshwater (and diadromous) lineages

clearly retain a tolerance for high salinity regimes (Froese

& Pauly, 2004). The suspected relative ease with which

many fish lineages can make evolutionary transitions

between freshwater and marine habitats is consistent

with the rapid and recent inter-conversions (many at the

level of taxonomic genus) between these lifestyles that

are evident in our current phylogenetic appraisals.

Acknowledgments

We thank David P. Brown for computational resources.

This work was supported in part by an NIH training

Grant to the UGA Department of Genetics (GM07103),

and was made possible by a fellowship from the

American Association of University Women Educa-

tional Foundation (to JEM). We would like to thank

two reviewers and Arne Mooers for helpful comments.

References

Amoroso, E.C. 1968. The evolution of viviparity. Proc. R. Soc.

Med. 61: 1188–1200.

Baillie, J.E.M., Hilton-Taylor, C. & Stuart, S.N. 2004. 2004 IUCN

Red List of Threatened Species: A Global Species Assessment. IUCN,

Gland, Switzerland.

Baum, B.R. 1992. Combining trees as a way of combining data

sets for phylogenetic inference, and the desirability of

combining gene trees. Taxon 41: 3–10.

Bennett, P.M. & Owens I.P.F. 1997. Variation in extinction risk

among birds: chance or evolutionary predisposition? Proc. R.

Soc. Lond. B 264: 401–408.

Bininda-Emonds, O.R.P. 2004. The evolution of supertrees.

Trends Ecol. Evol. 19: 315–322.

Breder, C.M. 1922. Description of the spawning habits of

Pseudopleuronectes americanus in captivity. Copeia 102: 3–4.

Breder, C.M. & Rosen D.E. 1966. Modes of Reproduction in Fishes.

Natural History Press, Garden City, NY.

Constanz, G.D. 1989. Reproductive biology of poeciliid fishes.

In: Ecology and Evolution of Livebearing Fishes (G. K. Meffe &

F. F. Snelson, eds), pp. 33–68. Prentice Hall, Englewood Cliffs.

Cracraft, J. 1981. Pattern and process in paleobiology – the role of

cladistic-analysis in systematic paleontology. Paleobiology 4:

456–468.

Crooks, K.R. & Soule M.E. 1999. Mesopredator release and

avifaunal extinctions in a fragmented system. Nature 400:

563–566.

Davies, T.J., Barraclough, T.G., Chase, M.W., Soltis, P.S., Soltis,

D.E. & Savolainen, V. 2004. Darwin’s abominable mystery:

insights from a supertree of the angiosperms. Proc. Natl. Acad.

Sci. USA 101: 1904–1909.

DeWoody, J.A. & Avise, J.C. 2000. Microsatellite variation in

marine, freshwater and anadromous fishes compared with

other animals. J. Fish Biol. 56: 461–473.

Diamond, J.M. 1984. ‘Normal’ extinctions of isolated popula-

tions. In: Extinctions (M. H. Nitecki, ed.), pp. 191–246. Chicago

University Press, Chicago.

Eshmeyer, W.N. 1990. Catalog of the Genera of Recent Fishes.

California Academy of Sciences, San Fransisco.

Froese, R. & Pauly, D. 2004. Fishbase. http://www.fishbase.org.

Ghedotti, M.J. 2000. Phylogenetic analysis and taxonomy of the

poecilioid fishes (Teleostei: Cyprinodontiformes). Zool. J. Linn.

Soc. 130: 1–53.

Gross, M.R. & Sargent, R.C. 1985. The evolution of male and

female parental care in fishes. Am. Zool. 25: 807–822.

Gross, M.R. & Shine, R. 1981. Parental care and mode of

fertilization in ectothermic vertebrates. Evolution 35: 775–

793.

Guillette, L.J. 1989. The evolution of vertebrate viviparity:

morphological modifications and endocrine control. In: Com-

plex Organismal Functions: Integration and Evolution in Vertebrates

(D. B. Wake & G. Roth, eds), pp. 219–233. Wiley, New York.

Helfman, G.S., Collette, B.B. & Facey, D.E. 1997. The Diversity of

Fishes. Blackwell Science, Malden.

Jones, K.E., Purvis, A., MacLarnon, A, Bininda-Emonds, O.R.P.

& Simmons, N.B. 2002. A phylogenetic supertree of the bats

(Mammalia: Chiroptera). Biol. Rev. 77: 223–259.

Jones, K.E., Purvis, A. & Gittleman, J.L. 2003. Biological

correlated of extinction risk in bats. Am. Nat. 161: 601–614.

Lande, R. 1999. Extinction risks from anthropogenic, ecological,

and genetic factors. In: Genetics and Extinction of Species (L. F.

Landweber & A. P. Dobson, eds), pp. 1–22. Princeton

University Press, Princeton.

Lydeard, C. 1993. Phylogenetic analysis of species richness – has

viviparity increased the diversification of actinopterygiian

fishes. Copeia 1993: 514–518.

MacArthur, R.H., & Wilson, E.O. 1967. The Equilibrium Theory of

Island Biogeography. Princeton University Press, Princeton.

Maddison, D.R., & Maddison, W.P. 2000. MacClade 4: Analysis of

Phylogeny and Character Evolution. Sinauer, Sunderland, MA.

Mank, J.E., Promislow, D.E.L. & Avise, J.C. 2005. Phylogenetic

perspectives on the evolution of parental care in fishes.

Evolution 59: 1570–1578.

Meyer, A. & Lydeard, C. 1993. The evolution of copulatory

organs, internal fertilization, placentae, and viviparity in

killifishes (Cyprinodontiformes) inferred from a DNA phylo-

geny of the Tyrosine Kinase gene X-src. Proc. R. Soc. Lond. B

254: 153–162.

Miya, M., Takeshima, H., Endo, H., Ishiguro, N.B., Inoue, J.G.,

Mukai, T., Satoh, T.P., Yamaguchi, M., Kawagucki, A.,

Mabuchi, K., Shiri, S.M. & Nishida, M. 2003. Major patterns

of higher teleostean phylogenies: a new perspective based on

100 complete mitochondrial DNA sequences. Mol. Phylogenet.

Evol. 26: 121–138.

Nee, S., Barraclough, T.G. & Harvey, P.H. 1996. Temporal chages

in biodiversity: detecting patterns and identifying causes. In:

Biodiversity: A Biology of Numbers (K.J. Gaston, ed.), pp. 230–

252. Oxford University Press, Oxford.

Nelson, J.S. 1994. Fishes of the World, 4th edn. Wiley, New York.

Nixon, K.C. 1999. The parsimony ratchet, a new method for

rapid parsimony analysis. Cladistics 15: 407–414.

Atherinomorph supertree 739

ª 2 0 0 5 T H E A U T H O R S 1 9 ( 2 0 0 6 ) 7 3 4 – 7 4 0

J O U R N A L C O M P I L A T I O N ª 2 0 0 5 E U R O P E A N S O C I E T Y F O R E V O L U T I O N A R Y B I O L O G Y



Parenti, L.R. 1981. A phylogenetic and biogeographic analysis of

the cyprinodontiform fishes (Teleostei, Athernomorpha). Bull.

Am. Mus. Nat. Hist. 168: 335–557.

Price, S.A., Bininda-Emonds, O.R.P. & Gittleman, J.L. 2005. A

complete phylogeny of the whales, dolphins, and even-toed

hoofed mammals (Certartiodactyla). Biol. Rev. 80: 445–473.

Purvis, A., Gittleman, J.L., Cowlishaw, G. & Mace, G.M. 2000.

Predicting extinction risk in declining species. Proc. R. Soc.

Lond. B 67: 1947–1952.

Ragan, M.A. 1992. Phylogenetic inference based on matrix

representation of trees. Mol. Phylogenet. Evol. 1: 53–58.

Reznick, D.N., Mateos, M. & Springer, M.S. 2002. Independent

origins and rapid evolution of the placenta in the fish genus

Poeciliopsis. Science 298: 1018–1020.

Rosen, D.E. & Gordon, M. 1953. Functional anatomy and

evolution of male genitalia in poeciliid fishes. Zoologica 38: 1–

47.

Saether, B.-E., Engen, S., Moller, A.P., Visser, M.E., Matthysen,

E., Fiedler, W., Lambrechts, M.M., Becker, P.H., Brommer,

J.E., Dickinson, J., du Deu, C., Gehlbach, F.R., Merila, J.,

Rendell, W., Robertson, R.J., Thompson, D. & Torok, J. 2005.

Time to extinction of bird populations. Ecology 86: 693–700.

Schindler, J.F. & Hamlett, W.C. 1993. Maternal-embryonic

relations on viviparous teleosts. J. Exp. Zool. 266: 378–393.

Sikes, D.S. & Lewis, P.O. 2001. PAUPRATPAUPRAT: PAUP Implementation

of the Parsimony Ratchet. Distributed by the authors

Swofford, D.L. 2003. PAUP*PAUP* Phylogenetic Analysis Using Parsimony

(*and Other Methods) Version 4. Sinauer, Sunderland, MA.

Trewick, S.A. 1997. Flightlessness and phylogeny amongst

endemic rails (Aves: Rallidae) of the New Zealand region.

Philos. Trans. R. Soc. Lond. B 352: 429–446.

Vamosi, S.M. & Vamosi, J.C. 2005. Endless tests: guidelines for

analyzing non-nested sister-group comparisons. Evol. Ecol. Res.

7: 567–579.

Vrba, E.S. 1983. Macroevolutionary trends – new perspectives

on the roles of adaptation and incidental effect. Science 221:

387–389.

Waters, J.M. & Wallis, G.P. 2001. Cladogenesis and loss of the

marine life-history phase in freshwater galaxiid fishes (Os-

meriformes: Galaxiidae). Evolution 55: 587–597.

Winker, K. 2000. Evolution – migration and speciation. Nature

404: 36.

Wourms, J.P. 1981. Viviparity, the maternal-fetal relationship in

fishes. Dev. Biol. Fishes 21: 473–515.

Wourms, J.P., Grove, B.D. & Lombardi, J. 1988. The maternal-

embryonic relationship in viviparous fishes. In: Fish Physiology

(W. S. Hoar & D.J. Randall, eds), pp. 1–134. Academic Press,

San Diego.

Wourms, J.P. & Lombardi, J. 1992. Reflections on the evolution

of piscine viviparity. Am. Zool. 32: 276–293.

Zauner, H., Begemann, G., Mari-Beffa, M. & Meyer, A. 2003.

Differential regulation of msx genes in the development of the

gonopodium, an intromittant organ, and of the ‘‘sword’’, a

sexually selected trait of swordtail fishes (Xiphophorus). Evol.

Dev. 5: 466–477.

Received 20 September 2005; revised 24 October 2005; accepted 31

October 2005

Supplementary Material

The following supplementary material is available for this

article online:

Supplemental References

Source phylogenies used in constructing atherinomorph

supertree.

This material is available as part of the online article from

http://www.blackwell-synergy.com

740 J. E. MANK AND J. C. AVISE

ª 2 0 0 5 T H E A U T H O R S 1 9 ( 2 0 0 6 ) 7 3 4 – 7 4 0

J O U R N A L C O M P I L A T I O N ª 2 0 0 5 E U R O P E A N S O C I E T Y F O R E V O L U T I O N A R Y B I O L O G Y


