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ABSTRACT. The classification of the Foraminifera, a widely distributed group of largely marine protists, has traditionally been based
on morphological characters. The most important of these are the composition and structure of the shell or ‘‘test.’’ Here, we use both
phylogenetic analysis of the genes for small subunit rRNA and b-tubulin and ultrastructural analysis to document a reversion in wall type
from more derived calcareous tests to an agglutinated test. These data indicate that the genus Miliammina, and possibly other members of
the Rzehakinidae, should be placed in the Order Miliolida as opposed to their current assignment in Order Textulariida. We also address
the effects this reversion may have had on the ability of rzehakinacids to effectively colonize marginal marine environments. Finally, the
hypothesis that some multilocular agglutinated foraminiferans descended from calcareous lineages has implications for interpretation of
the foraminiferal fossil record.
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THE Foraminifera are best known for the elaborate hard shells
or ‘‘tests’’ produced by many species (Lee et al. 2000). Cal-

careous Foraminifera secrete calcium carbonate, primarily as
calcite, on or into an organic matrix to form the test wall. Agglu-
tinated taxa gather materials, such as sand or sponge spicules,
from the environment and cement them together, usually in con-
junction with one or more organic linings. Some species construct
less elaborate organic-walled tests, and the so-called ‘‘atestate’’
species, such as Reticulomyxa filosa, have only a mucoid outer
covering. The morphological synapomorphy for the group is an
anastomosing network of pseudopods called reticulopodia, which
Foraminifera use for feeding, motility, protection, test construc-
tion, and possibly respiration (Bowser and Travis 2002).

Mineralized tests fossilize well, and most of what is known
about foraminiferal evolution is based on the fossil tests distrib-
uted throughout Phanerozoic marine strata. Test characteristics
have been used for approximately 150 years as the main criterion
for classification of both fossil and modern representatives of the
group (Cifelli 1990; Sen Gupta 1999a). The consensus view has
been that the organic-walled and atestate forms are primitive, with
agglutination, polythalamy (i.e. the ability to make multiple
chambers), and calcification representing successive innovations
within the lineage (Tappan and Loeblich 1988). Several orders are
defined based primarily on the precise nature of the test wall:
species whose non-perforate, porcelain-like wall is made of ran-
domly oriented calcite grains are included among the Miliolida,
whereas the various families of the order Rotaliida are partly dis-
tinguished by the optical characteristics of their glassy, perforate,
‘‘hyaline’’ tests. Additional information for classification derives
from the number, shape, and arrangement of the test’s chambers,
the overall shape of the test, and features of the aperture. Although
this classification system has proved relatively robust, the rela-
tionships among different orders, and the proper classification of
morphologically ambiguous species, have proven problematic.

For example, the correct placement of Miliammina, a widespread
genus that often dominates brackish-water assemblages, has been
the subject of intense controversy (Cifelli 1990). Galloway (1933)
placed this genus within the Miliolida on the basis of its milioline
chamber arrangement, whereas Cushman (1948) explicitly exclud-
ed it from that group on the basis of the agglutinated nature of the
test wall. It is currently included, following Cushman’s assignment,

within the Rzehakinacea, a super family of agglutinated multiloc-
ular taxa (Order Textulariina) that have chamber arrangements
reminiscent of those found in the Miliolida. Because they do not
have the characteristic calcareous imperforate wall of the milio-
lines, this family has not been considered to be related to the mi-
liolid species that they otherwise resemble, although several recent
authors (e.g. Fahrni et al. 1997; Flakowski et al. 2005; Tyszka
1997) have noted the gross morphological similarities.

Recently, DNA-based studies of Foraminifera have provided
important new information about the history of the group. Rib-
osomal small subunit gene (SSU rDNA) phylogenies (Pawlowski
et al. 2003) show the primary calcareous taxa, the miliolids and
the rotaliids, as robust monophyletic lineages emerging from a
radiation of single-chambered allogromiid forms. The rotaliids
also show a strong relationship with the polythalamous, hard-
walled agglutinated Textulariida. Many textulariid taxa exhibit
chamber arrangements that are much like those found in the
rotaliids, suggesting that this suite of morphological patterns has
remained evolutionarily stable over a very long period of time,
perhaps 400 Myr. The miliolids, in contrast, do not show a con-
sistent relationship with any other higher taxon in these analyses,
and their morphological antecedents are also obscure. Tappan and
Loeblich (1988) postulated that the miliolids descended from the
fusulinids, a group of calcareous microgranular foraminiferans
that did not survive the end-Permian extinction. Alternatively,
Arnold (1978, 1979) proposed that the miliolids evolved from an
allogromiid ancestor.

The Foraminifera have been very well sampled with respect to
SSU rDNA, with sequences for 252 species reported in GenBank
as of November 2005, and the traditional morphological criteria
for classification have probably provided as much phylogenetic
information as they can. Clearly, there is a need to bring additional
lines of evidence, such as finer morphological details and evi-
dence from additional genes, to bear on these problems. Fahrni
et al. (1997) demonstrated commonality between the actin iso-
forms of Miliammina and some miliolid species. A phylogenetic
analysis of actin isoforms also places Miliammina as a possible
sister group to the miliolids (Flakowski et al. 2005). However, no
clear morphological feature allying Miliammina with the miliolids
has been identified.

Tubulin genes have often been used in protist phylogenetic
studies (e.g. Edgcomb et al. 2001), but few data on these genes
have been available for the Foraminifera. A previous study on the
a- and b-tubulins of the ‘‘naked’’ foraminiferan R. filosa (Linder,
Schliwa, and Kube-Granderath 1997) identified two isoforms of

Corresponding Author: A. Habura, Wadsworth Center, C456 ESP,
PO Box 509, Albany, NY 12201—Telephone number: 1518 473 7997;
FAX number: 1518 402 5381; e-mail: habura@wadsworth.org

204

J. Eukaryot. Microbiol., 53(3), 2006 pp. 204–210
r 2006 New York State Department of Health
DOI: 10.1111/j.1550-7408.2006.00096.x



each gene. Although the two a-tubulin isoforms were relatively
conventional and very similar in sequence to one another, one of
the b-tubulins (‘‘b2’’) was highly divergent. We have obtained
the b-tubulin sequences of a taxonomically diverse set of eight
species of foraminiferans, and demonstrated that the Type 2 se-
quence is, in fact, the typical foraminiferal b-tubulin, whereas the
Type 1 sequence may be from another eukaryote. The structural
and functional implications of these unusual sequences are
described elsewhere (Habura et al. 2005). Here, we use these
sequences in conjunction with SSU rDNA and ultrastructural data
to test hypotheses about miliolid evolution, and to help resolve the
correct placement of Miliammina. We present molecular and mor-
phological evidence that this agglutinated genus, true to its form,
did in fact arise from a calcareous miliolid ancestor.

MATERIALS AND METHODS

Genomic DNA. Reticulomyxa filosa and Allogromia sp. strain
NF were maintained in culture as reported by Habura et al. (2005).
All other species were harvested from marine sediments by serial
sieving and isolation of individual cells. Miliammina fusca
were collected on Sapelo Island, Georgia, USA (N 3113001200,
W811140900. Astrammina rara, Crithionina delacai, Cornuspira
antarctica, Pyrgo peruviana, and Rhabdammina cornuta were col-
lected at Explorers Cove, Antarctica (S 7713403500, E 1631 3103900).
After morphological identification, individuals were cleaned with
a fine artist’s brush and allowed to purge in sterile seawater for
424 h. After purging, 2–100 cells (depending on size) were used
to obtain genomic DNA as described (Habura et al. 2004a).

Cloning and sequencing of SSU rRNA and b-tubulin genes.
A � 880-bp region of the SSU rDNA of M. fusca was amplified
by nested PCR with primers s14F3a, B, s14F1, and s20r (Paw-
lowski 2000). PCR reactions were performed on a Techne Genius
thermocycler using TaKaRa proofreading ExTaq premix with cy-
cle parameters as described in Habura et al. (2004a). Products
were analyzed by gel electrophoresis, cloned into pGEM-T Easy
vectors (Promega, Madison, WI), and replicated in Escherichia
coli strain JM109. Individual clones were purified with the Spin-
Prep mini kit (Qiagen, Valencia, CA), and multiple clones for
each product were sequenced in both directions using primers
M13 and M13 reverse, with a PE-Biosystems ABI PRISM 377XL
automated DNA sequencer. This sequence has been deposited in
GenBank as DQ291136.

Sequences from the b-tubulin genes of eight foraminiferal spe-
cies (Astrammina rara, Allogromia sp., Cornuspira antarctica,
Crithionina delacai, Miliammina fusca, Pyrgo peruviana, Reti-
culomyxa filosa, and Rhabdammina cornuta) were amplified with
primers BTub1F (50-CAATGTGGTAACCAAATTGG-30) or
BTub2F (50-AATTGGGCAAAAGGACATTA-30) and BTub1R
(50-CATCTTGTTTGTCTTGATATTCAGT-30) (Habura et al.
2005). The amplimers were then cloned and sequenced as
described. These sequences have been deposited in GenBank as
AY818714–AY818726.

Sequences were aligned using CLUSTAL W (Thompson,
Higgins, and Gibson 1994). Alignments were adjusted manually
in SEAVIEW (Galtier, Gouy, and Gautier 1996) to accommodate
introns, insertions, and other regions of variable length in the b-
tubulin and SSU rRNA consensus structures (for reviews, see
Burns and Surridge 1994, and Habura, Rosen, and Bowser 2004b,
respectively). All unambiguously aligned positions were retained
for phylogenetic analysis. Alignments are available for viewing at
www.bowserlab.org/supplemental.

Phylogenetic analyses. For alignments of DNA sequences, the
appropriate model of nucleotide substitution was selected via
likelihood ratio test, as implemented in Modeltest 3.06 (Posada
and Crandall 1998). For both SSU rRNA alignments, a

TVM1I1G model was selected as best for the datasets. The
indicated substitution models were used to obtain maximum like-
lihood (ML) trees using the method implemented in PAUP� 4b10
(Swofford 2003), with tree bisection and reconnection, 100 rep-
licates. Maximum parsimony (MP) analyses for both sequence
types were also performed using PAUP�, with tree bisection and
reconnection, 1,000 replicates.

For alignments of protein sequences, analyses were performed
using the ML distance methods implemented in TREE-PUZZLE
5.2 (Schmidt et al. 2002). Bootstrap analyses and phylogeny con-
struction were performed using SEQBOOT, NEIGHBOR, and
CONSENSE (Felsenstein 1989), in conjunction with PUZZLE
BOOT (Holder and Roger 1999).

For all datasets, Bayesian analysis was conducted using Mr
Bayes, version 3.1 (program release May 2005) (Huelsenbeck and
Ronquist 2001). We selected a GTR1I1G (for SSU rRNA data)
and a GTR (for b-tubulin data) substitution model with six rate
categories as being an analog to the model of substitution calcu-
lated by Modeltest. Markov Chain Monte Carlo (MCMC) simu-
lations were then run with two sets of four chains using the default
(random tree) option, 1,000,000 generations, with trees sampled
every 100 generations. The first 75,000 generations were discard-
ed as burn-in for the b-tubulin data, and the first 100,000 were
discarded for the SSU rRNA analyses. The remaining trees were
used to generate a consensus tree.

Ultrastructural methods. Viable M. fusca cells were identi-
fied by observation of life processes, such as active gathering of
detrital material for feeding. Individual specimens were prepared
for TEM using high-pressure freezing followed by freeze substi-
tution (HPF/FS) according to the protocols of Goldstein and
Richardson (2002). Specimens were frozen in a Balzers HPM
010 High Pressure Freezing Machine (Furstentum, Liechtenstein),
embedded in Araldite Embed 812 (Epon 812) following FS, sec-
tioned with a diamond knife, and examined in a Zeiss EM 902A
TEM (Oberkochen, Germany). The freezing machine and the
TEM are housed in the Department of Plant Biology at the Uni-
versity of Georgia.

RESULTS

b-tubulin phylogeny of Foraminifera. The b-tubulin se-
quences obtained from an individual species were very similar,
and likely to be simple isoforms of one another. The inclusion of
Miliammina within a clade of miliolid foraminiferans was un-
expected, as this genus is not classified as a miliolid based on
traditional morphological criteria (Fig. 1).

SSU rDNA phylogeny of Miliammina fusca. In order to test
the suggested phylogenetic placement of M. fusca, we amplified a
diagnostic � 880-bp region of the SSU rRNA and aligned the se-
quence with a taxonomically diverse group of 43 other foramini-
feral sequences. Previously identified groups of Foraminifera
were recovered in this analysis, and the association between text-
ulariids and rotaliids appeared as well (Fig. 2). Miliammina
grouped weakly as a basal taxon to the known miliolids. The
analysis rejected the traditional placement of Miliammina within
the Textulariida.

Miliolid SSU rRNA sequences show several unusual sequence
features relative to other foraminiferal SSU rRNAs, often causing
their placement within a taxonomically broad tree to be unstable.
To eliminate possible distorting effects from other foraminiferal
taxa, we constructed an additional alignment of 27 miliolid
sequences as a means of improving resolution (Fig. 3). The mor-
phologically assigned families were recovered in this analysis,
with the exception that the genus Laevipeneroplis appeared in the
Soritidae (but see Holzmann et al. 2001). The morphologically
simple genus Cornuspira appeared as the basal taxon, as it did in
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the b-tubulin analysis. In this analysis, Miliammina appeared as a
sister taxon to an unusual sequence reported for a member of the
calcareous miliolid genus Quinqueloculina.

Fine structure of the Miliammina fusca test. The overall ap-
pearance of the test of M. fusca is shown in Fig. 4. Viewed in
cross-section (Fig. 5), the test wall was characterized by two
prominent layers: an inner organic lining (IOL) that measured
from 2.5 to 3.5mm thick, and an agglutinated layer of variable but
slightly greater thickness. In these preparations, the IOL appeared
featureless and was in direct contact with the cell membrane. The
cytoplasm directly beneath this lacked the numerous vesicles
found in many allogromiids (see Goldstein and Richardson
2002), which probably reflects the very different modes of test
morphogenesis in these two disparate clades.

The agglutinated layer was separated from the IOL by a thin,
opaque organic layer that appears to surround agglutinated grains,
which are predominantly quartz. (Conchoidal fracture, particularly
evident in Fig. 6, is a distinctive physical property of quartz and
various glasses; see also Bender 1989). This layer also covered the
outer surface of the test (Fig. 5), although the test otherwise lacked
an outer organic lining (OOL) comparable to the IOL in thickness
and character. The quartz grains, which were prominent and tightly
packed in the agglutinated layer, commonly fractured and pulled
out of the sample during sectioning. Nonetheless, these HPF/FS
preparations for TEM revealed the fine strand-like appearance of
the bioadhesive that interconnected individual sediment grains
(Fig. 6). In interior chambers, the IOL separated the lumen (and
cytoplasm) of each chamber from the tightly packed agglutinated
layer, which was centrally located between chambers (Fig. 7).

The fine structure of the terminal chamber wall and apertural tip
differed significantly from that of the older chambers of the test.
The bioadhesive within the wall near the apertural tip was thick
and more strongly fibrous than anywhere else within the test wall
(Fig. 8). The bioadhesive became less fibrous and more massive
toward the base of the chamber, where it resembled the bioadhe-
sive found elsewhere within the test.

DISCUSSION

The analyses presented here provide new information about the
evolution of foraminiferal test morphology. Taxonomically, the

presence of an agglutinated, as opposed to a mineralized, test wall
appears to be less phylogenetically significant than does the over-
all arrangement of test chambers. This suggests that chamber
arrangement is a fundamental developmental character in at least
some polythalamous clades, and that the composition of the test
can be altered over time, possibly reflecting adaptation to chang-
ing environmental conditions.

The basal position of Cornuspira in our analyses agrees with its
earlier, morphologically based identification as one of the earliest
miliolids (Tappan and Loeblich 1988). This calcareous genus with
a relatively simple coiled-tube morphology appears first in Car-
boniferous strata; the other miliolids in our analysis appeared no
earlier than the Jurassic. The evolutionary sequence in this group,
in which calcification apparently preceded the development of
more complex morphology, is the opposite of that postulated for
the Textulariida/Rotaliida group. In that clade, polythalamous
forms substantially pre-date calcitic tests, both in the fossil record
(Loeblich and Tappan 1988) and in molecular phylogenies
(Pawlowski et al. 2003). The very different methods of calcifica-
tion used by members of the two clades (Loeblich and Tappan
1988) support the view that calcification was acquired independ-
ently in the two lineages.

If Cornuspira is indeed basal to Miliammina, the most parsi-
monious explanation is that this agglutinated genus descended
from a calcareous ancestor with a ‘‘quinqueloculine’’ (i.e. length-
wise coiling with 5-fold symmetry) chamber arrangement, as has
also been suggested by other researchers (e.g. Fahrni et al. 1997;
Tyszka 1997). In this model, the coiling pattern was retained, but
calcification of the test wall was replaced by agglutination,
reversing the conventionally accepted evolutionary progression.
Given that several hauerinid miliolids, such as the quinquelocu-
line Rudoloculina hooperi (Guilbault and Patterson 1998), cement
substantial amounts of exogenous particles on the outer surfaces
of their calcareous walls, a behavioral mechanism that would per-
mit secondary agglutination would presumably have been avail-
able. (The apparent splitting of the genus Quinqueloculina in our
SSU rDNA analyses may simply reflect the common occurrence
of quinqueloculine chamber arrangements in hauerinid fora-
miniferans.) Lastly, the appearance of the Alveolinidae as a
derived group within the Hauerinidae has been proposed earlier,
on morphological grounds (Tappan and Loeblich 1988).

Although M. fusca has an agglutinated test, a feature that has
supported its inclusion within the Textulariina (Loeblich and Tap-
pan 1987), the fine structure is not that of a typical textulariid. As
shown by Bender (1995), textulariid tests typically have a multi-
layered IOL as well as an OOL, features that are lacking in
M. fusca. We find that the IOL of M. fusca consists of a single,
thick organic layer that underlies the agglutinated layer. Sand
grains in the agglutinated layer are interconnected by fine strands
of bioadhesive. Thicker, strand-like features are also evident in
Bender’s (1989) SEM illustrations of the wall of M. fusca, al-
though the difference in methodologies employed make further
comparisons difficult.

Furthermore, the fine structure of the terminal chamber sug-
gests a mode of chamber formation analogous to that found in the
miliolid Spiroloculina hyalina (Angell 1980) in which new cham-
bers calcify progressively from the abapertural tip toward the
aperture of the new chamber. The bioadhesive structure in the
terminal chamber of M. fusca is thicker and more fibrous near the
aperture, but resembles that in the remainder of the test near the
base. This suggests a bioadhesive maturation process that begins
at the base of the terminal chamber and progresses toward the
aperture. Bender (1989) also reported differences between the ce-
ment of the terminal chamber and that of older ones, suggesting
that this most likely reflected the process of chamber formation.
In addition, older chambers in S. hyalina are progressively thicker

Fig. 1. Protein maximum likelihood phylogeny of foraminiferal
b-tubulin genes. Bootstrap values from PUZZLEBOOT and posterior prob-
abilities for MrBayes (multiplied by 100) are shown for nodes for which
the value is 450. A dash represents nodes that differ in the maximum
likelihood and Bayesian phylogenies. Previously reported sequences are
shown in gray; miliolid and Miliammina sequences are indicated in bold.
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Fig. 2. Bayesian phylogeny of partial foraminiferal small subunit (SSU) rRNA genes. Support values for nodes marked with black dots are given to
the right of the tree (in the order Bayesian posterior probabilities �100/Maximum Likelihood/Maximum Parsimony) Support values o50 are labeled as
‘‘ns.’’ Previously identified foraminiferal phylogenetic groups (i.e. the polythalamous rotaliids, textulariids, and miliolids, and several allogromiid clades;
Pawlowski 2000) are indicated with labeled black bars. The branch joining the foraminiferans to the outgroup taxon (Cercomonas longicauda) is shown
at 1/10 actual length. New sequences are indicated in bold.
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(Angell 1980), and in M. fusca, the IOL of interior chambers is
considerably thicker than that of the terminal (and youngest)
chamber although the agglutinated layer remains of fairly con-
stant thickness.

The evolutionary advantage of constructing an agglutinated test
rather than a mineralized one is not immediately apparent. Based
on physical manipulation, Miliammina’s agglutinated test appears
to be structurally weaker, for its mass, than are those of its cal-
careous relatives (Habura A., pers. observ.). The answer may lie in
the observed geographical distribution of both modern and fossil
rzehakinacids. Miliammina is renowned for its dominance of
mesohaline and dysoxic habitats, such as low salt marsh and man-
grove swamp, and oligohaline estuarine environments (Sen Gupta
1999b; Tyszka 1997). Indeed, M. fusca is often the last identifiable
foraminiferal species to survive in marine basins that become cut
off from the sea (Lloyd and Evans 2002). Marginal marine envi-
ronments in general are dominated by agglutinated taxa (Sen
Gupta 1999b); only a few calcareous taxa, such as the euryhaline
elphidiid rotaliids, appear to be able to survive there (e.g. Boudr-
eau et al. 2001). It is likely that the relatively low pH and oxygen
levels and reduced salinity of these environments (e.g. Lloyd and
Evans 2002; Sen Gupta 1999b) disfavor calcification in fora-
miniferans; speed of calcification in these organisms is depend-
ent on the local carbonate concentration (Lea et al. 1995), which

decreases in environments that are acidic, dysoxic, low-salinity or
unusually cold. Most calcareous foraminiferans also experience
substantial decalcification and test deformation in conditions more
acid (pHo7.8) than is typical for seawater (LeCadre, Debenay,
and Lesourd 2003).

Modern calcareous foraminifera occurring high in estuaries or in other
low-carbonate environments are often found in a so-called ‘‘chitinous’’
form, in which only the organic lining of the test is present. A possible
evolutionary pathway for the rzehakinacids is an invasion of calcareous
miliolids into regions in which calcification processes fail due to
low carbonate concentration. Today, quinqueloculine miliolids
sometimes invade the marginal environments that Miliammina
dominates, if conditions change so as to become slightly more
marine (e.g. Swallow 2000). Decalcification would leave a ‘‘chit-
inous’’ test, which could be overlain by a secondary agglutinated
layer, such as that seen in Miliammina tests.

The data we report points to a ‘‘reversion’’ from calcareous to
agglutinated test formation in at least one major lineage of fora-
miniferan protists, and suggests that the genus Miliammina, and
possibly other members of its family, should be reassigned to the
Order Miliolida. Because of the widespread use of test composi-
tion as an important taxonomic character for foraminiferans as a
whole, the possibility of reversion may also have implications for
other proposed relationships within the Foraminifera.

Fig. 3. Maximum likelihood (ML) phylogeny of partial miliolid small subunit (SSU) rRNA genes. Support values are given in the order ML/
Maximum Parsimony/Bayesian posterior probability, and are labeled as described in Fig. 1. Morphological classification by family is indicated by bars to
the right of the tree. New sequences are indicated in bold.
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of the Fourth International Workshop on Agglutinated Foraminifera. Grzy-
bowski Foundation Special Publication No. 3. Krakow, Poland. p. 27–70.

Boudreau, R. E. A., Patterson, R. T., Dalby, A. P. & McKillop, W. B.
2001. Non-marine occurrence of the foraminifer Cribroelphidium
gunteri in Northern Lake Winnipegosis, Manitoba, Canada. J. Fora-
miniferal Res., 31:108–119.

Bowser, S. S. & Travis, J. L. 2002. Reticulopodia: structural and behavi-
oral basis for the suprageneric placement of granuloreticulosan protists.
J. Foraminiferal Res., 32:440–447.

Burns, R. G. & Surridge, C. D. 1994. Tubulin: conservation and structure.
In: Hyams, J. S. & Lloyd, C. W. (ed.), Microtubules. Wiley, New York.
p. 3–32.

Cifelli, R. 1990. A history of the classification of Foraminifera (1826–
1933). Part I. Foraminiferal classification from D’Orbigny to Galloway.
Cushman Foundation for Foraminiferal Research Special Publication
No. 27. Washington, D.C.

Cushman, J. A. 1948. Foraminifera—Their Classification and Economic
Use. 4th ed. Harvard University Press, Cambridge, MA.

Edgcomb, V. P., Roger, A. J., Simpson, A. G. B., Kysela, D. T. & Sogin,
M. L. 2001. Evolutionary relationships among ‘‘Jakobid’’ flagellates as
indicated by alpha- and beta-tubulin phylogenies. Mol. Biol. Evol.,
18:514–522.

Fahrni, J. F., Pawlowski, J., Richardson, S., Debenay, J.-P. & Zaninetti, L.
1997. Actin suggests Miliammina fusca (Brady) is related to por-
cellaneous rather than to agglutinated foraminifera. Micropaleontolo-
gy, 43:211–214.

Felsenstein, J. 1989. PHYLIP—phylogeny inference package (version
3.2). Cladistics, 5:164–166.

Flakowski, J., Bolivar, I., Fahrni, J. & Pawlowski, J. 2005. Actin phylo-
geny of foraminifera. J. Foraminiferal Res., 35:93–102.

Galloway, J. J. 1933. A Manual of Foraminifera. The Principia Press,
Bloomington, IN.

Galtier, N., Gouy, M. & Gautier, C. 1996. SEAVIEW and PHYLO_WIN,
two graphic tools for sequence alignment and molecular phylogeny.
Comput. Appl. Biosci., 12:543–548.

Goldstein, S. T. & Richardson, E. A. 2002. Comparison of test and cell
body ultrastructure in three modern allogromiid Foraminifera: applica-
tion of high pressure freezing and freeze substitution. J. Foraminiferal
Res., 32:375–383.

Guilbault, J.-P. & Patterson, R. T. 1998. Rudoloculina hooperi, a new
miliolid with an agglutinated outer surface from the northeastern Pacific
Ocean. J. Foraminiferal Res., 28:306–311.

Habura, A., Pawlowski, J., Hanes, S. D. & Bowser, S. S. 2004a. Unex-
pected foraminiferal diversity revealed by small-subunit rDNA analysis
of Antarctic sediment. J. Eukaryot. Microbiol., 51:173–179.

Habura, A., Rosen, D. R. & Bowser, S. S. 2004b. Predicted secondary
structure of the foraminiferal SSU 30 major domain reveals a molecular
synapomorphy for granuloreticulosean protists. J. Eukaryot. Microbiol.,
51:464–471.

Habura, A., Wegener, L., Travis, J. L. & Bowser, S. S. 2005. Structural
and functional implications of an unusual foraminiferal b-tubulin. Mol.
Biol. Evol., 22:2000–2009.

Holder, M. & Roger, A. 1999. PUZZLEBOOT. Marine Biological
Laboratory, Woods Hole, MA.

Holzmann, M., Hohenegger, J., Hallock, P., Piller, W. E. & Pawlowski, J.
2001. Molecular phylogeny of large miliolid foraminifera (Soritacea
Ehrenberg 1839). Mar. Micropaleontol., 43:57–74.

Huelsenbeck, J. P. & Ronquist, F. 2001. MRBAYES: Bayesian inference
of phylogeny. Bioinformatics, 17:754–755.

Lea, D. W., Martin, P. A., Chan, D. A. & Spero, H. J. 1995. Calcium
uptake and calcification rate in the planktonic foraminifer Orbulina
universa. J. Foraminiferal Res., 25:14–23.

LeCadre, V., Debenay, J.-P. & Lesourd, M. 2003. Low pH effects on
Ammonia beccarii test deformation: implications for using test defor-
mation as a pollution indicator. J. Foraminiferal Res., 33:1–9.

Lee, J. J., Pawlowski, J., Debenay, J.-P., Whittaker, J., Banner, F., Gooday,
A. J., Tendal, O., Haynes, J. & Faber, W. W. 2000. Phylum Granulore-
ticulosa. In: Lee, J. J., Leedale, G. F. & Bradbury, P. (ed.), Illustrated
Guide to the Protozoa. 2nd ed., Vol. 2. Allen Press Inc., Lawrence, KS.
p. 872–951.

Linder, S., Schliwa, M. & Kube-Granderath, E. 1997. Sequence analysis
and immunofluorescence study of a- and b-tubulins in Reticulomyxa
filosa: implications of the high degree of b2-tubulin divergence. Cell
Motil. Cytoskeleton, 36:164–178.

Lloyd, J. M. & Evans, J. R. 2002. Contemporary and fossil fora-
minifera from isolation basins in northwest Scotland. J. Quat. Sci.,
17:431–443.

Loeblich, A. R. & Tappan, H. 1988. Foraminiferal Genera and Their
Classification. Van Nostrand Reinhold, New York.

Pawlowski, J. 2000. Introduction to the molecular systematics of fora-
minifera. Micropaleontology, 46(Suppl. 1):1–12.

Pawlowski, J., Holzmann, M., Berney, C., Fahrni, J., Gooday, A. J.,
Cedhagen, T., Habura, A. & Bowser, S. S. 2003. The evolution of
early Foraminifera. Proc. Natl. Acad. Sci. USA, 100:11494–11498.

Posada, D. & Crandall, K. A. 1998. Modeltest: testing the model of DNA
substitution. Bioinformatics, 14:817–818.

Schmidt, H. A., Strimmer, K., Vingron, M. & von Haeseler, A. 2002.
TREE-PUZZLE: maximum likelihood phylogenetic analysis using
quartets and parallel computing. Bioinformatics, 18:502–504.

Sen Gupta, B. K. 1999a. Introduction to modern Foraminifera. In: Sen
Gupta, B. K. (ed.), Modern Foraminifera. Kluwer Academic Publishers,
Dordrecht, The Netherlands. p. 3–6.

Sen Gupta, B. K. 1999b. Foraminifera in marginal marine environments.
In: Sen Gupta, B. K. (ed.), Modern Foraminifera. Kluwer Academic
Publishers, Dordrecht, The Netherlands. p. 141–160.

Swallow, J. E. 2000. Intra-annual variability and patchiness in living
assemblages of salt-marsh foraminifera from Mill Rythe Creek,
Chichester Harbor, England. J. Micropaleontol., 19:9–22.

Swofford, D. L. 2003. PAUP�. Phylogenetic Analysis Using Parsimony
(� and Other Methods). Version 4 b10. Sinauer Associates, Sunderland,
MA.

Tappan, H. & Loeblich, A. R. 1988. Foraminiferal evolution, diversifica-
tion, and extinction. J. Paleontol., 62:695–714.

Thompson, J. D., Higgins, D. G. & Gibson, T. J. 1994. CLUSTAL W:
improving the sensitivity of progressive multiple sequence alignment
through sequence weighting, positions-specific gap penalties and
weight matrix choice. Nucl. Acids Res., 22:4673–4680.

Tyszka, J. 1997. Miliammina gerochi n. sp.—a middle Jurassic rzehakinid
(Foraminiferida) from quasi-anaerobic biofacies. Ann. Soc. Geol.
Polon., 67:355–364.

Received: 11/23/05, 01/31/06; accepted: 02/01/06

210 J. EUKARYOT. MICROBIOL., VOL. 53, NO. 3, MAY– JUNE 2006


