25

1@and1391989

Bradbury PC (1989) Evidence for hymenostome affinities in an apostome ciliate. J Protozool 36: 95-103

Bradbury PC, Song W, Zhang L (1997) Stomatogenesis during the formation of the tomite of Hyalophysa chattoni
(Hymenostomatida: Ciliophora). Eur J Protistol 33: 409-419

Chatton E, Lwoff A (1935) Les ciliés apostomes. Morphologie, cytologie, éthologie, évolution, systématique. Premiére
partie. Apergu historique et général. Etude monographique des genres et des espéces. Arch Zool Exp Gén
77: 1-453

Clamp JC, Bradbury PC, Striider-Kypke MC, Lynn DH (2008) Phylogenetic position of the apostome ciliates
(phylum Ciliophora, subclass Apostomatia) tested using smail subunit rRNA gene sequences. Denisia 23:
395-402

Corliss JO (1979) The ciliated protozoa: characterization, classification, and guide to the literature. 2nd ed. Pergamon
Press, London and New York, pp 4565

de Puytorac P, Grain J (1975) Etude de la tomitogenése et de ['ultrastructure de Collinia orchestiae, cilié
apostome sanguicole, endopa/rasite du crustacé Orchestia gammarella Pallas. Protistologica 11: 61-74

de Puytorac P, Lom J (1962) La tomitogenése des Collinia ciliés apostomes sanguicoles endoparasites des
crustacés. Ann Parasitol Humaine Comp 37: 195-209

Goémez-Gutiérrez J, Peterson WT, De Robertis A, Brodeur RD (2003) Mass mortality of krill caused by parasitoid
ciliates. Science 301: 339

Gémez-Gutiérrez J, Striider-Kypke MC, Lynn DH, Shaw TC, Aguilar-Méndez MJ, Lépez-Cortés A, Martinez-
Gémez S, Robinson CJ (2012) Pseudocollinia brintoni gen. nov., sp. nov. (Apostomatida: Colliniidae), a
parasitoid ciliate infecting the euphausiid Nyctiphanes simplex. Dis Aquat Org 99: 57-78

Guindon S, Dufayard JF, Lefort V, Anisimova M, Hordijk W, Gascuel O (2010) New algorithms and methods to
estimate maximum-likelihood phylogenies: assessing the performance of PhyML 3.0. Syst Biol 5§9: 307~
321

Guo Z, Liu S, Hu S, Li T, Huang Y, Liu G, Zhang H, Lin S (2012) Prevalent ciliate symbiosis on copepods: high
genetic diversity and wide distribution detected using small subunit ribosomal RNA gene. PLoS ONE 7:
€44847. doi:10.1371/journal.pone.0044847

Huelsenbeck JP, Ronquist F (2001) MrBayes: Bayesian inference of phylogenetic trees. Bioinformatics 17: 754—
755

Jankowski AW (1980) Conspectus of a new system of the phylum Ciliophora. Trudy Zool Inst Leningrad 94: 103—
121 (in Russian)

Jankowski AW (2007) Phylum Citiophora Doflein, 1901. In Alimov AF (ed), Protista, Part 2, Handbook on Zoology,
Russian Academy of Sciences, Zoological Institute, St. Petersburg, pp 415-993 (in Russian with English
summary)

Jukes TH, Cantor CR (1969) Evolution of protein molecuies. In Munro HN (ed) Mammalian protein metabolism.
Academic Press, New York, pp 21-132

Katoh K, Toh H (2008) Recent developments in the MAFFT muitiple sequence alignment program. Brief Bioinform
9: 286-298



26

Kimura M (1980) A simple model for estimating evolutionary rates of base substitutions through comparative
studies of nucleotide sequences. J Mol Evol 16: 111120

Lynn DH (2008) The ciliated protozoa: characterization, classification, and guide to the literature. 3rd ed. Springer,
Dordrecht, Second Printing 2010, pp 606

Montagnes DJS, Lynn DH (1993) A quantitative protargol stain (QPS) for ciliates and other protists. In Kemp P,
Sherr B, Sherr E, Cole J (eds) Aquatic microbial ecology. Lewis Publishers, London, UK, pp 229-240

Posada D (2008) jModelTest: phylogenetic model averaging. Mol Biol Evol 25: 1253-1256

Prokopowicz AJ, Rueckert S, Leander BS, Michaud J, Fortier L (2010) Parasitic infection of the hyperiid
amphipod Themisto libellula in the Canadian Beaufort Sea (Arctic Ocean), with a description of
Ganymedes themistos sp. n. (Apicomplexa, Eugregarinorida). Polar Biol 33: 1339-1350

Ronquist F, Huelsenbeck JP (2003) MRBAYES 3: Bayesian phylogenetic inference under mixed models.
Bioinformatics 19: 1572-1574

Small EB, Lynn DH (1981) A new macrosystem for the Phylum Ciliophora Doflein, 1901. BioSystems 14: 387-401

Small EB, Lynn DH (1985) Phylum Citiophora Doflein, 1901. In Lee JJ, Hutner SH, Bovee EC (eds) An illustrated
guide to the protozoa. Society of Protozoologists, Lawrence, Kansas, pp 393-575

Tajima F, Nei M (1984) Estimation of evolutionary distance between nucleotide sequences. Mol Biol Evol 1: 269
285

Tamura K (1992) Estimation of the number of nucleotide substitutions when there are strong transition-transversion
and G + C-content biases. Mol Biol Evol 9: 678687

Tamura K, Kumar S (2002) Evolutionary distance estimation under heterogeneous substitution pattern among
lineages Mol Biol Evol 19: 1727-1736

Tamura K, Nei M (1993) Estimation of the number of nucleotide substitutions in the control region of mitochondrial
DNA in humans and chimpanzees. Mol Biol Evol 10: 512-526

Tamura K, Nei M, Kumar S (2004) Prospects for inferring very large phylogenies by using the neighbor-joining
method. Proc Natl Acad Sci USA 101: 11030-11035

Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S$ (2011) MEGAS5: Molecular evolutionary genetics
analysis using maximum likelihood, evolutionary distance, and maximum parsimony methods. Mol Biol
Evol 28: 2731-2739



