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asp . If in doubt, contact the appropriate
subcommittee chair (fungal, invertebrate, plant,
prokaryote or vertebrate viruses)

ICTV-EC or Study Group comments and response of the proposer:

Date first submitted to ICTV:
Date of this revision (if different to above):

Page 1 of 4


http://www.ictvonline.org/subcommittees.asp
http://www.ictvonline.org/subcommittees.asp

MODULE 2: NEW SPECIES

If more than one, they should be a group of related species belonging to the same genus. All new
species must be placed in a higher taxon. This is usually a genus although it is also permissible for
species to be “unassigned” within a subfamily or family. Wherever possible, provide sequence accession
number(s) for one isolate of each new species proposed.

Code [2010.003aF.N.v1 [ (assigned by ICTV officers)

To create 1 new species within:
Fill in all that apply.

Genus: | Prasinovirus e li thi‘ h(;g(her taxon haz yetto klje ) it
TR created (In a later module, below) write
SUbIIam!:y: hveod i “(new)” after its proposed name.
amily: | Phycodnaviridae e If no genus is specified, enter
Order: “‘unassigned” in the genus box.
And name the new species: GenBank sequence accession
number(s) of reference isolate:
Ostreococcus tauri virus OtV5 NC 010191

Reasons to justify the creation and assignment of the new species:
e Explain how the proposed species differ(s) from all existing species.
o If species demarcation criteria (see module 3) have previously been defined for the
genus, explain how the new species meet these criteria.
o If criteria for demarcating species need to be defined (because there will now be more
than one species in the genus), please state the proposed criteria.
e Further material in support of this proposal may be presented in the Appendix, Module 9

Host specificity: This virus infects a specific strain of Ostreococcus tauri. The genus
Ostreococcus currently includes 4 "ecotypes,” which we refer to as clades A, B, C and D, and
that most likely represent 4 evolutionarily divergent species, 3 of which have not yet been
officially described: O. lucimarinus (nomen nudem, clade A), clade B and clade D (O. tauri, the
officially described species, being clade C). OtV5 infects only one of the 15 wild-type clonal
lines of O. tauri in culture. O. tauri is a coastal marine species of the Order Mamiellales
(Prasinophyceae) and the abundance of O. tauri viruses decreases offshore, in contrast to O.
lucimarinus, an oceanic clade whose viruses are found worldwide, see Bellec at al., 2010 in the
Appendix). The fully characterised dsDNA genome of OtV5 and its particle morphology
(icosohedral, 110-130nm) clearly merit its inclusion in the Prasinovirus genus, as we described
(relevant publications are given in the appendix, as requested). We suggest the nomenclature
OtVn, where n is the strain number, for Ostreococcus tauri viruses, OlI\VVn for Ostreococcus
lucimarinus viruses, and OsVn for viruses of other unclassified species (clades) of hosts within
the Ostreococcus genus. We suggest that a similar system is adopted for other members of the
Order Mamiellales. Bathycoccus prasinos viruses should thus be called BpVn. The taxonomy
for Micromonas viruses should also reflect the host species’ name, and a similar situation exists
to that in Ostreococcus, namely that there are several evolutionary divergent cryptic species in
Micromonas, and indeed previous work on these viruses shows diverse particle characteristics,
but historically viruses attacking Micromonas spp. were called Micromonas pusilla viruses
before host clade/species distinctions became apparent. To avoid confusion, we suggest that the
nomenclature MpVn should be retained, whatever the species specificity.



http://www.ncbi.nlm.nih.gov/sites/entrez?Db=genome&Cmd=ShowDetailView&TermToSearch=21779

MODULE 9: APPENDIX: supporting material

additional material in support of this proposal

References:

Annex:

Include as much information as necessary to support the proposal, including diagrams comparing the
old and new taxonomic orders. The use of Figures and Tables is strongly recommended but direct
pasting of content from publications will require permission from the copyright holder together with
appropriate acknowledgement as this proposal will be placed on a public web site. For phylogenetic
analysis, try to provide a tree where branch length is related to genetic distance.

B VIRAL GROUP HOST GROUP
0.99/66/ Heterosigma akashiwovirus (AB194136.1) Unclassified Stramenopiles
0.62- Human herpesvirus (X83413) * Herpesvirus Vertebrates
C q00m00 [ Chrysochromulinabrevifilum virus PW1(U32983.1) } Pimsioniis | Heokoohyees
" Phaeocystis globosa virus PgV-05T (AY345138.1)
1.00/87| Paramecium bursaria Chiorella virus1 (M86836.1) *  Chlorovirus Green algae
e 10000 | Micromonas pusiliavirus PBS(U32978.1) )
|_1.001100 | Micromonas pusillavirus GM1 (U32977.1) =~ Prasinovirus  Green algae
ow| —— Otv5* B
00100 Ectocarpus siliculosus virus (AF204951) * s RO
Feldmanniasp. virus (AF013260) *
S Emiliania huxleyivirus (AJB90364.1) * Coccolithovirus ~ Haptophytes
il Chilo iridescent virus (AF303741) * Iridovirus Invertebrates and vertebrates
Sk Pyramimonas orientalis virus (EU006633.1) Unclassified Green algae
~ Chrysochromulinaericina virus (EUD06632.1) Unclassified Haptophytes
Phaeocystis pouchetiivirus (EU008634.1) Unclassified Haptophytes
Mimivirus (AY606804.1) * Mimivirus Amoebae
Vaccinia virus (NC_006998) * Poxvirus Invertebrates and vertebrates

Fig. 1. A phylogenetic tree computed by Bayesian analysis (Bl) and maximum likelihood (ML)
analyses on the partial DNA polymerase gene DNA sequences of selected taxa of the family
Phycodnaviridae and other large dSDNA viruses. Genbank accession numbers of reference taxa
are given in parentheses. The position of OtV5 is indicated in large bold type. Numbers are
posterior probabilities (BI) and bootstrap proportions (ML; values below 50 are indicated by “-)
reflecting clade support. (Taken from Derelle et al., 2008)
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