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The Chlamydomonas Genome
Reveals the Evolution of Key Animal
and Plant Functions
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Chlamydomonas reinhardtii is a unicellular green alga whose lineage diverged from land plants over
1 billion years ago. It is a model system for studying chloroplast-based photosynthesis, as well as the
structure, assembly, and function of eukaryotic flagella (cilia), which were inherited from the common
ancestor of plants and animals, but lost in land plants. We sequenced the ~120-megabase nuclear
genome of Chlamydomonas and performed comparative phylogenomic analyses, identifying genes
encoding uncharacterized proteins that are likely associated with the function and biogenesis of
chloroplasts or eukaryotic flagella. Analyses of the Chlamydomonas genome advance our understanding
of the ancestral eukaryotic cell, reveal previously unknown genes associated with photosynthetic and
flagellar functions, and establish links between ciliopathy and the composition and function of flagella.

hlamydomonas reinhardtii is a ~10-um,

unicellular, soil-dwelling green alga with

multiple mitochondria, two anterior
flagella for motility and mating, and a chloroplast
that houses the photosynthetic apparatus and critical
metabolic pathways (Fig. 1 and fig. S1) (J).
Chlamydomonas is used to study eukaryotic
photosynthesis because, unlike angiosperms
(flowering plants), it grows in the dark on an
organic carbon source while maintaining a func-
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tional photosynthetic apparatus (2). It also is a
model for elucidating eukaryotic flagella and basal
body functions and the pathological effects of their
dysfunction (3, 4). More recently, Chlamydomonas
research has been developed for bioremediation
purposes and the generation of biofuels (5, 6).

The Chlorophytes (green algae, including
Chlamydomonas and Ostreococcus) diverged from
the Streptophytes (land plants and their close
relatives) (Fig. 2) over a billion years ago. These
lineages are part of the green plant lineage
(Viridiplantae), which previously diverged from
opisthokonts (animals, fungi, and Choanozoa) (7).
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Many Chlamydomonas genes can be traced to the
green plant or plant-animal common ancestor by
comparative genomic analyses. Specifically, many
Chlamydomonas and angiosperm genes are de-
rived from ancestral green plant genes, including
those associated with photosynthesis and plastid
function; these are also present in Ostreococcus
spp. and the moss Physcomitrella patens (Fig. 2).
Genes shared by Chlamydomonas and animals are
derived from the last plant-animal common an-
cestor and many of these have been lost in angio-
sperms, notably those encoding proteins of the
eukaryotic flagellum (or cilium) and the associated
basal body (or centriole) (8). Chlamydomonas also
displays extensive metabolic flexibility under the
control of regulatory genes that allow it to inhabit
distinct environmental niches and to survive
fluctuations in nutrient availability (9).

Genome sequencing and assembly. The
121-megabase (Mb) draft sequence (/0) of the
Chlamydomonas nuclear genome was generated
at 13x coverage by whole-genome, shotgun end-
sequencing of plasmid and fosmid libraries, fol-
lowed by assembly into ~1500 scaffolds (7). Half of
the assembled genome is contained in 25 scaffolds,
each longer than 1.63 Mb. The genome is unusually
GC-rich (64%) (Table 1), which required modifica-
tion of standard sequencing protocols. Alignments
of expressed sequence tags (ESTs) to the genome
suggest that the draft assembly is 95% complete (7).

The Chlamydomonas nuclear genome com-
prises 17 linkage groups (figs. S2 to S18) presum-
ably corresponding to 17 chromosomes, consistent
with electron microscopy of meiotic synaptonemal
complexes (/7). Seventy-four scaffolds, repre-
senting 78% of the draft genome, have been
aligned with linkage groups (Fig. 3 and figs. S2 to
S18). Sequenced ESTs from a field isolate (/) of
Chlamydomonas, fertile with the standard labora-
tory strain, identified 8775 polymorphisms, result-

Fig. 1. A schematic of a
Chlamydomonas cell
(from transmission elec-
tron micrographs) show-
ing the anterior flagella
rooted in basal bodies,
with intraflagellar trans-
port (IFT) particle arrays
between the axoneme
and flagellar membrane,
the basal cup-shaped
chloroplast, central nu-
cleus and other organ-
elles. An expanded cross
section of the flagellar
axoneme, as redrawn
from (48), shows the nine
outer doublets and the
central pair (9+2) micro-
tubules; axoneme sub-
structures are color-coded
and labeled (see inset).
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ing in a marker density of 1 per 13 kb (12, 13). By
comparing physical marker locations on scaffolds
with genetic recombination distances, we estimated
100 kb per centimorgan (cM) on average.

The Chlamydomonas genome has approxi-
mately uniform densities of genes, simple se-
quence repeats, and transposable elements.
Several AT-rich islands coincide with gene- and
transposable element—poor regions (figs. S2 to
S18). As in most eukaryotes, the ribosomal RNA
(rRNA) genes are arranged in tandem arrays. They
are located on linkage groups I, VII, and XV,
although assembly has only been completed on
the outermost copies. We identified 259 transfer
RNAs (tRNAs) (/) (table S1), 61 classes of simple
repeats, ~100 families of transposable elements
(1), and 64 tRNA-related short interspersed
clements (SINEs) (tables S2 and S3), which is
unusual for a microorganism. We also identified
tRNAs clusters and a number of recent tRNA
duplications (fig. S19), as well as clusters of genes
associated with specific biological functions (fig.

S20). Few chloroplast and mitochondrial genome
fragments were detected in the nuclear genome
(“cp” and “mito” in Fig. 3, and figs. S2 to S18).
Protein coding genes and structure. Ab initio
and homology-based gene prediction, integrated
with EST evidence, was used to create a reference
set of 15,143 protein-coding gene predictions (/)
(tables S4, S5, and S6). More than 300,000 ESTs
were generated from diverse environmental con-
ditions; 8631 gene models (56%) are supported by
mRNA or EST evidence (/4), and 35% have been
edited for gene structure and/or annotated by manual
curation, as of June 2007. Protein-coding genes
have, on average, 8.3 exons per gene and are intron-
rich relative to other unicellular eukaryotes and land
plants (15) (fig. S21); only 8% lack introns (Table 1)
(1). The average Chlamydomonas intron is longer
(373 bp) than that of many eukaryotes (/6), and the
average intron number and size are more similar to
those of multicellular organisms than those of
protists (fig. S21) (Z, 17). Only 1.5% of the introns
are short (<100 bp), and we did not observe the
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Fig. 2. Evolutionary relationships of 20 species with sequenced genomes (54, 55) used for the comparative
analyses in this study include cyanobacteria and nonphotosynthetic eubacteria, Archaea and eukaryotes
from the oomycetes, diatoms, rhodophytes, plants, amoebae and opisthokonts. Endosymbiosis of a
cyanobacterium by a eukaryotic protist gave rise to the green (green branches) and red (red branches) plant
lineages, respectively. The presence of motile or nonmotile flagella is indicated at the right of the cladogram.

bimodal intron size distribution typical of most
eukaryotes (fig. S21A). Furthermore, 30% of the
intron length is due to repeat sequences (/), which
suggests that Chlamydomonas introns are subject to
creation or invasion by transposable elements.

Gene families. We identified 1226 gene families
in Chlamydomonas encoding two or more proteins
(1); of these, 26 families have 10 or more members
(table S7). The genes of 317 of the 798 two-gene
families are arranged in tandem, which suggests
extensive tandem gene duplications. Gene families
contain similar proportions of the total gene com-
plement of Chlamydomonas, human, and Arabi-
dopsis. As in Arabidopsis, Chlamydomonas has
large families of kinases and cytochrome P-450s, but
the largest one is the class III guanylyl and adenylyl
cyclase family. With 51 members, the Chlamydom-
onas family is larger than that in any other organism
(18). Although these cyclases are not found in plants,
in animals they catalyze the synthesis of cGMP and
cAMP (I8), which serve as second messengers in
various signal transduction pathways. Cyclic nucleo-
tides are critical for mating processes, as well as
flagellar function and regulation in Chlamydomonas
(19-21), and may be vital for acclimation to chang-
ing nutrient conditions (22, 23). Chlamydomonas
also encodes diverse families of proteins critical for
nutrient acquisition (23, 24).

Transporters. The transporter complement in
Chlamydomonas suggests that it has retained the
diversity present in the common plant-animal
ancestor. Chlamydomonas is predicted to have 486
membrane transporters (figs. S22 and S23) (/) that
fall into the broad classes of 61 ion channels, 124
primary (active) adenosine triphosphate (ATP)—
dependent transporters and 293 secondary trans-
porters; eight are unclassified. The 69-member ATP-
binding cassette (ABC) and 26-member P-type
adenosine triphosphatase (ATPase) families are
large, as in Arabidopsis, and overall, the comple-
ment of transporters in Chlanmydomonas resembles
that of both Ostreococcus spp. and land plants (fig.
S22). Furthermore, a number of plant transporters
not found in animals are encoded on the Chlamy-
domonas genome (fig. S22 and table S8).

We also found copies of genes encoding
animal-associated transporter classes, including
some with activities related to flagellar function
(e.g., the voltage-gated ion channel superfamily)
(25) (fig. S22 and table S8). A number of these
transporters redistribute intracellular Ca*>* in
response to environmental signals such as light.
Changing Ca”" levels may modulate the activity
of the flagella, which are structures found in
animals but not in vascular plants (see below).

The Chlamydomonas genome also encodes a
diversity of substrate-specific transporters that are
important for acclimation of the organism to the
fluctuating, often nutrient-poor, conditions of soil
environments (24). Of the eight sulfate transporters,
four are in the H'/SO,> family (characteristic of the
plant lineage), three are in the Na'/SO,* family
(not found in plants but present in opisthokonts),
and one is a bacterial ABC-type SO, transporter
(associated with the plastid envelope). The 12-
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