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RESUME

La photosynthése est un mécanisme primordial a la vie telle que nous la connaissons. Sur
terre la quasi-totalité de la biomasse est produite par la photosynthése ou en est dérivée,
comme bon nombre de nos matiéres premiéeres telles que le bois, le charbon ou le pétrole.
Comme son nom l'indique, il s’agit d’'une réaction de synthése qui tire son énergie de la lumiéere
eémise par le soleil. La collecte de I'énergie lumineuse se fait en deux phases, la premiere
directement dépendante de la lumiére qui génére de I'ATP et du pouvoir réducteur (NADPH)
et la seconde phase qui utilise ces derniéres molécules pour l'incorporation du CO2 pour
former des molécules organiques.
Malgré sa grande diversité évolutive, la photosynthése se déroule quasiment toujours dans
des systémes membranaires complexes appelés thylakoides présents notamment chez les
cyanobactéries, organismes procaryotes. Chez les eucaryotes photosynthétiques, ces
thylakoides sont retrouvés dans une organelle particuliére, le chloroplaste, originaire de
l'incorporation endosymbiotique d’une cyanobactérie dans une cellule eucaryote primitive. Les
mécanismes responsables de la phase lumineuse de la photosynthése utilisent quatre
complexes majeurs dont les activités sont couplées par une chaine de transport d’électrons et
une accumulation de ions H+ dans la lumiére des thylakoides. Ces complexes sont nommeés
photosystéme I, cytochrome bef, photosystéme |, et ATPsynthase. lls sont composés d’'une
dizaine a une trentaine de sous unités chacun. L’évolution endosymbiotique du chloroplaste a
eu pour effet la translocation d’une grande maijorité des génes d’origine cyanobactérienne vers
le noyau, mis a part quelques génes dont la structure et la fonction rendraient difficile leur
translocation. Ce déplacement massif de génes chloroplastiques vers le noyau a été
accompagné d’'une complexification du génome nucléaire, du protéome du chloroplaste, et
des relations entre les deux systémes génétiques. De nouvelles formes de signalisation et de
régulation ont évolué pour coordonner la synthése de différentes protéines codées par les
deux compartiments, dont certaines s’assemblent stoechiométriquement dans les complexes
du chloroplaste tout en adaptant leur quantité aux conditions environnementales.
Chlamydomonas est un organisme unicellulaire modéle avec un seul chloroplaste, qui
possede la capacité de se multiplier aussi bien en hétérotrophie qu’en autotrophie. Il est donc
possible d’étudier des mutations affectant la photosynthése sans perdre la viabilité de

'organisme. Ainsi, il a été identifié et caractérisé un grand nombre de génes nucléaires






impliqués dans la biogénése des complexes photosynthétiques. Des composants encodés par
le noyau de la machinerie d’expression chloroplastique, des enzymes de certaines voies
métaboliques et des sous-unités des photosystémes ont été découverts. La stabilisation, la
maturation ou la traduction des ARN messagers du chloroplaste sont des activités trouvées
régulierement pour des protéines encodées dans le noyau. Par exemple il a été mis en
évidence que pas moins de 14 locis nucléaires indépendants sont nécessaires au trans-
splicing de 'ARN de psaA, une sous-unité majeure du photosystéme | encodée dans le
chloroplaste.

Cette thése décrit I'identification de MAC1, une protéine nouvellement identifi€e encodée par
le génome nucléaire, impliquée dans la stabilisation de 'ARN messager de psaC, sous-unité
du photosystéme I. L’identification de ce géne a été possible suite a l'isolation d’'un mutant
d’insertion dont le génotypage par PCR inverse qui a caractérisé le géne affecté. Ce géne
code pour MAC1 qui est une protéine de 100 kDa environ contenant des répétitions de
type « Tetratricopeptide repeats », TPR ou HAT (demi TPR) notamment présentes dans de
nombreuses protéines qui lient ’ARN dans les chloroplastes des algues et des plantes. Ainsi
le mutant mac? s’est révélé transcrire psaC normalement mais présenter une déstabilisation
de 'ARN de psaC induisant une perte compléte de la protéine PsaC et une perte du
phototropisme. La protéine MAC1 se localise dans la fraction soluble du chloroplaste lors d’'un
fractionnement cellulaire ou lors de sa visualisation par immunofluorescence. MAC1 affecte le
5UTR de psaC comme il a été montré dans l'analyse de transformants chloroplastiques
exprimant un rapporteur luciférase chimérique. L’insertion dans le 5'UTR d'une structure polyG,
dont il a été démontré dans des études antérieures qu’elle bloque la progression des
exonucleases, n'a pas réussi a stabiliser 'ARN messager mature de psaC mais a rétablit
partiellement I'accumulation du précurseur dicistronique psaC-petL. Cela suggére soit un
possible réle de MAC1 sur des zones de I'ARNm autres que le 5'UTR, soit l'existence de
différente variantes du 5'UTR, la forme mature étant exempte de la partie contenant le polyG.
Le réle de MAC1 dans la régulation a été démontré a plusieurs niveaux. Tout d’abord,
I'expression de MAC1 en différentes quantités dans une série de transformants est suivie par
une accumulation proportionnelle de 'ARN de psaC, ce qui suggere que MAC1 joue un role
limitant. Alors qu'il est connu que le photosystéme | est dégradé en absence de fer dans le
milieu, en conditions mixotrophiques '’'ARN de psaC et la protéine MAC1 sont tous deux réduits
de deux fois tandis que les protéines PsaC et PsaA sont fortement déstabilisées. Enfin, MAC1

s’avere étre phosphorylée dans des conditions de croissance mixotrophiques (les autres






conditions de croissance n’ont pas été testées) alors que la carence en fer et des conditions
favorisant I'oxydation ou la réduction de la chaine de transport d’électrons (état 1 ou état 2)
modifient sensiblement cette phosphorylation. Cette observation souleve la question du réle
physiologique de cette phosphorylation sur I'activité de MACA1.

Les organismes sont capables de s’acclimater en modifiant leur population protéique en
fonction de leurs conditions de croissance. Chez les organismes photoautotrophes, cette
acclimatation met en jeu la régulation de la capture de la lumiére par la machinerie
photosynthétique. L’efficacité de cette dernieére dépend de la disponibilité des substrats NADP
et ADP, accepteurs de I'énergie capturée, leur disponibilité étant dépendante de nombreux
facteurs environnementaux comme la température et la présence en quantité suffisante des
nutriments. Ainsi une capture trop importante de I'énergie lumineuse induirait la production
d’espéces réactives de I'oxygéne (ROS) nocives. Les résultats obtenus suggérent que cette
limitation par les accepteurs déclenche une acclimatation a long terme de la machinerie
photosynthétique. Cela implique une forte réduction de 'accumulation du photosystéme | en
haute lumiére, mais des changements modérés des taux de synthése et de dégradation.
L’effet observé découlerait alors d’'un changement subtil du ratio biogénése/protéolyse.

Les mécanismes qui gouvernent I'accumulation des protéines chloroplastiques sont encore
incomplétement compris et ne présentent que quelques exemples de régulation. Des
technologies de protéomique et d’intéractomique devront étre employées pour les comprendre
et les domestiquer, notions prenant tout leur sens dans la perspective du développement des

biotechnologies.






SUMMARY

Photosynthesis is a mechanism essential to life. On earth almost all biomass is
produced by photosynthesis directly or indirectly, as are many of our raw materials such as
wood, coal or oil. As its name suggests, this is a biosynthesis pathway which takes its energy
from light emitted by the sun. The conversion of light energy by photosynthesis involves two
phases, the first one is directly dependent on light and generates chemical energy in the form
of NADPH and ATP, the second one uses these molecules for the fixation of inorganic CO; to
form organic molecules.

Despite its evolutionary diversity, the first phase of photosynthesis generally takes
place in complex membrane systems called thylakoids. These are present cyanobacteria,
which are prokaryotic phototrophs, and in photosynthetic eukaryotes, where the thylakoids are
located in the chloroplast. This organelle originated from the endosymbiotic incorporation of a
cyanobacterium in a primitive eukaryotic cell. The light phase of photosynthesis involves four
major complexes whose activities are coupled by a redox electron transfer chain and the
accumulation of protons in the lumen of the thylakoids. These complexes are named
photosystem Il , cytochrome bef, photosystem | and ATPsynthase. Each complex is composed
of roughly a dozen of subunits, binding many pigments and cofactors. The endosymbiotic
evolution of the chloroplast has resulted in translocation to the nucleus of a great majority of
the original cyanobacterial genes. This massive displacement of chloroplast genes to the
nucleus led to increased complexity. New forms of signaling and regulation evolved to
coordinate the synthesis of different proteins encoded by the two compartments, to allow their
stoichiometric assembly in the chloroplast complexes while adapting to environmental
conditions.

Chlamydomonas is a model unicellular green alga with a single chloroplast, which has the
ability to grow using phototrophy or heterotrophy. It is therefore possible to study mutations
that disrupt photosynthesis without affecting the viability of the organism. This allowed the
identification and characterization of a large number of nuclear genes involved in the
biogenesis and function of photosynthetic complexes, as well as in some metabolic pathways.
Many post-transcriptional events of chloroplast gene expression, such as stabilization,
maturation or translation of mRNA, are directed by proteins encoded in the nucleus. For

example as many as 14 independent nuclear loci are necessary for trans-splicing of psaA






MRNA , which encodes a major subunit of photosystem |, in the chloroplast.

This thesis reports the identification of MAC1 (Maturation of psaC), a newly-discovered
protein encoded by the nuclear genome, involved in stabilizing the mRNA of psaC, which
encodes a subunit of photosystem I. The identification of the MAC7 gene was based on the
isolation and mapping of an insertional mutant. MAC 1 is a protein of about 100 kDa containing
TPR / HAT (Tetratricopeptide / Half a Tetratricopeptide) repeats. These repeats are also
present in other chloroplast RNA-binding proteins of algae and plants. In the mac7 mutant
psaCis transcribed at normal rates, but the psaC mRNA is unstable, inducing a complete loss
of the PsaC protein and therefore a loss of photoautoprophy. Cell fractionation and
immunofluorescence indicated that the MAC1 protein is localized in the soluble fraction of the
chloroplast. It acts through the 5'UTR of psaC, as shown by the analysis of chloroplast
transformants harboring a chimeric luciferase reporter. Small sRNAs that map to the 5’end of
the psaC mRNA are absent in the mac? mutant and may thus represent footprints of MAC1
and of its putative protein partners. Insertion in the 5’UTR of a tract of polyG, which is known
from previous studies to block the progression of exonucleases, failed to stabilize the psaC
MRNA but did partially restore the accumulation of the dicistronic psaC-petL-precursor. This
suggests an additional role for MAC1 either on parts of the mRNA other than the 5’UTR, or the
existence of different 5UTR, the mature form being exempt of the part containing the polyG.
A role for MAC1 in the regulation of psaC expression was demonstrated at different stages.
First, the expression of different amounts of MAC1 in an allelic series of transformants was
accompanied by parallel changes in the accumulation of psaC mRNA, suggesting a limiting
role of MAC1 for psaCaccumulation. Second, iron limitation in conditions of mixotrophic growth
(other growth conditions were not tested) causes the degradation of photosystem I.
Concomitantly, MAC1 protein and psaC mRNA are both reduced approximately two-fold in
amount, while the PsaC and PsaA proteins are strongly destabilized. Finally, MAC1 is
phosphorylated, and its phosphorylation is significantly modulated in response to the
availability of iron or to conditions that favor the oxidation or the reduction of the electron
transfer chain (state1 or state2). This raises interesting questions on the physiological role of
phosphorylation in regulating the activity of MAC1.

Living organisms are able to acclimate to their environment by changing their protein
content. In photoautotrophic organisms, this is particularly apparent in the acclimation
responses that regulate light absorption by the photosynthetic machinery. The effectiveness

of photosynthesis depends on the availability of the acceptors for the collected energy, ADP






and NADP, which is affected by many environmental factors such as temperature and the
presence of sufficient quantities of nutrients. Thus, absorption of excess light energy induces
the production of harmful reactive oxygen species (ROS). Acclimation to changes in light
intensity and CO2 availability was investigated in cultures of Chlamydomonas. The results
suggest that limitation by the acceptors triggers long-term acclimation of the photosynthetic
machinery. This involves a pronounced reduction of the amount of photosystem | in high light,
but only moderate changes in its rates of synthesis and degradation were observed. The
acclimation to high light could result from subtle changes in the ratio of biogenesis to
proteolysis.

The mechanisms that determine the accumulation of chloroplast proteins are still poorly
understood and there are only few examples of regulation. Proteomics and interactomic
technologies will be used to better understand and tame the regulation mechanisms in order

to facilitate advances in biotechnologies
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PREAMBLE

Photosynthesis research in its context

A major motivation for my interest in doing research on photosynthesis is the promise
that it holds to address global problems of energy supply, sustainable development and
technologies. The potential contribution of photosynthesis is briefly outlined in this Preamble

and further detailed in Appendix I.

PHOTOSYNTHESIS IN THE PRODUCTION OF ENERGY

Today, human beings face shortages of the resources that would be needed to
perpetuate or improve their lifestyle. The development of our culture as well as population
growth imply growing needs in terms of energy. The amount of usable energy on earth is
limited, making our future development dependent on the way we harness it. The resources
we can dispose of derived in their vast majority from hydrogen fusion reactions in the sun that
transform mass to energy. A very small fraction of what is produced in the sun is received on
earth as light and is transformed to heat (at the origin of wind energy, and hydraulic energy for
example) and to biomass through photosynthesis. Part of the latter was converted to fossil
fuels such a as oil, gas or coal. Those byproducts are now transformed or burned to produce
mechanical energy or heat, sometimes with additional intermediary steps. While nuclear
energy from uranium, as produced today, is a finite resource, many other technologies are in
development to harness other fissile atoms or to control hydrogen fusion. It is estimated that
deuterium fusion could provide 60 billion years of energy as currently consumed by mankind
(Cowley, 2015). However, it will still take several decades before this technology is ready.

On the other hand, photosynthesis is a direct sun-energy collecting mechanism and is
thought to offer powerful alternatives to fossil fuels. Artificial photosynthesis consists in
mimicking the chemical reactions that generate reducing power in photoautotrophic organisms
to produce electricity. In some technologies, photosynthesis inspired the engineering of
chlorophyll-like structures with metal-coordinated double-bounds within complex molecules
linked to electrodes. This involves the coordination of metals to electrode-bound resonance

structures (Frischmann et al., 2013). It is also feasible to extract the light-harvesting apparatus
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from crude plant material and to link it to electrodes to produce electricity (Mershin et al., 2012).
Photosynthetic energy in algae can also be redirected to produce hydrogen gas (Melis and
Happe, 2001) that can drive electricity generation in fuel cells. Last but not least, it is also
possible, and already commercially applied, to produce energy from plant or algae biomass.
This biomass is treated chemically or enzymatically to produce « biodiesel » or is fermented
to produce methane « biogas » or ethanol « bio-ethanol ». This sector is quickly developing as
it was estimated, for example, that the global market for enzymes for biofuel production is

growing by 10% a year (Brindle, 2015).

PHOTOSYNTHESIS AS A TOOL. FOR BIOTECHNOLOGY.

Photosynthesis seems to be a short-term solution to partly sustain energy needs (while
nuclear energy is predicted to offers more promising yields and upscalability), and also
appears quite promising from a biotechnological point of view. Many complex molecules
produced by the chemical industry can be produced by photosynthetic organisms . Secondary
metabolites from plants have been extracted and used as drugs. It is estimated that around
80% of the 30,000 natural pharmaceutical products are of plant origin (Rao and Ravishankar,
2002; Rischer et al., 2013). Their production through engineered photosynthetic organisms
would decrease their cost on the long term and would make their price independent from the
fluctuating rates of petroleum. In unicellular algae, hemagglutinin, vitamins, poly unsaturated
fatty acids, antioxidants, glycerol, transgenic proteins (Mayfield et al., 2007; Rasala et al.,
2010), toxic fatty acids used to improve algae monoculture (Skjanes et al., 2013), poly-3-
hydroxybutyrate (PHB) (Chaogang et al., 2010) have been successfully produced. As a
vaccine against Plasmodium, an antigen with a fused cholera-toxin adjuvant has been
expressed in the chloroplast (Gregory et al., 2013). In cyanobacteria, ethylene and
isobutyraldehyde, both major precursors in chemical industries, were produced by genetic
modifications (Takahama et al., 2003; Atsumi et al., 2009).
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INTRODUCTION

PHOTOSYNTHESIS

Photosynthesis can be defined as a mechanism that transforms light energy into
chemical energy. In living organisms, it allows phototrophy, which is the ability to complete a

reproductive cycle with light as the only energy source.

The chloroplast and the thylakoid membrane

In eukaryotic phototrophs, the photosynthetic machinery is compartmentalized in a
subcellular organelle, called the chloroplast, which is surrounded by several membrane layers.
At the beginning of the 20th century, the Russian botanist Konstantin Mereschkowsky
discovered chloroplasts while studying lichens, and subsequently published a book in 1910
entitled “ 7The theory of two plasms as the basis of symbiogenesis, a new study of the origins
of organisms,” in which he formulated a theory about the possible endosymbiotic origin of
chloroplasts. There is now a body of evidence that supports the cyanobacterial origin of
chloroplasts (Alda et al., 2014). There is evidence that endosymbiosis may not be a unique
event. The nuclear genome content in ancestral archeal genes (host genome) proteobacterium
genes (mitochondrial genome), and cyanobacterial genes (chloroplastic genome) does not
explain the supernumerary and multiphyletic bacterial genes present in a eukaryote genome.
Single gene phylogenies reveal genome chimerism with a large subset of genes not inherited
from the three known ancestors. This suggests the occurrence of either multiple events of
ephemeral endosymbiosis, acquisition of genes from phagocytized organisms, or any other
horizontal gene transfer (e.g., through viruses) that could have chimerized the three ancestral
genomes (Ku et al., 2015). Multiple endosymbiosis events are also at the origin of different
photosynthetic lineages, which are spread widely across the phylogenetic tree. A secondary
endosymbiosis event is believed to account for the origin of the multiple chloroplast layers in
euglenophytes and some dinoflagellates, and a tertiary endosymbiosis event could explain the
four membranes present around the chloroplast in haptophytes, heterokonts, cryptophytes,
and chlorarachniophytes (Cavalier-Smith, 2000).

Chloroplasts have their own genome and many features that resemble those of
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cyanobacteria such as outer and inner membranes, nucleoids, PEP (Plastid Encoded-RNA
Polymerase), ribosomes of prokaryotic structure and sequence, and lipid droplets. Within the
chloroplast, the photosynthetic apparatus is sub-compartmentalized in thylakoid membranes.

The organization of these membranes resembles those of cyanobacteria, as they are
composed of a single membrane compartment that forms interconnected flattened vesicles
(Engel et al., 2015).

The photosynthetic machinery is embedded in the thylakoid membrane. In
photosynthetic eukaryotes, it is composed of four major complexes called photosystem I,
cytochrome bgf, photosystem |, and ATP synthase (figure 1). These protein complexes function

together to harvest light and use the energy to generate reducing power and ATP.

Photosystem |l.

Photosystem 1l (PSIl) is a light-driven water-plastoquinone oxidoreductase. This
enzyme is composed of approximately 20 proteins (table 1) and 77 cofactors including P680
chlorophylls, the Mn cluster, pheophytins, and plastoquinones. This complex contains subunits
that are nuclear encoded and some other chloroplast encoded (figure 1). Equimolar assembly
of the subunits involves coordination of gene expression in the two genetic compartments .

The 3D structure of PSII from C. reinhardfiiwas obtained by averaging images obtained
by transmission electron microscopy (Nield et al.,, 2000). This revealed a symmetrical
dimerization of the core containing the proteins D1/D2, CP47, and CP43 in the center, and
CP29, CP26, and LHCII trimers in the periphery. In higher plants, an additional CP24 is
required to bind LHCII trimers (de Bianchi et al., 2008).

Electron transfer in photosystem Il is well understood and was reviewed by (Diner and
Rappaport, 2002). The D1-D2 heterodimeric reaction center of photosystem Il contains two
accessory chlorophylls and two central chlorophylls, called P680, which receive enough
energy from the antenna to donate an electron and become oxidized. This highly reactive
P680+ recovers an electron from the Y161 tyrosine of D1, which in turn is reduced by the
oxygen evolution center (OEC). The latter is an oxo-bridged MnsCa cluster arranged in a
cuboidal shape and bound by several amino acids of D1 and CP43 (subunits of the PSII core).
With its particular geometry, the OEC, oxidized 4 times by the Y161 tyrosine, is able to split
two molecules of water into one O, molecule and four H*, thus replacing the missing electrons.

This reaction is at the origin of the oxygen that makes up 20% of our atmosphere.
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Figure 1: Schematic of the photosynthetic apparatuses from Arabidopsis thaliana

Protein names are represented as a single letter code; their full names include the Psb prefix for the PSIl subunits
(for example A is PsbA), the Pet prefix for Cyt béf, Psa for PSI, Atp for ATP synthase, and Rbc for rubisco. Linear
and cyclic electron flow are represented by black arrows on the scheme (derived for Arabidopsis). All
intermediates that participate in the Z scheme are represented. The proteins in yellow are nucleus-encoded
while those in pale green are chloroplast-encoded. Modified from (Allen et al., 2011).

Figure 2: This Z-scheme illustration of oxygenic photosynthesis summarizes the redox reactions that take place in
the photosynthetic electron transport chain.

The redox potential of each intermediate corresponds to the scale on the left. Abbreviations: Mn = manganese
complex; Z = tyrosine; Chl P680 = photosynthetic reaction center chlorophylls in PS Il; Chl P680* = excited P680;
Pheo = pheophytin; QA and QB = plastoquinones; PQ = oxidized plastoquinone; Fe—S = Rieske iron-sulfur protein;
Cyt f = cytochrome f; Cyt b6 = cytochrome b6, Cyt b6f = cytochrome b6f complex; PC = plastocyanin,; Chl P700
= photosynthetic reaction center chlorophylls in PS I; Chl P700* = excited P700; AO = chlorophyll a; Al =
phylloquinone, FX, FB, FA = iron-sulfur centers; FD = ferredoxin; FNR = ferredoxin NADP oxidoreductase. Figure
and legend modified from (Senge et al., 2014).



On the other hand, the electron donated by the P680 chlorophylls reduces a pheophytin
cofactor bound to D1, which is the starting point of a long cascade of oxydoreduction reactions
as presented in the Z scheme (figure 2). The transfer continues to the Qa site with a
plastoquinone (PQ) bound to D2. The electrons are then sequentially transferred to the Qg site
in D1 where two of them are reduce PQH: with two protons taken from the stroma. PQ is an
amphiphilic molecule that is soluble in the lipid membrane bilayer, its solubility in the thylakoids
creates a redox link connecting PSII and bsf complexes. The PQH2 generated in the Qg pocket
is rapidly replaced by an oxidized PQ from the membrane pool. The reduced plastoquinone
PQH: diffuses to the Q, site of cytochrome bef.

Cytochrome-bsf

The besf complex is a plastoquinone/plastocyanin oxidoreductase (Pierre et al., 1995).
Its activity is affected by acidification of the thylakoid lumen in a process called photosynthetic
control, which in turn influences the velocity of the whole electron transfer chain (Kramer et al.,
1999; Rott et al., 2011).

The cytochrome-bef complex is composed of nine subunits in C. reinhardltii (table 2), all
containing trans-membrane helices. This complex forms a dimer which is structurally similar
to the well-known mitochondrial bci complex, but presents supernumerary cofactors that are
important for its specific role in the chloroplast (Xia et al., 1997; Stroebel et al., 2003). These
are chlorophyll a, B-carotene, and a c-type heme. This complex is also composed of some
subunits that are nucleus-encoded and others chloroplast-encoded (figure 1). This requires
coordination of gene expression to perform equimolar assembly

The bef complex oxidizes PQH: to PQ at the Qo site, where it takes two electrons (one
going to the b heme and the other to the iron sulfur center of the Rieske subunit) and releases
two protons on the lumenal side, thus participating in the creation of a proton gradient across
the thylakoid membrane. The electron routed to the b, heme in the bes subunit is transferred to
other hemes (by and c') close to the Q; site where it forms a semiquinone from a PQ molecule,
until a second electron allows the reduction of the semiquinone to PQH,, taking up two protons
from the stroma. This can diffuse to the Qo site thus liberating two more protons in the lumen.
This second loop is important to increase the proton gradient across the membrane, the
process is called the Q cycle (Cramer et al., 2011). The second electron taken from

plastoquinone oxidation is accepted by the iron sulfur cluster in the Rieske subunit, leading to
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Sub-unit

Role

Reference

D1 (PsbA) and D2 (PsbD)

Heterodimeric reaction center and
electron transfer.

(Ferreira et al., 2004)

CP47 (PsbB), CP43 (PsbC)

Proximal antennae.

(Ferreira et al., 2004)

bsse o (PsbE) and B(PsbF)

Photoinhibition and assembly of PS
Il.

(Sugiura et al., 2015)

PsbH Ensures a Qa binding site, helps (Summer et al., 1997)
repair and general stability of PSII.
PsbX Close to the core and bssg, induced | (Shi et al., 1999)
by light.
PsbZ Stability of PSII-LCHII association. (Swiatek et al., 2001)
PsbR Assembly of the OEC. (Suorsa et al., 2006)
PsbL Involved in oxygen evolution in (Anbudurai and Pakrasi, 1993)
cyanobacteria.
Psbl Mutant is autotrophic but (KGnstner et al., 1995; Wang et al.,
hypersensitive to excessive light. 2015)
low-level activity detected in the
mutant.
Single trans-membrane helix
PsbK Stability of the core photosystem II. | (Takahashi et al., 1994)
PsbJ, PsbW, PsbN PsbW stabilizes dimeric PSII. (Garcia-Cerdan et al., 2011)
PsbO Extrinsic protein, availability of (Popelkova et al., 2011)
calcium and chloride for water
splitting.
PsbP Extrinsic protein, (PsbP1 member | (Brzezowski et al., 2012)
of oxygen evolving complex, PsbP2
singlet oxygen signaling, and PsbQ
binding).
PsbQ Extrinsic protein, stability, activity (Ifuku, 2015)

of Mn cluster.

Table 1 : Composition of photosystem Il and known roles of the different subunits.
This table groups results from different species.




the sequential reduction of the c-type heme in cytochrome f and of plastocyanin (Soriano et
al., 2002).

Plastocyanin is a soluble protein found in the lumen of the thylakoids. It has a 3-barrel
structure that binds a single copper ion (Redinbo et al., 1993). Its reduction is characterized by
the conversion of Cu2* to Cu* and followed by a diffusion to bind photosystem I, which acts as
a light-driven plastocyanin-ferredoxin oxidoreductase. Higher plants exclusively use
plastocyanin, while in C. reinhardlfii, this can be replaced by an iron-heme-containing substitute,
cytochrome c¢s (Merchant and Bogorad, 1986).

Even though their primary sequences are completely different, their redox potentials
are very similar, and they have remarkably similar size, shape, charge distribution, and surface
polarity patterns explaining why they can both be reduced by the bsf complex and oxidized by
photosystem I.

The evolution and conservation of two different electron transporters from bef to
photosystem | can be rationalized by the fact that plastocyanin and cytochrome cs can replace

each other when C. reinhardltiiis subjected to iron or copper starvation.

Photosystem |.

Photosystem | (PSI) is a complex containing 14 proteins in C. reinhardfii (table 3) and
numerous co-factors. Its crystal structure has been solved in P.sativurn (Amunts et al., 2007;
Mazor et al., 2015). This complex contains subunits that are nucleus-encoded and others
chloroplast-encoded (A.thaliana complexes presented in figure 1). This involves coordinate
expression of the two genomes to perform an equimolar assembly.

Ferredoxin and flavodoxin are PSI electron acceptors that are found in most
photosynthetic bacteria and algal lineages. Flavodoxin is absent in land plants. They have a
similar B-sheet structure but are distinguishable by the cofactor they use to carry redox charges,
which are iron in ferredoxin or FMN in flavodoxin. Despite the different cofactors, the redundant
function, has been retained throughout evolution and may offer adaptation to changing iron
availability in aquatic environments. In contrast, flavodoxin has been lost during the evolution
of plants that live in environments where iron is less limiting (Pierella Karlusich et al., 2015).

The light-harvesting apparatus of PS| forms a crown on one side of the PSI core (Kargul
et al., 2005). The plants have a single crown made of 4 LHCA subunits while in C. reinhardfii

they form 2 concentric crowns with at least 9 LHCA monomers. LHCA1 and 3 are conserved
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Sub-unit

Role

Ref

PetA (cytochrome f)

On the lumenal side, anchored to the
membrane with a single alpha helix.
Single c-type heme involved in electron
transfer to plastocyanin.

Hosts Qo and Q sites in association with
PetD.

(Yamashita et al., 2007;
Lemaire et al., 1986)

PetB (be) Contains two b-type hemes and one c-type | (Yamashita et al., 2007,
heme, binds PetD, embedded in the Lemaire et al., 1986)
thylakoid membrane.

PetC (Rieske) On the lumenal side, anchored to the (Yamashita et al., 2007;

membrane with a single alpha helix. Iron
sulfur cluster.
Redox link between PetA and PetB.

Lemaire et al., 1986)

PetD (subunit IV)

Embedded in the thylakoid membrane
bound to PetA.

Hosts Qo and Q; sites in association with
PetA.

(Yamashita et al., 2007;
Lemaire et al., 1986)

PetG Assembly of bef dimers, essential for (Stroebel et al., 2003; Wang et
accumulation. al., 2015)
Single trans-membrane helix.

PetL Stabilization of the dimer, conformation of | (Breyton et al., 1997; Stroebel
Rieske subunit, and sensing of the redox et al., 2003; Schwenkert et al.,
plastoquinone state. 2007)
Single trans-membrane helix.

PetM Regulation of plastoquinone reductase (Schneider et al., 2001;
activity in cyanobacteria, Stroebel et al., 2003)
Single trans-membrane helix.

PetN Essential for accumulation. (Schwenkert et al., 2007)
Single trans-membran2.3e helix. (Stroebel et al., 2003)

PetO On the lumenal side, anchored to the (Hamel et al., 2000; Stroebel

membrane with a single alpha helix
phosphorylated upon state-transition.

et al., 2003)

Table 2 : Composition of the b6f complex and known roles of the different subunits.
This table groups results from different species.




among species, while the others seem to diverge. LHCAZ2 and 9 are thought to form the outer
crown, which is more loosely associated and is involved in regulation of light absorption in C.
reinhardtii (Drop et al., 2011). In addition, PSI is able to bind LHCII antenna under certain
conditions, as detailed in the section on state transition. The electron pathway across PSI has
been previously summarized (Berthold et al., 2012). When light energy is captured in the
antenna, it travels to the core of the photosystem by the conjugation of the antenna pigments.
At the core, central chlorophylls in P700 donate an electron to a proximal chlorophyll EC,. The
re-reduction of the P700 chlorophyll occurs via the oxidation of the Cu* in plastocyanin on the
acceptor side. The EC, electron is transferred to a second chlorophyll, ECs, followed by
transfer to a phylloquinone co-factor. This pathway is present in duplicate, both in PsaA and
PsaB. The P700 chlorophyll couple is in a pocket shared between the two subunits. Electron
transfer through the A branch is on average 10 times slower than through the B branch
(Redding et al., 1998; Guergova-Kuras et al., 2001) . From phylloquinone, electrons are
transferred to a shared iron-sulfur cluster, Fx, and then to Faand Fg, which are two other Fe-
S-clusters located in PsaC. Finally, on the stromal side, a ferredoxin is reduced at PsaC via
the Fg cluster and can then be used as a substrate by the FNR protein to produce NADPH.
The redox equivalents generated through the photosynthetic machinery are directed to
several pathways. Different ferredoxins play a role in their partitioning (Blanco et al., 2013).
The C. reinhardfii genome contains six ferredoxin genes (FDX7-6) and each protein has a
specific interactome (Peden et al., 2013). Five of these proteins are predicted to be localized
within chloroplasts (except FDX4). FDX1 is the predominant form present in the logarithmic
phase in C. reinhardtii (90%). It is a substrate of the FNR that produces NADPH, whose
reducing power is used throughout the cell. At the chloroplast inner membrane, a fraction of
the NADPH and ATP can be exported to the cytoplasm through a dihydroxyacetone phosphate
(DHAP)/phospho glyceric acid (PGA) shuttle. The other ferredoxins are induced by different

stresses. Fdx3 and 6 are induced during iron starvation (Terauchi et al., 2009).

Light harvesting antennae

In photosynthetic organisms, the first players involved in harvesting light-energy are the
antennae. In eukaryotes, these are chromoproteins of about 25 kDa that contain several
chlorophylls and carotenes, are embedded in the membrane at the periphery of both

photosystems, and are responsible for the transfer of light-energy to the core of the
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Sub-unit

Role

Ref

PSI-LHCI.
Binds PsaB.

PsaA and B Components of the core, charge separation, (Milanovsky et al., 2014)
and electron transfer.

PsaC Electron transfer through Fe-S clusters, (Takahashi et al., 1991;
ferredoxin/flavodoxin reductase activity. Its Meimberg et al., 1999).
absence destabilizes the whole photosystem.

PsaD Ferredoxin docking site, binds PsaC and (Cashman et al., 2014)
ferredoxin.

Psak Ferredoxin docking site and FNR binding, part of, (Weber and Strotmann, 1993;
cyclic electron flow. Yu et al., 1993)

PsaF PS| acceptor side; binds plastocyanin and (Kargul et al., 2003)

LHCA1-4.

PsaG LHCA1-4 binding, may participate in the (Kargul et al., 2003)
regulation of photosystem I.

PsaH Binds PsaB and PsaO. (Yadavalliet al., 2011)

Psal Binding of Psal and PsaM. In cyanobacteria, (Xu et al., 1995; Schluchter et
involved in trimerization, mutants make PSI al., 1996)
monomers leading to faster state-transition
(monomers more accessible for the antennae).

Psal PsaF binding. (Fischer et al., 1999)

PsaK Light induced in barley, participates in state- (Kjaerulff et al., 1993; Jensen et
transition induced LHCII binding. al., 2007)

Psal PSI trimerization in cyanobacteria (Chitnis et al., 1993; Seok et al.,
In wheat, linked to abiotic stress resistance. 2014)

In Arabidopsis thaliana, involved in PSI-LHCI-
LHCII complex formation.

PsaM Trimerization in cyanobacteria, not found in (Naithani et al., 2000)
Viridiplantae.

PsaN LHCI binding. (Yadavalliet al., 2011)

PsaO State-transition mechanism and stabilization of | (Yadavalli et al., 2011)

Table 3 : Composition of photosystem | and known roles of the different subunits.
This table groups data from different species.




photosystems. Roles in photoprotection and in redistribution of excitation energy between the
two photosystems via state-transition were also attributed to the antenna proteins mainly
bound to PSII. Some of these light harvesting complexes Il (LHCII) form trimers that bind the
photosystems to generate supercomplexes of approximately 30 proteins (figure 3). The
members of such supercomplexes are not perfectly defined and differ from one species to
another. Some are specific to each photosystem, and others can be found under different
conditions, sometimes replacing other subunits. LHCII is the most abundant membrane protein
on Earth, and contains 50% of the total chlorophyll present in plants.

From a sequence point of view, LHC proteins share obvious homology (Wolfe et al.,
1994). X-ray crystallography has revealed that they contain three trans-membrane alpha
helices that bind most of the pigments. LHCII trimers isolated from P.safivum were crystallized
and their structure was resolved at 2.5 A (Standfuss et al., 2005). Each monomer binds eight
chlorophyll a, six chlorophyll b, two luteins, and one 9’ cis-neoxanthine (Standfuss et al., 2005).
Other cofactors were found in the monomer/monomer interface, including an additional
chlorophyll b and violaxanthin, the latter being involved in the excess-light photoprotective
mechanism via its de-epoxydation into zeaxanthin. In addition, phosphorylation of LHCII
subunits is required for its connection to photosystem | to balance light harvesting according
to the light quality and needs in reducing power and ATP (see section on state transition).

At PSII, the antennae (LHCII trimers) are coupled to the core heterodimer D1-D2
through CP47 and CP43, which are inner core antenna proteins, to form so called
supercomplexes. The binding strength of LCHII trimers to the core define 2 classes, M-LHCII
(for moderately bound) and S-LHCII (for strongly bound). The general organization of
supercomplexes is thought to be C>,S>M; (2cores, 2 S-LHCII, 2 M-LHCII). The minor peripheral
antenna proteins, CP29, CP26 and CP24 encoded by the LAcb4, 5, 6 genes respectively, are
required for the formation of PSIl supercomplexes in plants (Ferreira et al., 2004; Sun et al.,
2015). CP24 appears to be required for the binding of moderately attached M-LHCII trimers in
A.thaliana, while it is replaced by special trimers in C. reinhardtii (Drop et al., 2014). PSBS and
LHCSR1/3 proteins have been found in A. thaliana and C. reinhardlii, respectively, and are
involved in the response to high levels of light for dissipation of excess energy (qE), and are
transiently associated with PSII (Li et al., 2000) or with PSI (Bergner et al., 2015; Allorent et
al., 2013). In Chlamydomonas both PSBS and LHCSR3 genes are present ; however,
expression of PSBS at the protein level has not yet been observed in Chlamydomonas while

both proteins are detected and active in P. patens (Alboresi et al., 2010; Pinnola et al., 2015).
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Figure 3 : Model of the tighter possible organization of the C2S2M2N2 supercomplexes of C. reinhardtii based on
electron microscopy of isolated particles. (Drop et al., 2014) Proteins of the PSlI core (lime green),

LHCII-S and -M (brown), novel LHCII-N (red), CP29 and CP26 (magenta), Chls a (cyan), Chls b (green), neoxanthin
(vellow spheres), lutein L1 (orange), lutein L2 (dark-yellow sticks).



At PSI, the antennae (LHCI) are connected to the photosystem core via the PsaG/K/F
subunits that ensure stable binding. Their direct role in energy transfer from LHCI to PSI has

been reported recently (Le Quiniou et al., 2015)

ATP synthase

The proton gradient generated along the electron transfer chain is used by chloroplast
ATP synthase to produce phosphorylation power in the form of ATP, which is used throughout
the cell for thousands of different reactions. ATP synthase is commonly divided into F1 and Fo
subcomplexes. The first plays a role in the phosphorylation of ADP, which is powered by the
movement of an axis linking it to a membrane embedded Fo subcomplex. In the latter, proton
flow from the lumen to the stroma drives the rotation of the axis. ATP synthase is found in all
kingdoms of life and has a conserved structure and sequence. Interestingly this structure is
also conserved in ATP-dependent proton pumps (Beyenbach and Wieczorek, 2006).
Chloroplast ATP synthase is composed of subunits encoded by the chloroplast genome (A, B,
E, F, and I) and subunits encoded by the nuclear genome (C, D, G, and H) (figure 1)(table 4).
As with the other major complexes, this requires coordinated gene expression. Like other
thylakoid complexes, ATP synthase is essential for phototrophic growth and its assembly is

strongly dependent on the availability of each subunit (Johnson and Melis, 2004).

Distribution of complexes among the thylakoid membrane domains

The PSIl complex is located in a specific part of the thylakoid where membranes are
stacked one over the other to form macrostructures called grana (Dekker and Boekema, 2005).
PSII core complexes form dimers surrounded by monomeric antenna proteins (CP29, CP26,
and CP24) and LCHII antenna trimers in arrangements called supercomplexes. The distance
between the appressed membranes is significantly lower in the grana compared to the stromal
lamella (Anderson, 2002; Dekker and Boekema, 2005). Such a confinement may be involved
in limiting the access of stromal proteins or limiting the diffusion of PSII (with protein-protein
interactions), PSI, and ATPase. Conversely, PSI and ATP synthase are mainly found in
lamellae and grana margins. The organization of different complexes is flexible and under
certain conditions, megacomplexes containing PSI-LHCI-LHCII, or PSI-bsf have been
observed (Rexroth et al., 2003; Heinemeyer et al., 2004; Takahashi et al., 2014; Bergner et al.,
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Sub-unit Role Ref

AtpA F1 subcomplex, a subunit, binding and (Weber et al., 1993)
phosphorylation of ADP, forms a heterohexamer
with AtpB.

AtpB F1 subcomplex, B subunit, binding and (Weber et al., 1993)
phosphorylation of ADP, forms a heterohexamer
with AtpA.

AtpC F1 subcomplex, y subunit, binds AptB and E. Is | (van Lis et al., 2007)
the rotary axis.

AtpD F1 subcomplex, & subunit, binds AtpA, B, C, and | (van Lis et al., 2007)
E. Role unclear but required for photosynthesis.

AtpE F1 subcomplex, € subunit, binds AtpC. Role (Johnson and Anastasios, 2004)
unclear but required for photosynthesis and
ATPase assembly.

AtpF Fo subcomplex, Sul, bound to psaG, constituent | (Allen et al., 2011)
of the Stator.

AtpG Fo subcomplex, Sull, bound to psaG, constituent| (Allen et al., 2011)
of the Stator.

AtpH Fo subcomplex, Sulll, structure of the (Balakrishna et al., 2014)
membrane C ring in the Fo domain.

Atpl Fo subcomplex, SulV, proton channel function, | (Allen et al., 2011)

inserted in the membrane, binds AtpH.

Table 4 : Composition of ATP synthase and known roles of the different subunits.
This table groups results from different species




2015) (figure 4).

This compact organization can be modified in response to different signals, including
an unbalanced ATP/NADPH ratio or changes in light quality (Nagy et al., 2014). Under the
canopy, far-red enriched light or excessive light triggers re-arrangement of complexes in
parallel with a change in the stacking of the thylakoid membrane, and a modification of the
number of grana and their height. For example, far-red enriched light favors shorter grana with
more layers (Pietrzykowska et al., 2014). Similarly, stacking of grana is modified during state-
transition, which can be linked to far-red excitation (Chuartzman et al., 2008). It was
demonstrated that mutants of STN8 (Fristedt et al., 2009) and PBCP (Samol et al., 2012), the
kinase/phosphatase couple that controls phosphorylation of PSII core proteins, are affected in
thylakoid membrane organization.

On the other hand, the CURT phosphoprotein family members are involved in the
curvature of the thylakoids and are evolutionary conserved between cyanobacteria, green
algae and higher plants. They form oligomers at the thylakoid margins to facilitate membrane
curvature. The influence of CURT protein mutation is thought to override the influence of PSlI

phosphorylation on membrane architecture.(Armbruster et al., 2013)

Carbon fixation and other metabolic pathways (N reduction, biosynthesis)

In the chloroplast, CO; fixation is a major energy consumer, requiring two NADPH and three
ATP per CO2. molecule fixed. This anabolic process, the Calvin-Benson-Bassham cycle (CBB
cycle), involves the most abundant protein on earth, ribulose-1,5-bis-phosphate-carboxylase-
oxygenase (Rubisco). The CBB cycle generates the sugar precursor glyceraldehyde-3-P.

Nitrate assimilation and reduction also requires a lot of reducing power, since reduction of each
NOs requires one NADPH and six FDXreq (FDX2 seems to be preferred to FDX1 [Terauchi et
al., 2009]). Similarly sulfur assimilation is fed by ATP and reducing equivalents such as FDXeq ,
TRXreq and glutathione. FDX1 also interacts with, and in some cases reduces, FDX5 (induced
during anaerobiosis and copper starvation,(Lambertz et al., 2010)), hydrogenase (acts as a
valve to release excess reducing power in anaerobiosis), THI4 (vitamin B1 biosynthesis),
METM (S-adenosyl-methionine synthase, produces the coenzyme for DNA or histone
methylating enzymes), FLV3 (Flavodiiron protein involved in short-term photoprotection of PSI
in cyanobacteria and in C.reinhardtii (Allahverdiyeva et al., 2014; Jokel et al., 2015)), SBE2/3
(starch catabolism), MDH4 (redox transport, (Scheibe, 1987)), LHCBM7 (light harvesting),
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Figure 4 : Diagram of the photosynthetic complexes partitioned within the thylakoid membranes, in the grana
stacks (on the left) and the stromal lamellae (on the right). Modified from Dekker and Boekema, 2005.



PSBW (stabilization of PSII dimers), LHCA5 (light harvesting), and DES6 (triglyceride
metabolism, (Peden et al., 2013)).

Evolution of photosynthesis

The simplest form of photosynthesis is found in halobacteria, a subgroup of Archae that
evolved a protein-pigment complex that uses light energy to create a proton gradient across
the membrane that separates the cytoplasm from the S-layer space. The proton gradient
powers an ATP synthase, which generates ATP to fulfill the energy needs of the cell. This
complex, which is composed of bacteriorhodopsin homotrimers containing a single retinal
molecule in each monomer, is a proton pump with an absorption maxima at 570 nm (Saeedi
et al., 2012) which coincides with the maximum radiation level of the light spectrum received
on earth (Wikipedia: Sunlight, 2015). In other Archae, carbon fixation is not linked to
photosynthesis but to chemosynthesis. This is the process through which Archae obtain
energy from the oxidation of sulfur, iron or Hz, and which utilizes simple carbon containing
molecules such as CO, or methane to generate larger organic compounds (Cavanaugh, 1983;
Edwards et al., 2011).

Carbon fixation and photosynthesis are combined in photosynthetic Eubacteria. Some
studies suggest that both Archae Halobacteria and photosynthetic Eubacteria may have a
common ancestor, a “Photocyte” that contained both photosynthetic and chemosynthetic
abilities with a carbon fixation mechanism (Lake et al., 1985). Opposing findings support the
possible horizontal transfer of photosynthetic genes through viruses, suggesting the separate
evolution of photosynthesis and carbon fixation (Millard et al., 2004; Sullivan et al., 2006;
Sharon et al., 2007; Hevroni et al., 2014).

The presence of two different photosystems (that might have originated from gene
duplication followed by specialization) (figure5) with either proton-motive force (type Il) or
reducing functions (type |) also adds complexity to the system. These are precursors of
photosystem Il and bacteriorhodopsin or photosystem I, respectively. From an evolutionary
point of view, it is likely that species with only one photosystem (losing one of the original
duplicates) appeared much earlier than the species that were able to use both efficiently
(Gupta et al., 1999).

Organisms carrying only photosystem |, like Chlorobia or Heliobacteria, (figure 6) do

not seem to contain internal specialized compartments, but instead use their periplasm to
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obtain electrons from cytc and to generate reduction potential in the cytoplasm through
photosynthesis (figure 5). Cyt. is then recycled using electrons from sulfur by sulfide quinone
oxidoreductase (SQR) and different quinones. Carbon fixing abilities were found when the
genome of Chlorobium fepidum was sequenced, and a reverse TCA cycle was also found to
be functional in this organism (Hanson and Tabita, 2001).

On the other hand, organisms encoding only a PS Il complex, like Rhodobacter,
emerged. The thylakoids of these species have a spheroid shape and are widely distributed in
the cytoplasm. Organisms with both photosystems evolved a way to functionally link them in
order to optimize their cooperation. This is a function of the cytochrome bsf complex which is
also located within the thylakoid membrane (figure 7). These organisms present different kinds
of thylakoids, such as flat vesicles stacked at the periphery, which, in cyanobacteria, form a
spiral close to the plasma membrane. There is no evidence of thylakoid membrane continuity
with the plasma membrane in cyanobacteria, but their different stacks seem to share a single
continuous membrane (Liberton et al., 2011). In cyanobacteria, the carbon fixing pathway is

linked to the reductive pentose pathway (Pelroy and Bassham, 1972).

REGULATION OF PHOTOSYNTHESIS

Light intensity, quality

The successful evolution of photosynthesis is linked to its ability to adapt to fast and slow
changes in the environment, particularly in the light regime. In the wild, under a canopy, light
intensity and quality depends on shade from other plants. For plants on the forest floor, light
intensity can vary 100-fold and its quality ranges from sunlight to leaf-filtered light, which is
enriched in the far-red end of the visible spectrum (Kasperbauer, 1971). Changes in light
intensity and quality are also observed between sunny and cloudy conditions, and between
dawn and dusk.
To adapt to these changing conditions and to keep the ratio of reductants/ATP balanced with
metabolic demands (Kramer et al., 2004), photosynthetic organisms have evolved strategies
to compensate for the changes, either in the short-term or over the long-term.

The adaptation of photosynthetic organisms to changing conditions optimizes light
absorption to fulfill the needs of metabolism. The efficiency of this adaptation is primordial, as

too little light absorption and transformation into chemical energy would trigger over-oxidation
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Figure 5 : Hypothetical evolutionary pathways leading to known phototrophic organisms. A common ancestor
for both PSIl and PSI, which are homologous proteins, has been suggested. Some species may have lost one of
the two complexes to adapt to particular environmental conditions, whereas others retained both (Johnson,
2006). Modified from (Allen and Martin, 2007).

Figure 6 : Simplified model of the photosynthetic apparatus of the anaerobic bacterium Chlorobium tepidum.
The chlorosome harvests light energy, which is exported via a vesicle-type protein-lipid megacomplex, through
different bacteriochlorophylls, to a photosystem I-like complex in the cytoplasmic membrane. Modified from
Frigaard and Bryant, 2004.



of cellular compartments, block many essential reactions, limit growth, and therefore, decrease
the competitiveness and subsequent survival of the organism. Conversely, light absorbed in
excess cannot be completely transformed into chemical energy. The excess energy is
dissipated as heat but also can trigger the formation of reactive oxygen species (ROS), which
cause damage to proteins and lipids (reviewed in Asada, 2006). The response of an organism
to light depends on two main sets of variables. The first set of variables is external and depends
on light availability (quantity and quality) as well as nutrient supply (CO»2, macro and
microelements), toxic compounds, pathogens, water supply, and temperature. The second set
of variables is internal and reflects the ability of the photosynthetic machinery to capture light
and to transform it into chemical energy (Lalli and Parsons, 1997; Minagawa and Tokutsu,
2015).

Short term light acclimation.

Chloroplast movements, phototaxis

Chloroplast photo-relocation is an adaptive mechanism that can be observed in most
plants, and some algae like Zygnematales (Suetsugu and Wada, 2009). In low light, the
chloroplasts respond by aligning on the side of the cell that is illuminated to increase
photosynthesis or, in high irradiance, away from light, to the sides of the cell, shading each
other to decrease photo-damage (Higa and Wada, 2015). In A.thaliana, phototropins 1 and 2
are blue light receptors that contain a kinase domain and an oxygen and voltage sensing
domain, and are mainly found in the chloroplastic outer membrane under normal light
conditions (Kong et al., 2013). Phototropin 2 is responsible for the avoidance phenomenon.
Both phototropins are found at the plasma membrane where they might be involved in
regulating the accumulation response. (Jarillo et al., 2001; Kagawa et al., 2001). In C.
reinhardtii, phototaxis is a similar adaptive mechanism that fits the light that is collected with
the metabolic needs of the cell to maintain optimal photosynthesis while avoiding
photodamage. This is directed via the eyespot, which is a unilateral macrostructure that
involves the specialization of local membranes from several compartments. This ultrastructure
contains pigments, including retinal, which is the prosthetic group of two light-gated ion
channels called Channel Rhodopsin 1 (CHR1) and CHR2.

CHR1 can produce a photo-induced H* current (Nagel et al., 2002) and can transport
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Figure 7 : Simplified model of the photosynthetic apparatus of the cyanobacterium Synechococcus elongatus.
The phycobilisome harvests light energy, which is then transfered by a protein megacomplex, through different
pigments like phycoerythrin and phycocyanin, to a photosystem ll-like complex in the thylakoid membrane. This
contains PSIl, b6f, and PSI as occurs in plant-type photosynthesis, but does not contain LHCII, which is replaced
by the phycobilisome, or Lhca complexes, which are replaced by different PSI subunits. Modified from (Campbell
etal., 1998)



Cazt, K*, Nat*, and Li+ with different efficiencies under different pH conditions (Berthold et al.,
2008). CHR2 is a light-gated cation channel that induces low intensity photocurrents
(Sineshchekov et al., 2002), and is used in optogenetics (Mdiller et al., 2015). Phototropins are
involved in the regulation of eyespot size. This modulation affects the accumulation of CHR1
only (Trippens et al., 2012). Positive and negative phototaxis are observed in C. reinhardlir.
Even if the regulation of these processes is not fully understood, they seem to be affected by
the calcium content of the media (Morel-Laurens, 1987). A low calcium concentration triggers
positive phototaxis while a concentration over 105 M favors negative phototaxis.
Pharmacological inhibition of calcium channels confirms these results. (Hegemann et al.,
1990). There is also evidence showing the dependency of phototropism on photosynthetic
activity (Takahashi and Watanabe, 1993).

Chlorophyill fluorescence and photochemistry.

To monitor photosynthesis, it is possible to observe the fluorescence emitted by
pigments of the LHCIl antennae (figure 8) in real time and at physiologically relevant
temperatures (usually 20-25°C for C. reinhardti)). In these conditions fluorescence is mostly
emitted by PSII and its antenna. The level of fluorescence reflects the level of reduction of the
electron carriers downstream in the electron transfer chain. If they are oxidized, most of the
energy captured by LHCII is transmitted to the chain via charge separation in PSIlI and
fluorescence is low. Conversely, if the chain is reduced then more energy is dissipated as
fluorescence or heat. figure 8 represents the kinetics of fluorescence induction upon a shift
from dark to light in different mutants. Within the first second of illumination after a short period
of dark incubation, fluorescence increases due to saturation of the electron transport chain
caused by a reduced PQ pool (see section on “alternative electron pathways”). The
fluorescence decreases thereafter and stabilizes when metabolism restarts and the electron
transport chain is reoxidized. Actinic light and saturating pulses allow an estimation of

photochemistry with the parameter qP (Fm (t)-Fs)/(Fm (t)-FO) (see figure 9).

qE or enerqy-dependent dissipation

In excess light conditions, non-photochemical energy dissipation pathways appear
which are collectively called non-photochemical quenching (NPQ). The fastest is called gE,

which occurs from the first few seconds of stimulation, and reflects in a first stage the heat
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Figure 8 : Kinetics of chlorophyll fluorescence in colonies of wild-type and PSll, b6f or PSI mutants of
Chlamydomonas reinhardtii. Fluorescence is monitored after a short dark-adaptation period and can be
measured from transformed colonies on a plate by direct screening (courtesy of Xenie Johnson; Eberhard et al.,

2008).

Figure 9 : Fluorescence kinetics at room temperature of a dark-adapted Arabidopsis thaliana leaf subjected to
continuous high light (red light, 500 uE-m™-s™) with saturating pulses (Fm(t)) followed by dark incubation with
saturating pulses. NPQ relaxation can be observed and the recovery of each parameter, gE, qT, and ql can be
annotated. Data were obtained using a JTS-10 spectrofluorimeter (Biologic, France). Figure and legend modified

from Eberhard et al., 2008.



dissipation induced by protonation at low luminal pH of PSBS in higher plants (Li et al., 2000)
(or protonation of the high-light inducible LHCSR3 in C. reinhardfi, (Peers et al., 2009;
Maruyama et al., 2014)). PSBS is thought to act by modifying the conformation of LHCII,
making the process of energy transfer to the photosystem core less efficient. The npg 4 mutant
of C. reinhardltiiis defective in LHCSR3 and shows a defect in NPQ at early timepoints of qE
(figure 9). However, it has kinetics comparable to those of the WT for the late qE timepoints
(Niyogi et al., 1997), suggesting that LHCSR3 has an additive role in association with another
gE component. Energy dissipation is promoted in a second stage by the re-arrangement of
LHCII antennae, within which the conversion of violaxanthin to zeaxanthin plays an important
role. Zeaxanthin is present in both the LCHII antenna (LHCB1-6) and LHCI (LHCA1-4) in low
quantities (for cells not adapted to excessive light) and favors energy dissipation as heat. The
steady state of the second phase is obtained after 10 min in LHCB-3 and up to 120 min in
LHCB4,5 and LHCA1,2,4 (Jahns et al., 2009). Violaxanthin de-epoxidase (VDE) is activated
by a low pH in the lumen, and converts violaxanthin to zeaxanthin favoring zeaxanthin-
dependent heat dissipation (Jahns et al., 2009). Zeaxanthin can be converted back to
violaxanthin by the enzyme zeaxanthin epoxidase (ZE) (Sylak-Glassman et al., 2014). The
relative activity of VDE and ZE determines the zeaxanthin content and is affected by
acclimation to different light intensities. The npg7 mutant in C. reinhardtii; which is defective in
zeaxanthin production, shows a defect in NPQ kinetics at late qE timepoints (after 2 min, when
the zeaxanthin-driven dissipation usually plays a significant role) (figure 9), whereas no defect
is observed at early timepoints (Niyogi et al., 1997). In a knock-down mutant that is deficient
in chloroplast ATPase, the consequent acidification of the lumen triggers qE even under low
light conditions (Rott et al., 2011).

qT or state-transition.

Over a time scale of minutes, state transitions play an important role in the acclimation
to light conditions. This process is also called qT and regulates the phosphorylation of antenna
proteins to balance excitation of the photosystems via detachment or attachment of LHCII
antennae to PSII or PSI. Phospho-LHCII is thought to be bound to PS I, but recent studies in
C. reinhardtii have revealed that this may involve only a fraction of the antennae that
disconnect from PSII (Unlii et al., 2014, 2015; Nagy et al., 2014). The free antenna is believed

to quench over-excitation energy, and this is likely to differ from species to species. The main
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roles of state-transition are to balance excitation between the two photosystems, favor cyclic
electron flow and limit the total energy and electrons injected into the photosynthetic electron
transport chain, thus complementing gE(Allorent et al. 2013).

The two photosystem have different absorption spectra. Over-excitation of one
photosystem compared to the other leads to an unbalanced redox status of the electron
transfer chain (see section “alternative pathways”). For example, in orange-enriched light, PS
Il and its antennae (which are enriched in Chl, compared to PS ), are more excited than PS |,
thus triggering over reduction of the plastoquinone pool, which is limited by PS | activity. This
unbalance is sensed at the Q, site of the bsf complex via the reduction state of the PQ pool,
and activates a kinase that may be transiently bound to it. This is STT7 in C. reinhardfii
(Depége et al., 2003) and STNY7 in A. thaliana (Bellafiore et al., 2005). These kinases contain
a trans-membrane helix that is responsible for their binding to the membrane and perhaps also
to the bef complex. Phosphorylated LHCIlI detaches from PS Il leading to a decrease in
fluorescence. This phosphorylation is linked to the energy transfer from LHCII to PS | and
increases its light capture and activity, bringing the over-reduced PQ pool to an adjusted level
(Vener et al.,, 1997; Grieco et al., 2015). This phosphorylation is balanced by a protein
phosphatase, PPH1/TAP38, which is mostly specific for LHCII (Shapiguzov et al., 2010; Pribil
et al., 2010).

STT7/STN7 oxidoreduction, on two conserved cysteine residues, is thought to regulate
its kinase activity (Lemeille et al., 2009). In high light, the disulfide bridge may be regulated by
the ferredoxin-thioredoxin system while in low light regulation involves the binding of PQH2 to
the bsf complex (Rintamaki et al., 2000). CCDA and HCF164 may participate in this ferredoxin-
thioredoxin driven regulation (Lemeille and Rochaix, 2010). Excitation of PS | favors cyclic
electron flow (reducing equivalents generated by PS | can return to the bsf complex increasing
the proton gradient; see section on “alternative electron transfer”), thus producing more ATP
rather than NADPH. As a consequence, adjusting the energy capture by each photosystem
regulates the quantity and ratio of reducing equivalents/ATP, according to the needs of
metabolism (Wollman, 2001; Grieco et al., 2012).

ql or photoinhibition

Photoinhibition is well documented for PS IlI. It is induced when light is in excess

compared to that utilized in photochemistry, and first damages the Mn4OsCa co-factor. This
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cluster can absorb a photon and enter a reversible inactive state that blocks the OEC (Hakala
et al., 2005). This complex is also inactivated by strong UV/blue light (Ohnishi et al., 2005).
Second, the P680 center chlorophyll is blocked by the absorption of excess light (the efficiency
of different wavelengths to induce ql reveals a photochemistry-like spectrum) and
photochemistry is consequently prevented (Ohnishi et al., 2005). Both processes avoid the
production of excess reducing equivalents that could block many metabolic reactions. This
block of PS Il favors the excited form of P680, which induces ROS production and affects D1
repair. D1 is the core protein of PSIl supporting the reaction with the highest redox potential:
at the level of P680, light energy forms P680*, which is converted to form P680*, the reducer
of the D1 pheophytins and the most powerful biological producer of ROS. When P680*
accumulates (for example when the electron transfer pathway is saturated), a triplet chlorophyll
can be generated that reacts with oxygen to produce singlet oxygen (Rutherford and Krieger-
Liszkay, 2001). ROS (mainly singlet oxygen) are produced rapidly and irreversibly damage D1
(Kyle et al., 1984). D1 enters a protein turnover process and is degraded by FTSH and DEG1
proteases (Nixon et al., 2005). D1 being inaccessible in the grana, its degradation requires PS
Il migration and disassembly. The complex was found to move either to the margins of the
grana or to the stromal lamellae membranes (Baena-Gonzalez and Aro, 2002). The diffusion
of D1 is highly dependent on the tightness of grana stacking (Fristedt et al., 2009). The
damaged D1 is replaced by a newly synthetized D1, that assembles into PSII, which then re-
integrates the grana.

High light also triggers phosphorylation of the membrane surface-exposed regions of
the D1, D2, CP43, and PsbH proteins of PS Il in plants (Rintamaki et al., 1997; Vener et al.,
2001). Phosphorylation is thought to increase mobility of the damaged photosystem and to
trigger their disassembly (Tikkanen et al., 2008; Goral et al., 2010; Fristedt and Vener, 2011;
Herbstova et al., 2012; Puthiyaveetil and Kirchhoff, 2013). It favors PS Il relocalization to the
unstacked membranes. Phosphorylation is concomitant with the relaxation of grana membrane
stacking (Nagy et al., 2014). The main kinase responsible for PS Il phosphorylation is STN8 in
A. thaliana (Bonardi et al., 2005; Vainonen et al., 2005), which is an ortholog of STL1 from C.
reinhardtii. These kinases are paralogous to STT7 and STN7 (described in the section gT),
respectively, sharing over 40% identity in the kinase domain (STN7 vs. STN8) (Vainonen et
al., 2005; Grouneva et al., 2012). PBCP phosphatase was recently characterized and shown

to be involved in the reverse reaction, dephosphorylation of PSII (Samol et al., 2012).
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LLong term acclimation

In Chlamydomonas after 10 divisions under high light, the quantity per cell of D1 and
PsaA decreases while bsf, Rubisco and ATPase stay stable. High light also induces some LHC
rearrangements (Bonente et al., 2012). Light quality and intensity mainly affect transcription in
the nucleus and translation, accompanied by posttranslational modifications in the chloroplast
(Kloppstech, 1997; Ruban, 2009). Nuclear transcription is a major actor in adaptation as it
influences all compartments of the cell such as mitochondria and chloroplasts. Its regulation
requires the integration of signals from a broad range of environmental clues. Evidence for
regulation was provided with the observation that the number of PSI centers increases to
compensate for defective PS | excitation in the sfn/7 mutant of A. thaliana (Grieco et al.,
2012)(figure 10 and 11). Similarly, the number of photosystems per cell decreases under
excessive light in C. reinhardtii (Bonente et al., 2012; Schéttler and Téth, 2014).
The nucleus-encoded transcription factor AAG-box binding factor (AGF) (Shi et al., 1999) binds
to a light-responsive cis-regulatory element upstream of the psbD-psbC operon in the barley
chloroplast genome (Kim and Mullet, 1995; Hoffer and Christopher, 1997 ; Thum et al., 2001).
The synthesis of AGF is blue-light dependent.
The expression of several nuclear genes encoding chloroplast proteins is regulated post-
transcriptionally by the nucleus-encoded protein Cenin C. reinhardfii (Hahn et al., 1996). For
long-term adaptation, the size of the light-harvesting antenna is a primary target and is
controlled by proteases within the first hours of excess light treatment (Yang et al., 2000). The
proteases FTSH and DEG1 are involved in this phenomenon. However, long-term adaptation
also affects the levels of other photosynthetic proteins. Many chloroplast proteins are encoded
in the nucleus (figure 1).
The regulation of chloroplast protein content in long-term acclimation is affected by protein
import, in which the TIC/TOC machinery is a major player. The activity of these complexes is
regulated, and is redox-controlled in P.sativurm and C. reinhardfii (Yohn et al., 1998; Herrin,
1994). For example, ferredoxin import appears to be stimulated by the reducing agent DTT
(Pilon et al., 1992). Conversely, protein import in isolated chloroplasts decreases with oxidizing
CuCl; treatment (Seedorf and Soll, 1995).  Similarly the long term acclimation of the electron
transfer rate (ETR) to temperature has been demonstrated in winter wheat, and it affects the
rate of electron transfer from plastocyanin to P700 and from water to P680. The highest ETR

is observed at the growth temperature (Yamasaki et al., 2002).
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Figure 10 : Known players involved in STT7/STN7 and STL1/STN8 regulation.
Modified from Lemeille and Rochaix, 2010.

Figure 11 : Involvement of STN7 in the long-term acclimation of A. thaliana to different light or redox poise
conditions. Several potential partners in the signaling cascade involved in transcriptional control are depicted.
Modified from Rochaix, 2013.



There is evidence that Rubisco activity is continuously adjusted to the redox poise and

is specifically related to the chloroplast glutathione pool (Sudhani and Moreno, 2015).

Alternative electron transfer pathways

Cyclic Electron Flow.

Photosynthetic ATP and NADPH production must constantly and precisely be adjusted
to adapt to changing metabolic needs directed by fluctuating environmental conditions. Cyclic
electron flow (CEF) around PSI is a major player in the adjustment that increases the
ATP/NADPH ratio to fit the chloroplast energy output to the respective demands. ATP is
produced by an ATPase using the proton gradient generated across the thylakoid membrane
by two reactions, splitting of water by PS Il and oxidation of PQH2 by the bef complex. The
redox potential of the stromal carrier reduced by PS |, ferredoxin, is above that needed to
reduce plastoquinone (see figure 2). With both molecules being mobile, it is easy to imagine
that this reaction happens in nature with a protein catalyst. Indeed, in CEF around PS |, PQ is
reduced to PQH>, and protons are picked up in the stroma. The reduction reaction re-injects
the electrons into the photosynthetic electron chain as reduced PQH: is re-oxidized by bef
releasing two protons in the lumen.

This cyclic flow, which is powered by the light harvested at PS I, increases the proton
gradient thus favoring ATP production, with no net production of NADPH,(Kramer et al., 2004).
This regulated process occurs with a big amplitude in green algae, thus favoring adaptation to
a broad range of conditions. (Lucker and Kramer, 2013). For example, the carbon
concentrating mechanism in Chlamydomonas is required to reduce the level of
photorespiration when the CO> concentration is low. This requires much more ATP than is
needed when the CO2 concentration is high. Under CO»-deficient conditions, increased cyclic
electron flow was observed (Lucker and Kramer, 2013).

State-transition is induced by the PQ redox pool and was proposed to lead to CEF as
it favors light capture by PS | in spinach (Vener et al., 1997) and in Chlamydomonas (Zito et
al., 1999; Iwai et al.,, 2010; Kukuczka et al., 2014). This state-transition re-mobilizes the
antenna proteins and creates a super-complex containing PS |, bsf, FNR, and PGRL1. This
complex has been purified and its activity has been observed in vitro (Iwai et al., 2010). State-

transition is indeed needed to balance ATP production when mitochondria are impaired and
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vice-versa, as a double sft7-9 dumZ2 mutant had a strongly impaired fitness in
photoautotrophy (Cardol et al., 2009). PGRL1 was identified by its role in a first pathway of
CEF, it is sensitive to antimycin, and is thought to be a PGR5-dependent ferredoxin-
plastoquinone reductase (Hertle et al., 2013). The pgr5 mutant was shown to have the same
phenotype as a pgr/7 mutant suggesting their role in the same pathway in A. thaliana.
Furthermore, a split ubiquitin assay revealed that they interact directly as well as with PsaD
and cytochrome be. In addition, PGRL1 binds FNR and ferredoxin (DalCorso et al., 2008).

The second main route involved in CEF is antimycin-independent and involves an
NADPH/plastoquinone oxidoreductase. This circuit is called the NDH route (Shikanai, 2014).
A recent finding suggests that a third CEF pathway exists, which is antimycin-dependent but
PGR5-independent (Nellaepalli et al., 2015). In addition, another recent report suggested a
link between NPQ and the regulation of CEF, whereby the overexpression of PsbS induces
overoxydation of the PQ pool and blocks CEF independently of the lumenal pH (Roach and
Krieger-Liszkay, 2012).

The Mehler reaction

The Mehler reaction was described by Mehler in 1951, and offers a “safety valve” that
reduces the risk of damage to PS | under excessive light conditions. PS | can produce Oz~
from O on the acceptor side to dissipate excess excitation. This ROS is then converted to
H20; via superoxide dismutase (SOD) (Asada et al., 1974). The reaction is active at the
beginning of light treatment after a long dark incubation or when there is a lack of oxidized
NADP+*. There is evidence that CO;2 might intervene in the regulation of the Mehler reaction,
maybe through NADPH consumption in the CBB cycle (Roach et al., 2015).

Chlororespiration

In a pioneering paper, Bennoun (1982) described a respiratory process within the
thylakoids. The proposed model involved NAD(P)H dehydrogenase (NDH), the thylakoid
plastoquinone pool, and an unknown oxidase that reduced O to water, suspected to generate
at the same time a proton gradient. The process was called chlororespiration due to its analogy
with the mitochondrial respiratory chain. The role of plastid terminal oxidase (PTOX) was later
discovered with the A. thaliana variegated mutant /mmutans, in which a chloroplast-localized

oxidase homologous to mitochondrial alternative oxidase (AOX) was affected (Carol et al.,
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1999; Wu et al., 1999). Chlororespiration is thought to maintain the ATP/NADPH ratio
(complementary to CEF), and to maintain a balanced PQ/PQH: ratio. The latter is involved in
the early development of thylakoids for oxidizing phytoene, a precursor of ++carotenoids (Carol
and Kuntz, 2001). PTOX may also have a role in photoprotection by dissipating excessive
harvested energy (Sun and Wen, 2011). PTOX is similar to AOX, and a PTOX mutant can be
complemented with AOX directed to the chloroplast (McDonald et al., 2011).

As a non-photochemical reduction of the plastoquinone pool had been observed (Mus
et al., 2005), an NAD(P)H oxidoreductase was suspected of being expressed and functional
within chloroplasts of higher plants and green algae. Characterization of the C. reinhardltiitype
[ NDH (CrNDA2) revealed that this enzyme is located in the thylakoids. In vitro, recombinant
NDAZ2 preferentially oxidizes NADH (50 times more activity at physiological pH compared to
NADPH) and reduces the plastoquinone pool(Desplats et al., 2009). This enzyme is involved
in reduction of the plastoquinone pool from cytoplasmic reductants that originate from catabolic
reactions such as starch degradation. It is possible that its affinity towards NADPH in vivo

might be different, thus explaining its role in cyclic electron flow around PS I.

Hydrogenase

Hydrogenases belong to a large family of enzymes that catalyze the following reversible
reaction: 2H*+ 2e- & H»

They are found in extremely diverse populations of living organisms (Vignais et al.,
2001) from the methanogens, which use H; as a substrate, to C. reinhardtii, which uses it to
release excess reducing power(Ghysels et al., 2013). They are highly sensitive to O, and have
only been described in organisms that have an anaerobic metabolism, even though genomic
approaches have identified hydrogenase-like proteins in fungi, plants, and animals. Two
hydrogenase-like proteins were discovered in Homo sapiens, one being involved in the
modulation of a hypoxia response factor (Huang et al., 2007). They all have in common the
use of an iron atom, which is differentially coordinated and involves either nickel, selenium, a
second Fe, or sulfur from a protein cysteine cluster. Another aspect of this large diversity is
that hydrogenases can be found in monomeric or multimeric forms. The NiFe hydrogenase
class is the most common and most studied, and is found in Desulfovibrio gigas. In C.
reinhardtii, hydrogenase activity was discovered by Gaffron (1939). The two hydrogenases
HYDA1 and HYDAZ2, both of the [FeFe] type, are involved in the generation of H, from the
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photosynthetic machinery, with HYDAZ2 being four times less active than HYDA1 (Meuser et
al., 2012). HYDEF and HYDG are important for the correct assembly of HYDA1 and HYDAZ2
(Posewitz et al., 2005).

These hydrogenases are soluble proteins that compete with FNR to utilize reduced
ferredoxin as an energy input. FDX1 is thought to be the main reduced ferredoxin produced by
the electron transfer chain and atomic-resolution modeling in silico (Chang et al., 2007)
confirms that a docking site for FDX1 on hydrogenase is possible. Mutations in these potential
docking sites modulate the electron transfer and permit the improvement of affinities for light
driven H, production (Winkler et al., 2009). Biotechnological applications that engineer
hydrogenase for photobiohydrogen (biofuel) production are limited because of two main
regulatory mechanisms that are common to all known hydrogenases. The first is that these
enzymes remove the photosynthetic reducing power in anaerobiosis, thus limiting the cellular
damage caused by excessive light absorption. In aerobiosis, this enzyme would lead to the
leakage of reducing power, thus providing a rationale for its tight inactivation by oxygen.
Expression of hydrogenase is rapidly activated under anaerobiosis (Happe et al., 1994) and
its activity is inhibited by oxygen (Swanson et al., 2015). This means that the photobiological
production of Hz is rare, because during the day, PS Il emits Oz in response to light and there
is no photosynthetic electron transfer at night, although a small amount of hydrogenase activity
is observed due to oxidative carbon metabolism (Healey, 1970). To achieve conditions under
which hydrogenase can take up reducing power from the photosynthetic chain, a perfect
balance between respiration (i.e., oxygen uptake) and photosynthesis (i.e., oxygen production)
is required (Scoma et al., 2014). During sulfur starvation, protein synthesis is greatly impaired
thus affecting proteins with a short half-life such as D1. Likewise, under low oxygen and sulfur-
limited environments, the water splitting activity of PS Il is reduced, triggering hypoxia that
favors hydrogenase requirement, expression, and activity. This enzyme provides a target for
the improvement of H; production vyields leading to the light driven production of
biofuel(Tsygankov et al., 2006). Trials were performed with hydrogenases from different
species and it appeared that some are more resistant to the oxygen inhibitory
effect(Ciaccafava et al., 2013; Kwan et al., 2015). They were expressed under aerobiosis, and
used to engineer the active site with higher affinity for hydrogen and lower affinity for oxygen.
Other optimization trials were done to increase the proportion of detoured ferredoxin, to modify
the carbon metabolism or to decrease D1 (lowering oxygen production) by repression of gene

expression or sulfur starvation. So far, photo-production of hydrogen is not high enough to be
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commercially viable.

ROS metabolism

Photosynthetic organisms have to withstand the production of ROS formed at PS | and
PS Il. Even though they have a signaling role, ROS are harmful and quickly damage
surrounding molecules such as membrane lipids, proteins, and nucleic acids. Toxicity is
determined by the reactivity of each ROS. Singlet oxygen ('0O), superoxide anion (O2"),
hydrogen peroxide (H20.) and hydroxyl radicals (OH:) are all produced in C. reinhardtii
chloroplasts at different levels (reviewed in Asada, 2006).

Singlet oxygen is produced mainly in PS Il and LHCII by chlorophylls (Rinalducci et al.,
2004). Under excessive light, chlorophyll molecules from both core and antenna proteins can
create a triplet state chlorophyll that is at the origin of singlet oxygen production. Acclimated
cells can partially quench this over-excitation, materialized as chlorophyll triplet state, using
different carotenoids (Glaeser et al., 2011). However, under very high light conditions, the non-
quenched chlorophylls inevitably produce singlet oxygen (Fischer et al., 2007). This particular
ROS has a short half-life as it can react with many molecules in its surroundings, primarily
damaging D1 and antennae. As described above, ROS produced at PSI through the Mehler
reaction participate in a so called “water-to-water” cycle (Asada 2006) (figure 12).Superoxide
dismutase (SOD) is a metallo-enzyme found in almost all aerobic species and is associated
with Mn and Fe in one family, Cu and Zn in a second, and Ni in a third. Some of these enzymes
retain their activity when they bind the other metal species, thus avoiding significant oxidative
stress that would follow starvation of any one metal (Meier et al., 1982). In C. reinhardlii, three
isoforms of Mn-SOD and one isoform of Fe-SOD are found (Sakurai et al., 1993), the latter
being responsible for 40% of the soluble SOD activity observed in the conditions tested.

Furthermore, side degradation pathways are also known, including the breakdown of
H.O> by UV light, which generates OH- However, whether this reaction plays a role in UV
protection or signaling remains unknown. H;O; is also known to induce -carotenoid
accumulation, which protects against singlet oxygen production (Chang et al., 2013). This
phenomenon has been attributed to chloroplast to nucleus retrograde signaling in plants
(Maruta et al., 2012).
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Water to water cycle

2H,;0 >
20, + 2¢e >
20, + 2H* >
H,0, + 2AsA >

Regeneration of AsA
2MDA + 2redFd
2MDA + NAD(P)H
2MDA

DHA + 2GSH

GSSG + NADPH

Fd + 2e

NADP* + 2e

4e +20, + 4H* (PSI1)

20, (PS 1)

H,0; + O, (Superoxide dismutase)
2H,0 + 2MDA (Ascorbate peroxidase)

> 2AsA + 2Fd (Spontaneous)*?

> 2AsA + NAD(P)* (MDA reductase)*?

> AsA + DHA,

> AsA + GSSG (DHA reductase) *3

> 2GSH + NADP* (Glutathione reductase)
> redFd (PSI)

> NADPH (FNR)

Figure 12 : Reactions involved in the water to water cycle (Asada, 2006) AsA: Ascorbic acid, MDA: monodehydro
ascorbate, Fd: ferredoxin, DHA: Dehydro ascorbate, GSH: reduced glutatione, GSSG: oxydized glutatione. **
(Miyake and Asada, 1994) *? (Sano et al., 2005) *3(Shimaoka et al., 2003).




CAS and Ca%

A calcium sensor protein (CAS) was found in the thylakoid membrane of C. reinhardfii
(Terashima et al., 2010) and A. thaliana (Peltier et al., 2004) by different proteomic approaches.
Knock-down of C. reinhardtii CAS revealed light sensitivity due to the absence of qE induction
and the failure to activate the expression of high-light responsive genes encoding LHCSR3
(Petroutsos et al.,, 2011). This may imply that calcium signaling is involved in a route of
signaling from the chloroplast to the nucleus.

Accumulation of LHCSR3.1 and 3.2 mRNA and protein under conditions of excessive
light is abolished in CAS knock-down strains, in response to the calmodulin inhibitor W7, and
to the photosynthesis inhibitor DCMU (Petroutsos et al., 2011; Maruyama et al.,, 2014),
implying that calcium signaling and a signal from the photosynthetic electron transport chain
are linked in LHCSR3 regulation. The defect of CAS in the knock-down strain can be rescued
by increasing the calcium concentration in the medium (Petroutsos et al., 2011). A recent report
noted that the three LHCSR genes can be transcriptionally induced by high light intensity and
that LHCSR1 induction is not sensitive to DCMU, and is only slightly sensitive to W7.
(Maruyama et al., 2014). Deletion of LHCSR3.1 and 3.2 triggers an NPQ-deficient phenotype
that cannot be rescued by wild-type levels of LHCSR1 (Peers et al., 2009).

Calcium signaling has been shown to affect the response to excessive light as the eye-
spot, which is the master regulator of positive and negative phototactism, contains cation
channels transporting light is too strong, thus limiting oxidative stress. Furthermore, the
calcium concentration in the media also affects photophobic and phototactic responses.
Likewise, measurements of ion content revealed that dark-induced increases in stromal Caz*
levels precede the generation of cytosolic Ca2* pulses in tobacco (Nicotiana tabacum) leaf cells
(Sai and Johnson, 2002), validating the possibility of calcium communication between
chloroplasts and the cytosol.

Calcium signaling has also been implicated in the heat shock response (HSR)
(Schmollinger et al., 2013) as treatment of Physcomitrella with BAPTA, a calcium-specific
chelator, abolishes the HSR. The same treatment only delays the HSR in C. reinhardltii. 1t was
hypothesized that a temperature change might affect membrane fluidity causing calcium pores
to open, with the subsequent calcium influx activating a calcium-dependent kinase (Saidi et al.,
2010).
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Nutrient limitation

Sulfur

Sulfur deprivation induces general responses that are common to a number of stress
conditions and include cessation of cell division, accumulation of storage starch, and a
decrease in metabolic processes including photosynthesis. Three specific responses occur:
the first is an increased ability to transport and metabolize the missing nutrient.

In A. thaliana, sulfate transporters are induced upon starvation (Takahashi et al., 1997).
In C. reinhardltii, the affinity of sulfate transporters is greatly increased upon starvation (Yildiz
et al., 1994). C. reinhardfii also excretes an ARS (extracellular arylsulfatases) that hydrolyzes
soluble SO42- esters in the medium, releasing free SO42- for uptake and assimilation (Yildiz et
al., 1994). Second, sulfide reductase and numerous enzymes involved in sulfur metabolism
are upregulated during sulfur starvation (Zhang et al., 2004). Finally, a recycling and economy
process is established to decrease the need for the missing element. For example, proteins
rich in sulfur are downregulated (Gonzalez-Ballester et al., 2010; Aksoy et al., 2013), and non-
essential proteins and sulfolipids are degraded (Ferreira and Teixeira, 1992).

In A. thaliana sulfur starvation has a high impact on the growth rate, while the
chloroplast ultrastructure appears unchanged and the mitochondria are dilated, showing a
lower matrix density (Ostaszewska et al., 2014). In C. reinhard/fii, sulfur starvation is the subject
of many studies as it affects biohydrogen production. The fast rate of D1 turnover makes this
protein highly sensitive to the lack of sulfur-containing amino-acids. The subsequent decrease
in D1 diminishes oxygen production at PS Il and induces favorable conditions for light driven
hydrogen production. Similarly, sulfur starvation appears to favor degradation of the
bsfcomplex (Malnoé et al., 2014). The process behind this degradation involves both FTSH
and CLPP proteases (Malnoé et al., 2014) (Majeran et al., 2000).

Chloroplast translation is also affected under sulfur starvation. In addition to the effect
of the lack of sulfur-containing amino-acids, the level of the bacterial-type sigma transcription
factor RPOD (SIG 1) decreases due to the effect of the lack of sulfur on SAC3, which is a
nucleus-encoded serine/threonine kinase known to affect the expression of several nuclear

genes (Irihimovitch and Stern, 2006).
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Iron

In nature, oceans contribute around 1/2 of the total CO. uptake via photosynthesis,. For
photosynthetic organisms living near the ocean surface (2/3 of ocean photosynthesis), the
limiting resource for growth is not light but the availability of nutrients, particularly iron (Boyd et
al., 2000). Adaptation to this lack of nutrient implies that decreased photosynthetic efficiency
occurs in order to balance the low energy needed for iron-limited growth.

In the early 1990’s, John Martin (Martin, 1990) hypothesized that increasing levels of
photosynthesis could fix huge quantities of CO. in the oceans. The sequestration of such a
large amount decreases atmospheric CO. and subsequently the greenhouse effect. Since then,
several experiments have been carried out to confirm the limited availability of iron for ocean
phytoplankton. These experiments are depicted in figure 13 and 14. More recently, in 2012,
Russ George and collaborators dumped 100 tons of iron sulfate in the ocean (Lukacs, 2012),
(west of Haida Gwaii). This resulted in an algal bloom that was followed by an increase in the
fish population.

The way in which iron starvation is perceived remains unknown, but evidence from different
species would suggest that it has an effect on transcriptional regulation. This was revealed by
transcriptomic (Castruita et al., 2011) and proteomic data (Naumann et al., 2007; Hsieh et al.,
2013). In plants the signal involves several transcription factors acting concomitantly on gene
expression (Kobayashi and Nishizawa, 2012).

Iron is often available as Fe3*and is used as Fe?*. Its uptake is coupled with copper-dependent
metallo-reductases at the cell surface (De Silva et al., 1995; Kosman, 2002). Evidence shows
that in C. reinhardfiia coupled FOX 1 - FTR 1 complex at the plasma membrane is responsive
to reduced-iron levels, and import is induced during iron starvation (Moseley et al., 2002). This
high-affinity transport is dependent on copper availability (Herbik et al., 2002) since FOX 1 is
a copper-containing protein and the complex is physically associated with a copper chaperone,
ATX1, and a copper-transporting ATPase (La Fontaine et al., 2002).

The largest difference between strains in terms of iron nutrition is the presence or absence of
a cell wall. Some researchers have used strains lacking a cell wall in their studies to avoid
overestimation of the rate of iron uptake caused by iron bound to the cell wall (Lynnes et al.,
1998). However, it was later found that two key components of the iron assimilation pathway
are soluble proteins that are secreted into the periplasmic space between the plasma

membrane and cell wall. Additionally, siderophores were found to be produced by
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Figure 13 : Iron release experiments. Chlorophyll fluorescence map of oceans. The chlorophyll fluorescence is
coloured in green. Colored circle indicates dominant plankton in resultant blooms: orange — diatoms; green —
picophytoplankton; pink — zooplankton. 1 — IronEx-I, 1993; 2 — IronEx-Il, 1995; 3 — SOIREE, 1999; 4 — EisenEx,
2000; 5 — SEEDS-1, 2001; 6 — SERIES, 2002; 7 — SOFeX North, 2002; 8 — SOFeX South, 2002; 9 — SEEDS-II, 2004;
10— EIFEX, 2004; 11 — SAGE, 2004, 12 — PAPA-SEEDS, 2006, 13 — CROZEX, 2005; 14 — LOHAFEX, 2009. Adapted
from Trick et al. (2010).

Figure 14 : SOIREE algal bloom. Captured by the Sea-viewing Wide Field-of-view Sensor (SeaWIFS). The bright
comma in the above image indicates phytoplankton growth stimulated by iron added during the course of the
experiment. (Image courtesy Jim Acker, Goddard Distributed Active Archive Center, the SeaWiFS
Project, NASA/Goddard Space Flight Center, and ORBIMAGE).


http://oceancolor.gsfc.nasa.gov/SeaWiFS/
http://oceancolor.gsfc.nasa.gov/SeaWiFS/

Synechococcus to assist with iron scavenging but have not been further characterized (Boiteau
and Repeta, 2015). Expression of genes encoding the algal-specific proteins, FEA1 and FEA2,
is significantly induced during iron deficiency. In strains lacking cell walls, these proteins are
lost as they diffuse in the media (Allen et al., 2007). A significant consequence of losing FEA
proteins into the medium is increased sensitivity of these strains to iron depletion (Glaesener
et al., 2013). As the function of these periplasmic proteins has not been characterized, it is
hypothesized that they may bind iron and increase its concentration at the proximity of the
plasma-membrane assimilatory transporters. Their relative binding affinity for Fe(ll) or Fe(lll)
is not known. In C. reinhardtii, iron starvation also triggers remodeling of PS | with
destabilization of PsaA, PSAF, plastocyanin, LHCA3, and CytF as determined by western-blot
(Moseley et al., 2002).. In terms of the antennae, LHCA1 and LHCA9 show the most dramatic
decrease after 24h, while the decrease of other antennae is slower (Yadavalli et al., 2012).
After 5 days in iron deficient medium, Lhcag3 is processed at the N-terminus, LHCAS is depleted,
LHCA 1, 7, 8 are reduced and LHCA4 and 9 are induced relative to PSI (Naumann et al., 2005)
Recent experiments using western-blotting showed that after 72 h in iron-free acetate-
containing media, the amount of PsaC and PSAD decreased 2-fold and that PSAE
disappeared.

In C. reinhardfii, iron starvation triggers overaccumulation of lipid bodies made of
saturated fatty acids (Urzica et al., 2013). In addition, it also induces the loss of function of
iron-containing enzymes in chloroplasts and mitochondria, including cytochromes, iron-sulfur
proteins, and Fe superoxide dismutase (FeSOD). ROS in the C. reinhardltiichloroplast are then
detoxified by a recently discovered MnSOD that accumulates at high levels upon starvation,
while FeSOD is preferentially retained over other iron-containing proteins. (Page et al.,
2012).In contrast, ferredoxins are also depleted, and their lack is compensated for by the
induction of flavodoxin in Phaeodactylum tricornufum (Yoshinaga et al., 2014). No large
induction in flavodoxin expression was observed by RNAseq upon iron starvation in mixotrophy

in Chlamydomonas (Urzica and Merchant, 2009).

Nitrogen

C. reinhardtii preferentially uses ammonium as a nitrogen source, but can also use
nitrate and nitrite, which are converted into ammonium (Navarro et al., 2000). It can also use

external amino acids. Nitrogen starvation induces accumulation of starch and lipid bodies
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(Wang et al., 2009) which are of great interest for bio-diesel production. A mutation in STA7,
which encodes an enzyme required to accumulate starch, doubles lipid accumulation under
nitrogen starvation. It does not exclude a concomitant increase in phytoglycogen (Dauvillée et
al., 1999). Nitrogen starvation also induces autophagy which seems to be regulated by calcium,
calnexin, and calreticulin, which are ER proteins that bind Ca?* and are involved in routing
towards apoptosis (death)/autophagy (survival) upon aging and nitrogen starvation in
Schizosaccharomyces (Nunez et al., 2015).

Nitrogen starvation also induces gametogenesis (Goodenough et al., 2007) and
decreases the accumulation of the bef complex (Bulte and Wollman, 1992). It appears that
degradation of the bef complex under nitrogen starvation involves the general FTSH and CLPP
proteases (Majeran et al., 2000)(Wei et al., 2014). This degradation appears to be dependent

on nitric oxide signaling (Wei et al., 2014).

Phosphorus

Low phosphorus availability in soil and its deficiency represent a major constraint to
global crop production (Cordell et al., 2009). Like other types of deprivation, the response to
phosphate starvation involves remobilization from the growth medium. C. reinhardfii shows
high-velocity phosphate uptake following 24 h of starvation due to accumulation of high-affinity
phosphate transporters. In addition, it secretes alkaline phosphatase (Shimogawara et al.,
1999).

In A. thaliana and tomato, it was also shown that nucleases and phosphatases are
secreted during phosphorous starvation (Nurnberger et al., 1990; Robinson et al., 2012). A.
thaliana also secretes organic acids to increase the solubility of mineral phosphates
(Raghothama, 1999) and modify its root architecture (Svistoonoff et al., 2007). Reorganization
of internal storage represents a second step towards acclimation to low phosphate availability.
The chloroplast membranes are rich in phospholipids, but under phosphate starvation, these
phospholipids are hydrolyzed and substituted by galactolipids (Essigmann et al., 1998). In
senescent leaves, nucleases and phosphatases are expressed and are involved in the
remobilization of phosphoassimilates to more demanding plant organs such as young leaves
and flowers (Arlen, 2013).

Transcriptional regulation following phosphate deficiency in A. thaliana (Bustos et al.,
2010) and C. reinhardfii (Wykoff et al., 1999) is under the control of PSRI, a putative
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transcription factor which is located in the nucleus and contains a MYB1 DNA-binding domain
and a glutamine-rich domain. Phosphorus starvation also induces the accumulation of lipid
bodies in A. thaliana. This response is directed by the PHR1 transcription factor (Pant et al.,
2015). In C. reinhardltii, the accumulation of lipid bodies is reliant on an acyltransferase driven
by a phosphorous-inducible promoter (Iwai et al., 2014).

In C. reinhardtii chloroplasts, the genome is present in approximately 80 copies. As
much as 75% of this DNA is degraded following 48 h in phosphate-free medium while mMRNAs
are overstabilized (Yehudai-Resheff et al., 2007); these changes are linked to a decrease in

chloroplast PNPase (polynucleotide phosphorylase), which is a target of the PSRI regulator.

GENES FOR PHOTOSYNTHESIS

The chloroplast proteome

The chloroplast proteome is a mosaic of proteins, many of which are arranged in
complexes that enable the organelle to transform light into chemical energy and power the
whole cell. The correct integrity of the plastid depends on the assembly of complexes that
contain subunits from both the nuclear and chloroplast compartments. Proteomic studies have
shown that the chloroplast contains at least 996 proteins that have an experimentally confirmed
localization (Terashima et al., 2011). Estimations of the total number in A. thaliana chloroplasts
reveals a range of 2100-3600 proteins (Abdallah et al., 2000; the A. thaliana Genome Initiative,
2000).

The best known posttranslational modification in the chloroplast is phosphorylation. In
the A. thaliana chloroplast, mass spectrometry analyses led to the identification of 905 putative
kinases substrates (Schonberg and Baginsky, 2015) while only 45 kinases and 21
phosphatases are predicted (Schliebner et al., 2008).

Another posttranslational regulation is the creation of disulfide bridges that play
important roles, for example in regulating the activity of enzymes as a function of the redox
poise. The thylakoid kinase STT7 is an example of such a protein (see section on State
Transitions), it contains two cysteine residues exposed to the stromal side of the thylakoid
membrane. The redox state of these cysteins is thought to be directly involved in modulating
the activity of the kinase (Lemeille et al., 2009). Similar mechanisms has been reported for

other chloroplast enzymes (Ruelland and Miginiac-Maslow, 1999). These cases involve the
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ferredoxin - thioredoxin redox pathway. Some cysteine residues are thought to be subjected
to a possible regulation by glutathionylation (Zaffagnini et al., 2012). The C. reinhardfii
phospho-ribulo kinase activity was demonstrated to be modulated to a large extent by
glutathionylation in vitro (Thieulin-Pardo et al., 2015). Similarly cysteins can be subjected to
posttranslational modifications that involve nitric oxide. This compound participates in different
regulatory mechanisms in the chloroplast, playing an important role in the induction of thylakoid
protein degradation under nitrogen starvation (Wei et al., 2014) Nitric oxide is thought to
regulate enzyme activity through cystein-S-nitrosylation, and indeed chloroplastic
triosephosphate isomerase that was found among nitrosylated proteins in proteomic studies in
A. thaliana, O. safiva, and C. aurantium (Lindermayr et al., 2005; Tanou et al., 2009; Lin et al.,
2012; Tanou et al., 2012).

Nuclear genes

Among the nuclear genes required for chloroplast maintenance and biogenesis, many
are components of the complexes themselves while others are required for the expression of
the chloroplast encoded genes, specifically targeting one or a few of them (table 6 part 1 and
2). From the endosymbiotic event(s), when the “endosymbiont” was autonomous, to the
complex machinery required to make a functional, non-autonomous chloroplast, genetic
transfer from the endosymbiont to the nucleus played an important role (Martin et al., 1998).

Expression of nucleus-encoded chloroplast proteins is subjected to differential
regulation that might be coordinated with the response of the chloroplast to different stimuli.
The molecular ratio between different subunits within chloroplast complexes is tightly
controlled at the level of their expression and involves feedback from the chloroplast to the
nucleus called retrograde signaling.

Negative feedback from unassembled subunits on translation allows an equimolar
association of subunits in a mechanism that is known as CES regulation (Control by Epistasy
of Synthesis, see the dedicated section below). Protein degradation also plays a role in the
regulation. In A. thaliana a psad7-2 mutant was not photosynthetic and failed to accumulate
other nuclear-encoded subunits of PS | (lhnatowicz et al., 2004), while in contrast psag, psah,
and psak mutants were still able to grow with a weak impairment and were not affected in the
accumulation of other subunits (Varotto et al., 2002).

Other examples of retrograde signaling regulating the expression of nucleus-encoded
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chloroplast proteins were found. The retrograde signals includes ROS (Maruta et al., 2012),
Mg-protoporphyrin IX and other heme derivatives (Strand et al., 2003)(Zhang et al., 2015)
linked to the GUN genes (Brzezowski et al., 2014), and the redox state of the plastoquinone

pool via an unknown mechanism (Kimura et al., 2003).

Chloroplast genes

The first chloroplast genome to be sequenced was from tobacco (Shinozaki et al.,
1986), which revealed a 155-kbp sequence containing two large inverted repeats. Sixteen-
years later, an assembly of the C. reinhardltii chloroplast genome was published for the first
time (Maul et al., 2002) and was reported to have a full size of around 203 kbp with similar
features. It contains large inverted repeats and a relatively high AT content, which is common
to many chloroplast genomes. Comparison of sequenced chloroplast genomes reveals that
most species share a surprisingly conserved complement of genes (Raubeson et al., 2007).
The chloroplast genome of C. reinhardltii only contains 99 identified ORFs plus 8 ORFs (table
5) with unknown functions. Although the chloroplast retains its own transcription and translation
apparatus, gene regulation is predominately conferred by nucleus-encoded proteins targeted
to the chloroplast (Barkan, 2011).

The chloroplast found in Viridjp/antae has retained only a few genes, but interestingly
each of the main complexes contains a few hydrophobic subunits that are chloroplast-encoded.
Are there any selective pressures against the complete loss of chloroplast genes?

A. thaliana contains a copy of 75% of the mitochondrial genome near the centromere
of chromosome 2 (Lin et al., 1999); however the mitochondrial genome was not subsequently
shortened and retains the expression of some genes.

Three main hypotheses were proposed to explain the retention of few genes within
these organelles. The first is the hydrophobicity theory proposing that, as the retained proteins
in the organelles are highly enriched for hydrophobic proteins that are integral to the
membranes, their hydrophobicity prevents correct targeting if expressed in the nucleus, some
of them being toxic if integrated in other compartments. The second hypothesis is that, from a
regulatory point of view, an organelle such as a single chloroplast that is subject to more
oxidative stress than others in the same cell would have different regulatory needs that it can
meet individually while a nucleus-encoded protein would go indiscriminately to every

chloroplast within the cell. The co-localization of a whole set of genes in a single organelle
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Photosystem | Photosystem Il | Cytochrome bef | ATP synthase Transcription Translation Others
PsaA PsbA PetA AtpA RpoA Rpl2 CcsA
PsaB PsbB PetB AtpB RpoB Rpl5 CemA
PsaC PsbC PetD AtpE RpoC1 Rpl14 ChiB
Psal PsbD PetG AtpF RpoC1 Rpll6 ChiL

PsbE PetL AtpH RpoC2 Rpl20 ChIN
PsbF Atpl Rpl23 RbcL
PsbH Rpl36 Ycf3
Psbl Rps2 Ycfd
PsbJ Rps3 Ycf12
PsbK Rps4 ClpP
PsbL Rps7
PsbM Rps8
PsbN Rps9
PsbT Rpsl1
PsbZ Rps12
Rpsl4
Rps18
Rps19
TufA
tRNA rRNA Splicing Uncharacterized
trnA(UGC) trnM1(CAU) 23S tscA ORF50
trnA(UGC) trnM2(CAU) 16S ORF58
trnC(GCA) trnM3(CAU)-fMet[7S ORF59
trnD(GUC) trnN(GUU) 5S ORF112
trnE1(UUC) trnP(UGG) 3S ORF140
trnE2(UUC) trnQ(UUG) ORF271
trnF(GAA) trnR1(ACG) ORF1995
trnG1(GCC) trnR2(UCU) ORF2971
trnG2(UCC) trnS1(UGA)
trnH(GUG) trnS2(GCU)
trnl(GAU) trnT(UGU)
trnl(GAU) trnV(UAC)
trnK(UUU) trnW(CCA)
trnL1(UAG) trnY(GUA)
trnL2(UAA)

Table 5 : List of all identified chloroplast genes in C. reinhardtii (Harris, 2009, 230).




could offer the possibility of them being regulated together. It was postulated that a broad
redox-regulation affects the organellar genomes, termed CoRR (colocalisation of redox
regulation), in which ancestral two-component regulatory systems could play a role (Allen,
2015). These theories have been reviewed by Daley and Whelan (2005).

In C. reinhardlii, the chloroplast genome is present in 80 copies, and DNA replication
is regulated by redox signaling that is independent of chloroplast division (Kabeya and
Miyagishima, 2013). The existence of highly packed DNA within the chloroplast has been
shown. In C. reinhardfii, a histone like protein (HLP) originating from the bacterial ancestor is
required for nucleoid organization. Its absence significantly decreases the genome copy
number and rate of transcription but does not affect mRNA accumulation (Karcher et al., 2009;
Eberhard et al., 2002). Conversely, the gene copy number in Z maize seems to have a
proportional impact on mRNA accumulation (Udy et al., 2012). The copy number of chloroplast
genomes is 100-200 on average, but this may change depending on the developmental stage
and may exceed several thousands in developing plant tissues (Day and Madesis, 2007). The
high copy number of chloroplast genomic DNA is thought to guarantee correct gene expression

even during genome replication and chloroplast scission.

CHLOROPLAST GENE EXPRESSION

Nuclear genes assist in chloroplast gene expression. The nucleus encodes proteins
that participate in the assembly of the chloroplast photosynthetic machinery at different steps.
They are involved in the transcription and translation apparatuses such as in the protein
composition of the chloroplast ribosomes.

A high proportion of nuclear genes not contributing to the structure of the
photosynthetic machinery, are required for transcription, mRNA splicing, for stabilization,
maturation, edition, or translation of specific chloroplast mMRNAs (table 6 ). Other proteins
ensure proper assembly and insertion of proteins into the thylakoid membrane.

In addition to the proteins listed in table 6, in A. thaliana CSP41 regulates chloroplast
transcription and translation (Bollenbach et al., 2009). RBF1 is involved in 16s ribosome

processing in both C. reinhardfiiand A. thaliana (Fristedt et al., 2014a).
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MCD3, MCD4, MCD5,

Pleiotropic effects, stability of the 3' end
of mRNA.

(Levy et al., 1999) (Rymarquis et al., 2006)

ALB3 Insertion into the membrane. (Gohre et al., 2006)
PSII
NAC2 (TPR), stability of psbD mRNA. (Kuchka et al., 1989)
RB38, RBA7 (Ijong r.epe.ated motifs), binds the psbA
5'UTR in vitro.
Motifs of RB38 and 47 do not resemble | (Danon and Mayfield, 1991),
RB55, RB60 TPR, PPR, or OPR, but they contain an
RNA binding domain.
MBB1 (TPR), stability of psbB, T, H. (Vaistij et al., 2000)
. (N. Gumpel, J. Girard-Bascou, F. A. Wollman, §
MBC1, Stability of psbC mRNA. Purton. Unpublished data)
Repress stability of some LHCBM
NAB1 MRNAS. (Berger et al., 2014)
MBI1 (OPR), psb! mRNA stability. (Wang et al., 2015)
RB complex Translational activation of several (Trebitsh and Danon, 2001)

MRNAs.

ACC115, RBP40, RB38
MBD1

psbD translation, binds the 5'UTR.

(Schwarz et al., 2007)

PolyA in 5'UTR psbA, needed for transla-

RB47 . (Yohn et al., 1998)
tion.
RBP63 PolyA in 5'UTR psbA. (Ossenbihl et al., 2002)
TBA1, TBA2, Pre elongation translation of psbA. (Yohn et al., 1996)(Somanchi et al., 2005)

TBC1, TBC2, TBC3,

(39 amino acid repeats), translation of
psbC .

(Zerges et al., 2003)

NAC1 Post initiation in psbD mMRNA. (Cohen et al., 2001)

bef
PPR ili f petA mRNA f

MCA1 ( . .),stab| 'ty o 'pet m , needed for (Gumpel et al., 1995; Raynaud et al., 2007)
efficient translation.

MCBL MCG1 Stab||.|ty of petB ar.wd petG mRNA, re- Wollman F.A. in (Rochaix et al., 1998)(Wang e
spectively, MCG1 is an OPR. 2015)

MCD1 Stability of petD mRNA. (Murakami et al., 2005)

TCA1 Translation of petA (Raynaud et al., 2007)

CCB1.2.34 Assembly of the Heme. (Lezhneva et al., 2008)(Kuras et al., 1997)

CCS1.2.3456.A

Assembly of the Heme.

(Xie et al., 1998)

Table 6 part 1 : Table summarizing nuclear genes with known involvement in biogenesis and assembly of the
photosynthetic machinery in C. reinhardstii .



Transcription

The vestigial genome of plastids has retained many typical prokaryotic features from
its bacterial ancestor. A bacterial-type RNA polymerase (plastid-encoded RNA polymerase,
PEP), whose core subunits are encoded by the plastid genome, transcribes most plastid genes.
Together with nucleus-encoded sigma factors of the 70 type (RPOD), the plastid-encoded
RNA polymerase enzyme recognizes promoters that contain conserved —10 (TATA) and -35
boxes, and thus resemble bacterial promoters (Liere and Borner, 2007).

Transcription in C. reinhardltiiis reported to be regulated by the circadian clock (Hwang
et al., 1996). It appears that the circadian regulation of chloroplast transcription is nucleus-
dependent (Matsuo et al., 2006). The gene for chloroplast-encoded elongation factor (fuf A),
and alpB, psbA, psaA and rrn were demonstrated to have circadian transcription (Hwang et
al., 1996; Kawazoe et al., 2012). A nuclear mutant with an impaired roc87 gene failed to
regulate the chloroplast circadian rhythm (monitored via a reporter with the fufA promoter
driving the luciferase lucCP). This is an example of anterograde signaling. The precise
regulation of this signaling mechanism is still unknown (Matsuo et al., 2008).

Chloroplast transcription of psaA and psbA in A. thaliana was reported to be affected
by the phosphorylation status of SIG1 and by the photosynthesis inhibitors DCMU and DBMIB.
These drugs are reported to affect the redox pool of the plastoquinone pool, whereby the first
causes its oxidation it and the second its reduction. These drugs had opposing effects on
transcription (Shimizu et al., 2010).

In C. reinhardtii, only PEP and RPOD were found to ensure chloroplast transcription.
The latter does not show any circadian behavior at the level of its accumulation (Kawazoe et
al., 2012), while its mMRNA varies from 2 to3-fold during light-dark cycles (Carter et al., 2004).
However, no studies have been conducted to investigate the rhythmicity of its activity. Similarly,
PEP levels did not change during light dark cycles, leaving the rhythmicity of chloroplast
transcription unsolved. Recent work demonstrated that the circadian regulation triggers first
the transcription of genes that are involved in transcription followed by those involved in
translational (Idoine et al., 2014).

Around 2.6% of nuclear genes are regulated with a circadian rhythmicity (Kucho et al.,
2005), and Lhcat is an example (Hwang and Herrin, 1994). A transcriptomic analysis with a
cDNA macro-array confirmed that several nuclear genes are regulated in this manner,

highlighting the observation that 16 chloroplast ribosomal proteins are co-expressed and their
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PSI

MAB1 Stability of psaB. (unpublished data)

RAA1 Splicing both introns of psaA (OPR). (Hahn et al., 1998) (Merendino et al., 2006)
RAA2 Splicing of second intron. Perron et al., 1999, 2004)

RAA3 Splicing of the first intron

RAT1, RAT2,

Splicing of the first intron

Balczun et al., 2005)

RAA4

Splicing of first intron.

(
(Rivier et al., 2001)
(
(

Glanz et al.,, 2012)

RAA6 (O. Reifschneider, U. Kuck unpublished data)
RAA7 Splicing of the second intron (Lefebvre-Legendre et al., 2015)

RAA8 Splicing of the second intron (OPR) (Marx et al., 2015)

TAAL Translation of psaA. (OPR) (Lefebvre-Legendre et al., 2015)

TAB1/3, TAB2 Translation of psaB. (Barneche et al., 2006; Stampacchia et al., 199
TLA1 Correct assembly of LHCs. (Tetali et al., 2007)(Mitra and Melis, 2010)
NAB, LHC translation. (Mussgnug et al., 2005)

ATPase

THM24 atpB transcription impaired mutant. (Drapier et al., 1992)

MDH1 atpH transcription impaired mutant. (Majeran et al., 2001)

MDA1 atpA mRNA stability. (Drapier et al., 2002)

TDA1 (OPR), atpA translation. (Drapier et al., 1992)

Rubisco

MRL1 (PPR) rbcl mRNA stability (Johnson et al., 2010)

TAS1, TAS2 Processing 3'UTR rbcl. (Goldschmidt Clermont et al., 2008)

Table 6 part 2 : Table summarizing nuclear genes with known involvement in biogenesis and assembly of the
photosynthetic machinery in C. reinhardtii.



RNA accumulation follows a circadian rhythm (Kucho et al., 2005)

In A. thaliana several nucleus-encoded sigma factors affect the transcription of
chloroplast-encoded genes. A SIG2-PEP holoenzyme specifically transcribes some of the
MRNA genes (Kanamaru et al., 2001) and psaJ(Nagashima et al., 2004). SIG3-PEP specifically
transcribes psbN, but can also influences the psbB operon via antisense RNA from the psbN
locus (Zghidi et al., 2007). SIG4 is of notable importance for ndhF gene transcription (Favory
et al., 2005). SIG5 has been shown to play an important role in recognition of the blue-light
dependent promoter of the psbD gene (Tsunoyama et al., 2002; Nagashima et al., 2004). SIG
6 has a more general role during early plastid differentiation and plant development (Ishizaki
et al., 2005). In addition, it was found that these nucleus-encoded sigma factors play a role in
chloroplast to nucleus retrograde signaling (Woodson et al., 2013).

The transcription of chloroplast-encoded genes is also affected by light. For example,
in mustard, psaA/B and psbA transcription, mMRNA accumulation, levels of P700, and the
chlorophyll a/b ratio are affected by light favoring PS Il or PS |, mediated through the PQ redox
state (Pfannschmidt et al., 1999). The CSK protein is thought to be involved in this process,
and may, sense the redox state of the PQ pool (Puthiyaveetil et al., 2012)The model proposed
suggests a CSK-dependent phosphorylation of SIG1 and PTK (Puthiyaveetil et al., 2012). As
a consequence, this affects PEP transcription activity on chloroplastic PS | genes (Allen et al.,
2011; Puthiyaveetil et al., 2013). CSK is thought to be one of the rare example of gene
regulation by a bacterial-type two-component system, derived from a sensor kinase were the
histidine phosphorylation site has been mutated to a phosphomimetic glutamic acid
(Puthiyaveetil et al., 2008)

However, the amount of accumulated mMRNAs was observed not to be a limiting factor
for protein accumulation (see section on RNA granules). It is thus legitimate to ponder what
role plays the regulation of mMRNA accumulation in response to light quantity (Salvador et al.,
1993), nutrient stresses, and photosynthetic redox poise (Salvador and Klein, 1999).

Perhaps distinct processes regulate RNA and protein contents in the chloroplast. RNA
half-lives differ, such that psbA4 mRNA is turned-over in 8 hours whilst fufA takes less than 30
minutes (Zicker et al., 2007). Degradation processes that implicate an attack from the 5'UTR
and 3'UTR were demonstrated by the addition of poly (G) loops, which blocked degradation
by exonucleases (Drager et al., 1999). Processing of the 3’ end is another determinant of
mRNA stability, and in the case of afpB in Chlamydomonas, is thought to be initiated by

endonucleolytic cleavage (Hicks et al., 2002).
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Splicing

The chloroplast has retained traces of its prokaryotic origins in the organization of its
genes. In bacteria and Archae, many functionally related genes are organized into operons
that are transcribed and translated as a unit. Operons are rarely seen in eukaryotes except in
the trypanosome and nematode (Pi et al., 2009). In the chloroplast, most genes are transcribed
in polycistronic units that are trimmed to form monocistronic messengers and their maturation
involves a cohort of RNA binding proteins, maturases, endo- and exonucleases, and
stabilization factors, ... Mutants involved in mRNA stabilization suggest a 5" to 3" and 3' to &'
degradation of polycistronic mMRNA, unless they are protected at both their 3' and 5’ ends, thus
forming the mature transcripts (Barkan, 2011; Germain et al., 2013).

As in most genetic systems, the chloroplast also contains introns and fractionated
genes. Intriguingly, the chloroplast presents around 20 different introns but they are rare in
extant cyanobacteria . Introns exist in different classes, spliceosomal, tRNA, group | and Il
Some can self-splice, and others require proteins to assist with folding or trans-esterification.
Only group | and group Il introns were found in the chloroplast.

Group | introns are self-splicing catalytic introns, which are widely distributed in the
genomes of prokaryotic and eukaryotic organisms, but are not found in Archae (Haugen et al.,
2005). Five group | introns are reported in the C. reinhardfii chloroplast genome, four in psbA,
and one in the large rRNA (crLSU) (Holloway et al., 1999). These catalytic introns, called
ribozymes, are sometimes dependent on maturases to assist with splicing (Belfort, 2003). This
observation provides insight into the evolution of group Il introns as the autocatalytic activity
can be lost when a protein-dependent splicing is set-up. Furthermore, group | introns from
psbA were shown to undergo homing through a large ORF that is encoded inside the intron
itself (Odom et al., 2001), even if its deletion does not impair splicing (Lee and Herrin, 2003).
Intron splicing in psbA is dispensable, and the replacement of the split gene with an intron-less
cDNA is phenotypically silent (Johanningmeier and Heiss, 1993). The inefficient in vitro splicing
of the psbA introns would indicate the need for protein assistance. Furthermore, the amount
of unspliced precursors of psbA increase 6—10-fold under light in response to the redox poise,
suggesting that a regulation event might be protein-directed (Deshpande et al., 1997).

Group 2 introns are restricted to chloroplasts and mitochondria of lower eukaryotes,
plants, and in some rare cases, prokaryotes. These prokaryotes belong to cyanobacterial and

proteobacterial lineages and are believed to be potential ancestors of chloroplasts and
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mitochondria. Most group 2 introns are dependent on proteins for splicing, some non
chloroplastic examples were shown to self-splice in vitro. Their processing is thought to involve
a large ribonucleoprotein complex (Glanz and Kuick, 2009).

Chloroplast mRNA splicing sometimes involves a single precursor transcript molecule
(cis-splicing) or several precursor transcript molecules (trans-splicing). Trans-splicing occurs
in the chloroplast of several species (Glanz and Kick, 2009). In C. reinhardlii, the two exam-
ples of trans-splicing in the chloroplast are in the psaA gene, as shown in figure 15.

The assembly of the mRNA for the PsaA subunit of PS | needs four different
transcripts—three exon-containing precursors and #scA, which is part of the first intron. The
transcripts are assembled together through the splicing of two group Il introns (Goldschmidt-
Clermont et al., 1991). These splicing events require at least 14 independent nuclear loci
(Goldschmidt-Clermont et al., 1990) suggesting a coordinated role of multiple proteins . Later,
the existence of such a complex was confirmed using yeast 2- hybrid assays in which a 500
kDa membrane-associated complex that binds #scA RNA and contains the characterized
splicing factors RAA1, RAA3, RAA4, RAT2, and RAB1 was found (Jacobs et al., 2013). The
same team also confirmed that an even bigger complex regroups both intron1 and intron2
splicing factors (personal communication). Similarly RAA8 is associated with RAA1, RAA2 and
RAA7 and is involved in splicing the second split intron (Legendre et al, in press). Evidence
suggests that the total size of the complex might be around 1700 KDa (Rivier et al., 2001).
Similarly to splicing of the group | introns of psbA, psaA trans-splicing can be by-passed by
inserting an intron-less copy of the gene in the chloroplast genome (Lefebvre-Legendre et al.,
2014).

Editing

In A. thaliana chloroplasts and mitochondria, numerous editing events have been
reported. Modification of cytidines to uridines in mRNA are the only reported examples of
chloroplast editing, affecting start codons, conserved amino acids, and stop codons. These
post-transcriptional modifications depend on a complex of around 400 KDa called the
editosome. This oligomer contains several proteins with specific domains such as PPR,
RIP/MORF, ORRM, and zinc finger (Sun et al., 2015; Germain et al., 2013). Many instances
of RNA editing in A. thaliana are dependent on PPR proteins (Fujii and Small, 2011),.In the A.

thaliana chloroplast, a zinc finger protein was found to be required for RNA editing in
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Figure 15 : Scheme of psaA trans—slicing in the Chlamydomonas chloroplast and the different known nuclear
genes involved in the process. The different transcripts appear with their co-transcribed genes. Modified from
Goldschmidt-Clermont in Stern, 2009.



association with a more specific RNA binding protein from the PPR family (see below) (Sun et
al., 2015). However there are no reports showing a clear role for these proteins in regulation
of gene expression. While RNA editing occurs in many plants and mosses, no editing has been
reported in C. reinhardfii or V. carteri chloroplast, which questions the relevance of such a

process.

Processing of mMRNA

Both mRNA termini ensure its stability in the chloroplast. Unlike the processing of
nucleus-encoded transcripts that involve a poly-A tail at the 3'UTR, processing of chloroplast
MRNA involves the RNA secondary structure, RNA-binding proteins and nuclease(s). In the
chloroplast, the transcriptional stop signal is not perfectly defined and does not seem to be
critical for mRNA stability. In contrary, a hairpin structure in the 3'UTR was found in most
chloroplast mMRNAs, which might play an important role in their correct trimming and stability.

Processing of the 3’ end is thought to be initiated by endonucleolytic cleavage, it is for
example the case of afpB (Hicks et al., 2002). This was studied in detail in the rbcL mRNA,
which has a double hairpin structure in its 3'UTR. Although the presence of such structures is
essential, their deletion destabilizes the mRNA (Goldschmidt-Clermont et al., 2008). Even if
the hairpin structure could act as a transcription stop signal, a{pB mRNA shows a low
transcription termination efficiency at the hairpin, and 50% of the primary transcripts are longer
and retrimmed by an endonuclease, and subsequently maturated by a 3'-5" exonuclease to
obtain the final termini in vitro (Stern and Kindle, 1993). The hairpin structure sometimes
requires external proteins to be correctly shaped and functional. This is the case in the c/lpP
3'UTR in moss, which requires a nuclear encoded PPR protein called PpPPR38 (Hattori and
Sugita, 2009). This system seems to work differently for fufA, which contains hairpins within
its 3'UTR that are followed by a single stranded region (Zicker et al., 2007) containing a short
dispersed repeat (SDR) sequence that might be involved in 3'UTR maturation. Correct 3'UTR
maturation is required for translation (Rott et al., 1998); however, this may not play any role in
translation regulation (Barnes et al., 2005). Conversely, the endoribonuclease P54 involved in
the 3’ end processing of messengers appears to be regulated by phosphorylation and highly
sensitive to the redox state of glutathione in mustard (Liere and Link, 1997). There are
numerous protein coding genes in the chloroplast that encode mature mRNAs via a

polycistronic precursor cleaved by endonucleases and matured. The intergenic regions can be
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diverse but usually contain a cleavage site and translational regulatory elements. The afpA
cluster in C. reinhardfiihas been well characterized (Drapier et al., 1998) revealing a complex
pattern of RNA processing of the four genes: aipA, psbl, cemA, and alpH. Three of these
genes possess their own 5'UTR even though their translation can be achieved on polycistronic
precursors. In contrast, cemA does not have a 5’'UTR region and can only be translated from
polycistronic mRNA.

In addition, hairpin structures have been found in the 5’'UTR of rbcL. Experiments
strongly suggest that this element interacts with a trans-acting factor that protects transcripts
from rapid degradation in chloroplasts. (Suay et al., 2005). The 5’'UTRs are often protected by
RNA-binding proteins, many of them belonging to the PPR or TPR families. Those nuclear
encoded factors are specific for a few mRNAs. For example, the TPR/HAT protein MBB1 was
proven to bind to psbB and psbH mRNAs in vitro, and the two binding sites were found to
immediately follow the 5'UTR end of the respective mature mRNAs. This fits with the model
predicting that they determine the 5’ end of mMRNA (Loizeau et al., 2014). Small non coding
RNAs, were also found to match the 5-ends of chloroplast tRNAs and 3'-ends of chloroplast
ribosomal RNAs in Brassica rapa (Wang et al., 2011)and in Zea Z. maize (Schmitz-Linneweber
et al., 2006). Some of these were characterized and found to match target sites on specific
RNA binding proteins(Pfalz et al., 2009). This is indeed the case for the two MBB1 binding
sites, which are thought to be protected from RNAse digestion by the highly specific interaction
with MBB1 in vivo. Similarly, closely related protein classes like PPRs, produce RNA “footprints”
(Ruwe and Schmitz-Linneweber, 2012). For example, in Maize, PPR10 is involved in the
binding of UTRs between aiplatpH, and psatrp/33. Small non coding RNAs found in
databases match the recognition sites. PPR10 is thought to stabilize both downstream mature
RNAs and upstream mRNAs substituting the need for a hairpin structure (Pfalz et al., 2009).
Repeat-containing proteins are found in association with other proteins, D.L. Herrin (Stern,
2009, p959) summarized “The protective proteins are often in large complexes that include
PPR/TPR proteins. It also appears that these RNA-binding complexes may contain common
as well as unique proteins. A more complete catalog of the complexes, their subunits, and
dynamic interactions with the mRNA targets will be necessary to fully understand this important
aspect of RNA stabilization. This is particularly obvious comparing results on MBD1 and MBB1,
involved in the maturation of psbD and psbB mRNA respectively, both part of complexes but
of different sizes. This suggests that the complexes are specific for each mRNA and vary in

most of their components.
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Translation

Translation in the chloroplast involves ribosomes that are composed of proteins
encoded by both the nuclear and chloroplast genomes. The plastidic 70S ribosomes share
many properties with bacterial ribosomes. The small subunit of the plastid ribosome (30S
subunit) contains the 16S ribosomal RNA (rRNA) and twenty one protein subunits, most of
which have, clear orthologs in Escherichia coli. Twelve of these subunits are encoded by the
chloroplast genome, and the remaining nine are encoded by the nuclear genome (Yamaguchi
et al., 2000). The large subunit of the plastid ribosome (50S subunit) consists of three RNA
subunits (23S rRNA, 5S rRNA, and 4.5S rRNA) and 31 ribosomal proteins , most of which
have orthologs in £. coli. Nine of these proteins are encoded by plastid genes, whereas the
remaining twenty two are encoded by nuclear genes (Yamaguchi and Subramanian, 2000). A
few of these ribosome proteins are specific for plastids and do not show any homology with £.
coli proteins. Mutants or knock-downs have revealed that they are dispensable for survival
(Tiller et al., 2012), even if their absence reduces the fitness.

Translation of chloroplast-encoded proteins might be coordinated with the insertion of
certain proteins into the thylakoid membrane, because polysomes could be extracted from a
thylakoid membrane preparation (Bolli et al., 1981). Interestingly the transcription in the
chloroplast shows a day-night rhythmicity. A study on the relative role of the circadian clock
showed that translation is globally induced by light rather than by circadian signals (Lee and
Herrin, 2002).

In the chloroplast, varying the 3'UTR has little impact on mRNA and protein
accumulation, as long as a 3'UTR is present. On the other hand, stability and translation are
mainly determined by the 5'UTR and its interaction with the coding sequence (Barnes et al.,
2005). Chimeric constructs of psbA or psbD 5'UTR with gfp suggest that translational efficiency
and light-regulated translation are separate.

TAA1 provides an example of how translation may be regulated in the chloroplast.
TAA1 is a nucleus-encoded protein involved in the translation and stability of psaA. This protein
is down-regulated during iron starvation (Lefebvre-Legendre et al., 2015) via decreased
translation in the cytoplasm and selective degradation in the chloroplast. This down-regulation
is concomitant with a loss of psaA mMRNA and decreased PsaA protein accumulation.

Translation initiation, which involves ribosomes binding to the 5’'UTR, is likely to be a
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Figure 16 : Crystal structure of recombinant PPR10 of Zea mays co crystallized with its target RNA, an atpl/atpH
intergenic fragment. The figure shows the binding surface and the residues of PPR10 involved in RNA
recognition (Yin et al., 2013).



modulated step as was suggested by findings on the control by epistasy of synthesis (CES,
see later section) (Choquet et al., 2001). Redox regulation is known to affect translation. For
example, translation of the chloroplast psbA mRNA is redox-regulated through its 5’UTR via
an unknown mechanism (Trebitsh et al., 2000). This was confirmed to affect translation of D1
following reduction by the addition of DTT during a pulse-chase labeling experiment (Zhang et
al., 2000). Similarly, a protein disulfide isomerase was found to regulate the activation of
chloroplast translation. This protein is redox regulated (Kim and Mayfield, 1997).

Evidence also suggests that D1 biogenesis is regulated according to the energy source
via the protein RBP 63/cpDLA 2. RBP 63 was first identified by its binding to thylakoid
membranes and to a small poly-A stretch in the 5’UTR of psbA. It was then thought to be
involved in the insertion of D1 into the membrane (Ossenbuihl et al., 2002). A recent discovery
demonstrated that this enzyme is a subunit of the pyruvate decarboxylase complex (Bohne et
al., 2013), suggesting crosstalk between carbon metabolism and photosystem biogenesis. It
appears that this feature is not an isolated case as dihydrolipoamide acetyltransferases from
different organisms (C. reinhardtii, Saccharomyces cerevisiae, Synechocystis sp. 6803, and
Homo sapiens) seem to bind the Chlamydomonas psbA mRNA in vitro with different affinities
(higher for the two photosynthetic organisms), while PRAT A, which is a TPR
(TetratricoPeptide repeat domain) involved in the Cter processing of PsbA, does not show any
binding (Bohne et al., 2013).

Codon usage

Codon use in C. reinhardfii chloroplasts is highly biased (Nakamura et al., 2000). The
AT richness reflects the preferential use of an A or T at the third codon position. Likewise, the
expression of the exogenous gene gfp in the chloroplast, driven by rbcL 5" and 3'UTRs, is
enhanced 80-fold when encoded with a chloroplast codon bias (Franklin et al., 2002) compared

to a native codon bias.

CES

Control by epistasy of synthesis (CES) is one of the regulating mechanisms observed
in the assembly of all photosynthetic macrocomplexes in C. reinhardtii (Drapier et al., 2007).

Through this interesting mechanism, the coordination required for the equimolar assembly of
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subunits within a complex is perfectly orchestrated. While assembly-driven regulation of
nucleus-encoded subunits is unclear, the regulation of chloroplast-encoded subunits revealed
an assembly feedback mechanism called control by epistasy of synthesis (CES) discovered in
Chlamydomonas. This modulation affects protein synthesis on a translational level when the
unassembled subunit accumulates. Initially revealed for subunits of the bef complex (Choquet
et al., 2001), it turned out that the main chloroplast complexes PS | (Wostrikoff et al., 2004),
PS lI(Bennoun et al., 1986; Erickson et al., 1986; Minai et al., 2006), ATPase (Drapier et al.,
2007) and Rubisco (Khrebtukova and Spreitzer, 1996) are also concerned. This process
involves the chloroplast-encoded core subunits of the complexes that usually assemble in a
1:1 ratio with other subunits. When a core protein is unassembled because another subunit is
lacking, its levels increase. This accumulation is rapidly compensated at a translational level
via negative feedback on the initiation step; however, the precise mechanism remains
unknown. Conversely, when a subunit is missing, the initiation of translation at the 5UTR is
enhanced (Michelet et al., 2011), demonstrating that normal levels of translation require

equilibrium between assembly needs and production.

Degradation of mRNA

An important insight into the degradation of chloroplast RNA concerns the role of
polyadenylation at the 3’end. Unlike that observed for cytoplasmic messenger RNA,
polyadenylation of chloroplast mRNA, tRNA, and rRNA was demonstrated to favor their
degradation in vivo with different efficiencies depending on the transcript (Komine et al., 2002).
In addition, these authors demonstrated that this polyadenylation-dependent enhanced
degradation is effective only at aberrant 3' termini.

Only a few RNAses have been described in the C. reinhardfii chloroplast.
Polynucleotide phosphorylase (PNPase) was first described to affect the stability of
polyadenylated RNA and in the knock-down strain its deficiency impairs the resistance to
phosphate starvation (Yehudai-Resheff et al., 2007). The authors postulated that PNPase
activity is required to remobilize phosphorus. It has also been suggested that this enzyme
might play a role in RNA adenylation. The same study presented evidence showing that
another exonuclease, RNB2, could play a role in the 3'-5’ degradation as it over-accumulates
in PNPase knock-down strains. Another RNAse was characterized, RNASEJ, which seems to

be involved in 5" maturation in the A. thaliana chloroplast (Sharwood et al., 2011).
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RNA degradation is also a target of regulation. In Chlamydomonas, the accumulation
of psaB, atpB, and rbcL mRNAs is affected by treatment with DCMU, which modifies the redox
state of the photosynthetic electron transport chain (Salvador and Klein, 1999). In addition, the
redox regulated kinase, STT7 possesses a potential target sequence in NAC2, which is
involved in psbD mRNA processing and stability (Rochaix et al., 2012), and in MBB1, which is
involved in psbB mRNA stabilization (Lemeille et al., 2010).

Interestingly, the quantity of mMRNA was observed not to be a limiting factor for protein
accumulation (see section on RNA granules). It is then legitimate to ponder why mRNA
accumulation responds to light quantity (Salvador et al., 1993), nutrient stresses, and
photosynthetic redox poise (Salvador and Klein, 1999).

Perhaps distinct processes regulate protein content in the chloroplast. RNA half-lives
differ, as psbA is turned over in 8 hours whilst fufA takes less than 30 minutes (Zicker et al.,
2007). Degradation processes that implicate an attack from the 5’UTR and 3'UTR were
demonstrated by the addition of poly (G) loops, which blocked degradation by exonucleases
(Drager et al., 1999).

RNA-binding proteins in chloroplasts

It was previously demonstrated that RNA-binding proteins can be involved in post-
transcriptional regulation in bacteria (Van Assche et al.,, 2015). In eukaryotes, an RNA
molecule transcribed in the nucleus rarely remains free. As soon as it is transcribed,
ribonucleoproteins (RNPs) form on the nascent transcript and participate in its processing,
nuclear export, transport and localization, half-life, and translation rate (Dreyfuss et al., 2002).
The RNA binding domains and their functions are extremely diverse. Among the known
domains are, DBD (DNA Binding Domain), zinc fingers, PIWI (P-element Induced Wimpy
testis), PAZ (Piwi Argonaut and Zwille) and SAM (Sterile Alpha Motif), which mainly bind to
backbones or to the ends of single-stranded RNA. Others are specific for a certain sequence
(for example, RRM(RNA Recognition motif), KH (K Homology), S1, TRAP (thrombospondin-
related anonymous protein), and Pumillio). Identification of such domains allows an inference
to be made between the primary structure and the role of a given protein (Lunde et al., 2007).

RNA-binding proteins that belongs to the superfamily of helical repeats proteins play
important roles in the chloroplast. The first example from this superfamily was Pumilio which

binds a specific RNA in metazoans (Zamore et al., 1999). It has a structure composed of
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tandem helical repeats that form a superhelical structure , each repeat being involved in the
binding of a single nucleotide (Wang et al., 2002). Similarly, the human mitochondrial regulator
MTERF, binds to a specific DNA sequence via tandem helical repeats (Jiménez-Menéndez et
al., 2010). The mTERF family also contains members that are located within the chloroplast.
In Z. Z maize, Zm-mTERF4 was found to be required for the splicing of certain group 2 introns
(Hammani and Barkan, 2014). In C. reinhardtii, MOC1 is a mitochondrial mTERF factor whose
inactivation alters respiration and also light acclimation. This was found to bind specifically to
the rRNA module S3 (Wobbe and Nixon, 2013).

PPR proteins are another family of RNA binding factors, they contain tandem helical
repeats of 35 amino-acids and are found in all eukaryotes. The PPR family has expanded in
photosynthetic organisms. While in Chlamydomonas only few PPR family members are found,
in land plants, the nuclear genome contains up to 600 different PPR genes (450 in A. thaliana),
many of which are essential for plant development (Tourasse et al., 2013). As noted, PPR10
is involved in the binding of intergenic regions in the polycistronic mRNA precursors, atp/-afpH
or psalJ-rp/33 in a sequence specific manner. PPR10 also exists as a dimer, but the
physiological significance is still unknown (Li et al., 2014). The “code” underlying the sequence
specificity was elucidated through computation (Yagi et al., 2013) and by in vitro protein binding
assays (Barkan et al., 2012) allowing the use of this discovery for engineering of RNA-binding
proteins.

Inthe C. reinhardtiigenome, only 14 PPRs have been found. These are mainly involved
in post transcriptional processes in organelles (Delannoy et al., 2007). PPR?7 is the smallest
and most highly expressed PPR found in C. reinhardtii. It is part of a high molecular weight
ribonucleoprotein complex in the stroma. RIP-chip analysis revealed that it is associated with
several chloroplast RNAs — rmnS, psbH, rpoC2, rbcl, atpA, cemA-aipH, {scA, and alpl-psal
(Jalal et al., 2015). RNA-interference lines show that a reduction of PPR7 to 25% causes
excessive light sensitivity, but that protein accumulation of D2 (PS Il), Cytb6 (bef), AtpB
(ATPase), and RbcL (Rubisco) seems unimpaired. Conversely, decreased PsaA accumulation
can be attributed to the 30% decrease in {scA RNA followed by a decrease in the levels of
other psaA mRNA precursors to the same degree.

Among tandem helical-repeat, OPR (octotricopeptides repeats) proteins also play an
important role in Chlamydomonas. These tandem repeats can be found in at least 43 nuclear
encoded genes (Rahire et al., 2012). The OPR proteins, with repeats of 38 amino-acids

residues, also include TBC2, which was the first OPR protein found to be involved in mRNA

57






metabolism in the chloroplast. It affects psbC mRNA accumulation and translation
(Auchincloss et al., 2002; Zerges and Rochaix, 1994) and is a 114 kDa protein that is part of
a 400 kDa complex.

TAB1 is another OPR protein. Its deficiency reduces the accumulation of psaB mRNA,
and the trace amounts of remaining translation are not sufficient to support phototrophic growth.
Similar to other RNA binding proteins, TAB1 is associated with a large protein complex. The
target of TAB1 was mapped to the 5'UTR of psaB, to which it can bind directly (Rahire et al.,
2012). Similarly RAA1 and RAAS8 are other examples of OPR proteins involved in a complex
that trans-splices introns of the psaA precursor transcripts (Marx et al., 2015).

Finally, some members of a class of 34 amino-acid repeat proteins, TPRs, which were
first known to be involved in protein-protein interactions, were shown to be involved in mRNA
metabolism, forming a subclass dubbed “Half a TPR (HAT)”. Examples of HAT-domain
proteins include UTP6, which is involved in nuclear pre-rRNA processing, PRP6, which is
involved in nuclear pre-mRNA splicing, and CSTF-77, which is involved in pre-mRNA cleavage
and polyadenylation. As for PPRs and OPRs, TPR motifs are typically found in a tandem repeat
structure, in which they stack to form a broad surface that can bind protein ligands. Crystal
structures of CSTF-77 confirmed that HAT repeat motifs can adopt a TPR-like structure (Bai
et al., 2007). Some TPR or HAT proteins are involved in the stabilization of chloroplast mRNA
encoding photosynthetic proteins in A. thaliana (Hammani et al., 2012).

In Chlamydomonas, NAC2 is a TPR protein that is involved in the stability, processing
and translation of psbD mRNA, and directly binds to the 5'UTR, as determined by electro
mobility shift assay (EMSA) (Boudreau et al., 2000). NAC2 was also found to be associated
with a large complex. The TPR protein MBB1 in C. reinhardtiiis homologous to HCF107 in A.
thaliana and is part of a 300 kDa complex (Vaistij et al., 2000). It is required for the stability of
psbB and psbH RNAs (Monod et al., 1992; Loizeau et al., 2014). MBB1 immunoprecipitates
are able to associate with the psbB 5’'UTR in EMSA experiments (Loizeau et al., 2014).
HCF107, the ortholog of MBB1 in A. thaliana, was expressed in £.coli and shown to bind the
psbH and atpF/A 5’'UTRs in vitro (Hammani et al., 2012).

RNA granules

GRSF1, an RNA binding protein, was found to be located to discrete foci in the

mitochondrial matrix of HeLa cells. Further analysis showed that these foci also contain RNA
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and RNAse P and are important structures for transcript processing. They have been called
mitochondrial RNA granules (Jourdain et al., 2013). Similarly, several studies have shown that
large complexes could exist in the chloroplast and that they are involved in transcript
processing. CSP41a and b are involved in A. thaliana chloroplast rRNA maturation (Beligni
and Mayfield, 2008). Later findings revealed a role for CSP41b as an essential component of
a specific subset of RNA binding protein complexes that stabilize non-translated mRNA in the
dark and disassembly in the light (Qi et al., 2012). CSP41 a and b are homologous proteins of
RAP38 and RAP41 in C. reinhardtii. PPRY is a stromal chloroplast protein that is found in large
ribonucleoprotein complexes involved in mRNA maturation/stability. The existence of such
complexes in several species suggests that they might have an important conserved role. A.
thaliana CP31A and CP29A associate with multiple transcripts in the ribonucleoprotein
complex and play an important role in the response to cold stress (Kupsch et al., 2012). In C.
reinhardtii chloroplasts, the quantity of aizoA mRNA does not seem to be a limiting factor for
protein accumulation (Drapier et al., 1998). Most of the mRNA is trapped and stored in big
ribonucleic complexes containing TDA1 when it is not translated (Eberhard et al., 2011).

In the chloroplast of Chlamydomonas, these ribonucleoprotein complexes were
observed by fluorescence in situ hybridization (FISH) and immunofluorescence experiments
under different stress conditions and were therefore named cpSGs (chloroplast stress
granules). The mRNAs of psbA, psbC, rbcL, and psaA were seen in cpSGs after high-light
treatment (Uniacke and Zerges, 2008).

Import of nucleus-encoded proteins

As noted above, the chloroplast genome contains around a hundred of genes while its
proteome is estimated to approximately 3000 proteins, implying that nucleus-encoded proteins
are imported from the cytoplasm for the function of the chloroplast. The synthesis of nucleus-
encoded proteins in the cytoplasm means they face a barrier between compartments and need
to cross two biological membranes, which is not possible without assistance.
Nucleus-encoded proteins contain a transit peptide extension at their N-terminus, which
targets them towards their destination. This short sequence is highly variable between proteins,
but shares characteristics of hydrophily, and the presence of positively charged amino acids.
In addition, they are enriched in hydroxylated amino-acids such as serine (Bruce, 2001). While

they do not share a conserved sequence, one might hypothesize that their secondary structure
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is conserved, but that is not the case as the transit peptide is largely unstructured in aqueous
environments (Wienk et al., 1999; Krimm et al., 1999). The transit peptide was thought to have
evolved to maximize a secondary structure with a low degree of order (von Heijne and
Nishikawa, 1991). An alpha-helix structure was found in lipidic/detergent environments (Endo
et al., 1992).

For different transit, sequence-dependent targeting, a guidance complex is required. It
seems that transit peptides are first recognized by the TOC translocon at the outer chloroplast
membrane and this recognition requires the hydrophobic environment of the membrane bi-
layer (Bruce, 1998), correlating with the alfa helix that the transit peptide might form in lipidic
environments. TOC34, TOC86/159/132/120, TOC64, and TOC75 are involved in the early
steps of protein import (Perry and Keegstra, 1994; Ma et al., 1996; Sohrt and Soll, 2000). This
first recognition stage involves GTPase activity (Kessler et al., 1994), which most likely
concerns TOC34 or TOC159. The TOC complex forms a press-stud with TIC (Translocon on
the inner chloroplast membrane) joining the two membranes of the envelope thus favoring
translocation. TIC20 and 22 were proposed to functionally link the TIC and TOC complexes
(Kouranov et al., 1998). TIC21, TIC32, TIC40, TIC55, TIC56, TIC62, TIC100, TIC110, TIC214
and YCF1 are thought to be part of the chloroplast TIC complex (Nakai, 2015), but its exact
composition is still unknown.

Similar to mitochondria, in the inner plastid envelope membrane, the import of transit
sequence-less proteins was shown to be dependent on the guidance factor PRAT (Rossig et
al., 2014).

Insertion and import into thylakoid membranes.

Different pathways were found to be involved in the integration of proteins into the
thylakoid membranes, dependent on a signal at the N-terminus of each protein. The first
pathway is the simplest, as some proteins can spontaneously integrate into the membrane co-
translationally or post-translationally. The second is a pathway related to the SEC system of
the bacterial export machinery. This pathway requires ApH and ATP, for which requirements
are protein specific, and more likely concerns proteins localized to the lumen (Mant et al., 1995).
In the third identified pathway, folded proteins use the twin-arginine translocation (TAT) system,
in which the trans-thylakoid pH gradient is used as the sole energy source in vitro, but which

is not mandatory in vivo (Theg et al., 2005). Light-harvesting proteins mostly use the fourth
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pathway, which is a GTP-dependent signal recognition particle (SRP) system in which ATP
hydrolysis by SECA drives the transport of the substrate protein through the membrane in an
unfolded conformation. In A. thaliana, in addition to the SRP this pathway requires FTSY in
the stroma and ALB3 in the thylakoid membrane (Bals et al., 2010). In C. reinhardlfi, two
members of the ALB3 family, ALB3.1 and ALB3.2 are involved in the translocation of LHC and
PS I/PS Il core proteins, respectively (Géhre et al., 2006). ALB3.1 and 3.2 were found to
interact with VIPP1, a protein involved in the biogenesis of thylakoid complexes that forms a
rod like structure located at the thylakoid center, a place in which thylakoids converge and is
thought to be the structure involved in their biogenesis (Rutgers and Schroda, 2013).

The insertion of subunits into the membrane is led by a number of factors such as PPD1
(Roose et al., 2014), Ycf3, and Ycf4 (Naver et al., 2001; Rochaix et al., 2004). Evidence
suggests that a 250 kDa complex harboring PSA2 (chaperone-like protein) and PSA G (PSI
subunit) mediates interactions in the thylakoid lumen that are required for PS | assembly via
PSA2 disulfide-isomerase activity and a chaperone domain (Fristedt et al., 2014b). PS |
mutants do not affect PSA2, but YCF3 mutants have reduced levels of PSA2, suggesting some

level of communication between these proteins.

Proteases

Degradation of proteins also plays an important role in regulating the protein content of
the chloroplast. Unassembled subunits are degraded to ensure stoichiometry within complexes
(Adam, 2007). Chloroplast protein balance is regulated by semi-specific proteases that recycle
damaged and unassembled proteins. One such protease is FTSH, which was shown in
Chlamydomonas to play an important role in PS Il and bef turnover under stress conditions
(Malnoé et al., 2014). CLP protease (CLP) is a predominantly nucleus-encoded complex with
a single chloroplast encoded subunit, ClpP1, and is essential for cell viability. The induced
knock down of this subunit triggers an autophagy-like response through the disrupted
accumulation of a subset of chloroplast proteins (Ramundo et al., 2014). The deficiency of this
protease also induces other proteases such as FTSH and DEG suggesting an “unfolded
protein signal” and/or autophagy-regulated expression.

DEG belongs to the HTRA protease family, which includes serine-type endopeptidases
that are involved in quality control (Clausen et al., 2011). These proteins are present in different

isoforms in A. thaliana chloroplasts. DEG1, 5, and 8 are located on the lumenal side of the
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thylakoids while DEG2 and 7 are located in the chloroplast stroma. As for FTSH proteases,
evidence suggests that they play a role in D1 turnover induced by photo-damage (Kato and
Sakamoto, 2013).

DEGS in A. thaliana forms trimers that bind calcium, an ion involved in light signaling
in the stroma (see section on calcium signaling). This suggests that excessive light might
regulate their activity (Sun et al., 2013). In contrast to other HTRAs, DEG5 does not contain
the PDZ domain that is required for their regulation. Instead, the crystal structure of its trimers
revealed a triad conformation similar to that found in the hexameric structure of DEG8 which

harbors a single PDZ domain.

C. REINHARDTII AS A MODEL. ORGANISM

C. reinhardltiiis a eukaryotic photosynthetic green alga that can complete its vegetative
growth cycle under both autotrophic and heterotrophic conditions. It is able to grow on agar
plates and in liquid media and has an average doubling time of 8 hours, although this can be
shorter under optimal conditions. It measures around 10 uym, has two flagella, and a cell wall
containing hydroxyprolin-rich glycoproteins.

WT laboratory strains are derived from 137 C, which was isolated near Amherst,
Massachusetts, in 1945 by Gilbert M. Smith. Its unique chloroplast contains around 80 copies
of the 200 kb genome. The nucleus contains a 120 Mb haploid genome, with 17 chromosomes.
Its genome was first sequenced and assembled in 2007 (Merchant et al., 2007). The fifth and
last version of the genome assembly was released in December 2011. C. reinhardfii is used
as a model organism for studies on flagellum function, chloroplast dynamics, and
photosynthesis (as it can grow heterotrophically in the dark, the photosynthetic machinery is
not essential). C. reinhardtii is at the origin of the discovery of extra chromosomal DNA in
chloroplasts (Sager and Ishida, 1963).

Under specific conditions such as nitrogen starvation, C. reinhardliiis able to reproduce
through a sexual cycle. Mating is generally induced by nitrogen starvation and specific light
conditions (Beck and Acker, 1992) and leads to the formation of a diploid zygospore. After
meiosis, the progeny forms tetrads that can be dissected and analyzed. The mating type of
strains is genetically determined at the mat locus. While the nuclear genome heredity follows
Mendelian rules, organellar heredity is uniparental, with the mit+ genotype transmitting the

chloroplast to the progeny (Nishimura et al.,, 2002) and the m# genotype giving the
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mitochondria (Beckers et al., 1991). The specific degradation of non-inherited organelle DNA
is thought to be led by methylases that protect the chloroplast DNA from the mif+ strain and
the mitochondrial DNA from the mt- strain prior to mating.

Genetic manipulation of C. reinhardfiiis possible in both the chloroplast and nucleus.
Chloroplast transformation is achieved using glass beads for cell wall-less mutants (Economou
et al., 2014) or a particle gun for both cell-wall phenotypes (Boynton et al., 1988).
Transformation involves the homologous recombination system, allowing precise
modifications to be made. In the chloroplast, the spectinomycin resistance marker “aadA’ is
often used (Goldschmidt-Clermont, 1991)., Phototrophic rescue is also an advantageous
selection marker, such as complementation with wild-type atpB of a strain deleted for this gene
in the chloroplast genome of FUDS50 (Boynton et al.,, 1988). Marker-free chloroplast
transformation is also possible using a psbA deletion strain (Bertalan et al., 2015) or an rbcL
mutant (Chen and Melis, 2013). A recent study revealed that it is feasible to apply the negative
selection marker, cytosine deaminase (Young and Purton, 2014).. It is also possible to use
reporter genes in the chloroplast, with the most commonly used being firefly luciferase (Matsuo
et al., 2006), Renilla luciferase (Minko et al., 1999), and the bacterial luciferase /uxCt(Mayfield
and Schultz, 2004). Amazingly, it is possible to modify several loci at the same time via the in
vitro assembly of the whole chloroplast genome (O’Neill et al., 2012). When undertaking
chloroplast transformation, the fact that the genome is present in approximately 80 copies must
be considered. To successfully transform all copies of the genome, the transformants have to
remain under selection during a few subcultures, and homoplasmy can be assessed by PCR.
A system was recently developed to control the expression of both nuclear and chloroplast
transgenes via the thiamine riboswitches (Ramundo and Rochaix, 2015).

Random point mutagenesis is possible and mostly uses EMS (Lee et al., 2014) or UV
(Girard et al., 1980). Random insertions of DNA into the nucleus of C. reinhardtii are an
important technique for both mutagenesis and exogenous gene expression. The drawback of
this method of transformation is that it induces “collateral damage” (mutations not directly
linked to the DNA insertion but appearing during the transformation process) that require
backcrosses to resolve. It is possible to insert DNA into cell wall-less strains via the shot-gun
method, the glass-bead technique (Kindle, 1990), silicon carbide whiskers (Dunahay, 1993),
or electroporation (Ladygin, 2003). Use of the electroporation technique to transform cell wall
containing strains is the most efficient, but differs from earlier techniques as cells require either

pre-treatment with autolysin (digests the cell wall, secreted during mating), cold incubation
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(Shimogawara et al.,, 1998), or the specific pulse pattern generated by the Nepa21
electroporator (Yamano et al., 2013).

Mutant isolation in C. reinhardtiiis more direct compared to other species, as vegetative
cells are haploid, allowing the phenotype of mutations to be immediately revealed. Directed
mutagenesis in the nucleus has successfully been employed, but it still involves the random
insertion of the cassette that encodes for components needed for the targeted
mutagenesis .This technique remains difficult in C. reinhardfii. Artificial miRNAs were
successfully used to knock down LHCBM proteins (Molnar et al., 2009; Oey et al., 2013).
TALENSs were also considered for use in C. reinhardtii, but no success has yet been reported.
Zinc-finger nucleases were used successfully for targeted mutagenesis but the efficiency of
this strategy was too low to be routinely used (Sizova et al., 2013). Finally, the promising
CRISPR-Cas9 system was reported to induce targeted cleavage but the toxicity of Cas9 was
a major hurdle and a very low efficiency was obtained even when transiently expressed (Jiang
et al., 2014).

C. reinhardltii is also able to stably express numerous nuclear and chloroplast reporters and
markers, most of which have recently been reviewed (Jinkerson and Jonikas, 2015).The
nuclear transformation markers successfully used to date include the paromomycin resistance
gene aphVill (Sizova et al., 2001), zeocin resistance b/e (Lumbreras et al., 1998) (Stevens et
al., 1996), arginine autotrophy ARG/ (Debuchy et al., 1989), tetracycline resistance feix
(Garcia-Echauri and Cardineau, 2015), and hygromycin resistance hyg, aphV//(Berthold et al.,
2002). In addition, many fluorescent or luminescent proteins are available, they have been
optimized for nuclear codon usage. These include venusYFP, mCHERRY, GFP, mCerrulean,
(Rasala et al., 2013), and Gaussia luciferase (Shao and Bock, 2008).

Transgene expression that is not maintained under selection is silenced in C. reinhardtii
(Cerutti et al., 1997b), and silencing is epigenetically inherited via histone methylation (Casas-
Mollano et al., 2008). A strategy to counteract this silencing is the use of the HSP70A promoter,
which suppresses silencing of the adjacent promoter (Schroda et al., 2000). UV mutagenesis
and genetic screens allowed the isolation of two strains that displayed less silencing of the
transgenes, UVM4 and UVM 11 (Neupert et al., 2009). Another strategy used to avoid silencing
is to fuse the gene of interest translationally using a self-cleavable FMDV 2A fragment to a

marker gene that can be kept under selection (Plucinak et al., 2015).

64






RESULTS Chapter I: MAC1

INTRODUCTION

The chloroplast is an organelle that is able to produce and accumulate massive
amounts of proteins. For example, it hosts Rubisco, which is the most abundant protein on
Earth. From a biotechnological point of view, the chloroplast can be seen as an interesting
production platform presenting both the advantage of being present in organisms with a fast
growth rate and also of being powered by light. Later use of this production platform implies a
full understanding of its physiology and regulation, and of the relationship between the nucleus
and the chloroplast. The model organism C. reinhard/ii allows the genetic manipulation of both
the chloroplast and nuclear compartments. The accumulation of many chloroplast proteins is
already known to be regulated under different conditions of light, CO», sulfur, copper, nitrogen,
phosphorus, and iron supply. Protein accumulation results from a balance between their
biogenesis and degradation, and little is known about the detailed mechanism behind their
regulation and what really triggers these processes.

While in bacteria, transcription is most often the target of biosynthesis regulation, in the
chloroplast there are only a few examples of transcriptional regulation, with the circadian effect
being the best known in C. reinhardfii, or blue light responses and plastid development in
plants. In contrast, there is more evidence that the chloroplast undergoes regulation based on
RNA stability and/or translation. The CES process is an example of regulation that affects
translation initiation (see section on CES). TAA1, which is required for psaA mRNA stability
and translation, is regulated in response to iron availability, MCA1, TCA1 and other bef
biogenesis factors respond to nitrogen deficiency (Raynaud et al., 2007). Amongst the
numerous nucleus-encoded genes that are involved in chloroplast gene expression, only a few
are characterized as being regulated, raising the question of whether the others are
constitutively expressed and active, or involved in fine-tuning the biogenesis of the chloroplast
machinery. In many cases of regulation triggered by environmental stimuli, the nucleus is
subjected to transcriptional changes, but does regulation of the chloroplast also pass through
a nuclear step? Is this regulation directly triggered in the chloroplast and if so, how? Is it an
issue of degradation, post translational modification(s), phosphorylation, or association of
different protein partners? Another interesting aspect of chloroplast RNA metabolism is that in

different species, maturation of homologous mRNAs uses different strategies. For example, in
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C. reinhardfii, the psaA gene is split across four different loci and the maturation of psaA mRNA
requires trans-splicing and involves numerous proteins.

However, these are absent in land plants as the psaA gene is present in a single
transcript without intron. Conversely, rps72has no intron in Chlamydomonas but is spliced in
trans from separate precursors in Z. maize (Schmitz-Linneweber et al., 2006).

The primary goal of my research project was to identify, in C. reinhardltii, new factors
that are involved in photosystem | biogenesis and subsequently determine whether they are
implicated in regulatory mechanisms. The strategy used for this identification was to use
random insertional mutagenesis and screen for PSI deficient strains. This mutagenesis
approach has already been used to identify numerous factors involved in chloroplast gene
expression (table 6 page 37) (Goldschmidt-Clermont et al., 1990). Random insertional
mutagenesis induced by electroporation of a WT strain derived from 137C with a paromomycin
resistance cassette called AphVI// was used here. The mutant screen was based on
fluorescence induction kinetics at room temperature (which can be observed on colonies
growing on a plate) to identify mutants that were defective in electron flow, as distinguished by
the shape of the fluorescence induction curve. PS | mutants have a typical fluorescence
phenotype, similar to bef mutants, that allows their identification. Xenie Johnson and coworkers
at the “Institut de Biologie Physico-Chimique” in Paris used a similar screen, and through their
collaboration, | obtained several PS | mutants in addition to those | generated myself.

Amongst the PSI mutants that were initially characterized, one was chosen for further
study as described below. The other mutants were mainly defective in psaA splicing: there
were 14 class C mutants (affected in trans-splicing of exons 1 and 2), 2 class B mutants
(defective in trans-splicing of both introns) amongst which a new allele of raa7, and 4 class A
mutants (impaired in trans-splicing exons 2 and 3). There were also 2 mutants defective for
psaB mRNA accumulation (amongst which an allele of fab7), a mutant affected in both PsbA
(D1) and PsaA accumulation, and another pleiotropic mutant. The mac? mutant isolated by
Xenie Johnson specially affected the accumulation of psaC mRNA. Because of its novel
phenotype, it was selected for further study. The characterization of the mac7 mutant is
described in a manuscript that constitutes the next section. This is followed by further
experiments that were not included in the manuscript.

For this manuscript, | contributed most of the experimental work, with the exception of
genetic crosses which were performed by Dr. Linnka Legendre-Lefebvre, and of the analysis

of small sSRNAs which was conducted by Yujiao Qu in the lab of Prof. Christian Schmitz-
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Linneweber. | collaborated with Dr. Paolo Longoni for the optimization of the PhosTag gel

electrophoresis.
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SUMMARY

The nucleo-cytoplasmic compartment exerts anterograde control on chloroplast gene
expression through numerous proteins that intervene at post-transcriptional steps. The
maturation of psaC mutant (mac1) of Chlamydomonas reinhardltii is defective in photosystem
| and fails to accumulate psaC mRNA. The MAC7 locus encodes a member of the Half-A-
Tetratricopeptide (HAT) family of super-helical repeat proteins, some of which are involved in
RNA transactions. The Mac1 protein localizes to the chloroplast in the soluble fraction. MAC7
acts through the 5’ untranslated region of psaC transcripts and is required for their stability.
Small RNAs that map to the 5’end of psaC RNA in the wild type but not in the mac7 mutant
are inferred to represent footprints of MAC 7-dependent protein binding, and Mac1 expressed
in bacteria binds RNA in vitro. A coordinate response to iron deficiency, which leads to
dismantling of the photosynthetic electron transfer chain and in particular of photosystem I,
also causes a decrease of Mac1. Overexpression of Mac1 leads to a parallel increase in psaC
mRNA but not in PsaC protein, suggesting that Mac1 may be limiting for psaC mRNA
accumulation but that other processes regulate protein accumulation. Furthermore Mac 1 is
differentially phosphorylated in response to iron availability and to conditions that alter the

redox balance of the electron transfer chain.

INTRODUCTION

The photosynthetic electron transfer chain in the thylakoid membrane comprises several large
pigment-protein complexes that function together with remarkable efficiency to convert light
energy into chemical energy which is in turn used to fuel metabolism. The assembly of the
complexes of the photosynthetic electron transfer chain requires the concerted expression of
genes in two separate compartments, the nucleus and the chloroplast. These genes encode
not only the subunits of the photosynthetic complexes, but also a large cohort of proteins that
are required for gene expression and complex assembly.

Photosystem | is composed of 12 to 19 polypeptide subunits, depending on the organism, that
bind approximately two hundred pigments and cofactors. In Chlamydomonas reinhardfii four
components of PSI are encoded in the chloroplast: the larger PsaA and PsaB subunits, as well
as the smaller PsaC and PsaJ subunits (Redding, 2009). Ten other polypeptides are encoded
in the nucleus and imported in the chloroplast where they assemble with the chloroplast-

encoded subunits. Two other chloroplast-encoded proteins, Ycf3 and Ycf4, facilitate the
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assembly of the PSI complex (Boudreau et al., 1997; Naver et al., 2001; Ozawa et al., 2009).
The expression of the chloroplast psaA and psaBgenes is controlled at the post-transcriptional
level by a set of nucleus-encoded factors that are transcript-specific. The psaA mRNA is
assembled in two steps of frans-splicing from three separate precursors (Choquet et al., 1988;
Kick et al., 1987). Trans-splicing of psaA depends on a chloroplast-encoded RNA, #scA, and
on at least fourteen nucleus-encoded proteins (Goldschmidt-Clermont et al.,, 1991;
Goldschmidt-Clermont et al., 1990). The stability and translation of psaA mRNA further
depends on Taa1, a nucleus-encoded member of the OPR family (octatrico peptide repeat) of
RNA-binding helical-repeat proteins (Lefebvre-Legendre et al., 2015). The stability and
translation of psaB mRNA depend on Tab1, another OPR protein, and on Tab2, a protein
which is widely conserved in oxygenic phototrophs but has no previously described RNA-
binding motifs (Dauvillee et al., 2003; Rahire et al., 2012; Stampacchia et al., 1997).

The expression of chloroplast genes encoding subunits of the other photosynthetic complexes
similarly depends on numerous transcript-specific nucleus-encoded proteins. Likewise in
flowering plants a large group of nucleus-encoded proteins govern chloroplast gene
expression at the levels of transcript processing, splicing and stability, C-to-U editing and
MRNA translation (Barkan, 2011; Stern et al., 2010). The somewhat surprising complexity of
chloroplast gene expression and the large number of nuclear genes that are involved raises
the question of whether this provides regulatory control by the nucleus on the plastid.
Alternatively it has been argued that part of the complexity may have arisen in a process of
constructive neutral evolution, where pre-existing nucleus-encoded proteins can suppress new
mutations that appear in the chloroplast (Barkan and Small, 2014; Gray et al., 2010; Lukes et
al., 2011; Maier et al., 2008). A typical example where this might be the case is provided by
the nucleus-encoded editing factors that make specific C-to-U changes in the sequence of
chloroplast mMRNAs at a post-transcriptional step (Schmitz-Linneweber et al., 2005a). Another
example may come from the numerous factors that are required for splicing in frans of the
psaAmRNA in Chlamydomonas (Lefebvre-Legendre et al., 2014). In these cases, the nucleus-
encoded proteins could be needed constitutively and would not be involved in chloroplast gene
regulation in the strict sense.

This does not exclude the possibility that some of the nucleus-encoded proteins do participate
in the regulation of chloroplast gene expression in response to environmental or developmental
cues. For example in Chlamydomonas, nitrogen deprivation leads to rapid decrease in the

amount of cytochrome bsf complexes. This coordinate response involves the proteolytic
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degradation of its subunits and also of Mca1 and Tca1, nucleus-encoded proteins that control
the stability and translation of petA mRNA, which encodes the Cytf subunit (Boulouis et al.,
2011; Raynaud et al., 2007; Wei et al., 2014). The concerted response to nitrogen deprivation
also involves other nucleus-encoded proteins that take part in the assembly of the complex
and its hemes (Wei et al., 2014). An early response of Chlamydomonas to iron deprivation is
the down-regulation of PSI and the remodeling of its light-harvesting antenna (Moseley et al.,
2002; Naumann et al., 2005). There is a concomitant down-regulation of Taa1, which is
required for the stability and translation of psaA (Lefebvre-Legendre et al., 2015).

Here we describe the identification of Mac1, a nucleus-encoded protein that localizes to the
chloroplast where it is required for the expression of psaC. Mac1 belongs to the TPR / HAT
(tetratrico peptide repeat / half a tetratrico peptide) family of helical repeat proteins, whose
members are involved in RNA transactions (Hammani et al., 2014). Mac1 acts through the
5'UTR on the stability of psaC, and Mac1 protein expressed in bacteria binds RNA in vitro. The
amount of Mac1 is regulated in response to iron deprivation. We present evidence that Mac1
is phosphorylated and that this post-translational modification is modulated by iron availability

and other environmental conditions.
RESULTS

Identification of MAC7

A collection of random insertional mutants of Chlamydomonas reinhardfii was previously
generated by transformation with an expression cassette containing the aphV//// gene which
confers paromomycin resistance (Houille-Vernes et al.,, 2011; Johnson et al., 2010). The
mutants were screened for defects in photosynthesis based on chlorophyll fluorescence
induction kinetics (Figure 1A). One of these mutants, which had an apparent defect in
Photosystem | (PSI) and could not grow photo-autotrophically, was chosen for further study.
Immunoblotting with antibody against the PsaA subunit of PSI, which accumulated in the
mutant to less than 30% of the wild-type level, confirmed that it has a defect in PSI (Figure 1B).
The loss of one subunit of a photosynthetic complex can lead to the degradation of the other
subunits. This applies in particular to chloroplast mutants lacking PsaC (Takahashi et al., 1991).
To investigate which subunit is primarily affected in the PSI-deficient mutant, wild-type and
mutant RNA were analyzed by agarose gel electrophoresis and blot hybridization with probes
for the chloroplast genes encoding three major subunits of PSI, psaA, psaB and psaC (Figure

1C). This revealed a defect in the accumulation of psaC transcripts in the mutant. The psaC
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gene is upstream of pefL, with which it is co-transcribed in the Chlamydomonas chloroplast
genome. The slower-migrating band is the di-cistronic psaC-pefl RNA (1.1 kb), while the
faster-migrating band is the monocistronic psaC RNA (0.45 kb) (Takahashi et al., 1991). Both
of these transcripts were missing in the mutant, while the monocistronic pefL RNA was present
at elevated levels relative to wild type (Figure 1C). In contrast psaA was frans-spliced normally
and psaB mRNA accumulated to wild-type levels. Because of its specific defect in the
accumulation of psaCRNA, the mutant was called mac7(mRNA of psaC). For further analysis,
the mac? mutant was backcrossed three times to the wild type. The wild-type and mac?
progeny segregated 2:2, indicating a nuclear mutation, and paromomycin sensitivity or
resistance segregated with the wild-type or PSI-deficient phenotype respectively in 92 progeny
from 24 tetrads (some of them incomplete), suggesting that the apAV///insertion was linked to
the mac 7 mutation.

To identify the site of the apAVI/// insertion in the mac? mutant, reverse PCR and sequencing
were used to obtain a flanking sequence tag, which corresponded to gene Cre02.9g124700

(g9646.t1) in Version 10 of the Phytozome database (http://genome.jgi-

psf.org/Chlre4/Chlre4.home.html ). The insertion maps to exon 2 of the predicted gene

(Supplemental Figure 1) and mac7 is thus most likely a null mutant. Genomic transformation
with both BAC (bacterial artificial chromosome) clone 23A16 and a 5.6 kb subclone
(PMAC1_gen3) containing the Cre02.g124700 gene efficiently rescued the photosynthetic
deficiency of mac7 (Supplemental Figure 2). In representative transformants, the accumulation
of the PsaC protein and the psaC transcripts were restored (Figure 2 A,B). Thus mapping of
the insertion site and complementation with the wild-type gene identify Cre02.g124700 as the
MACT gene. To raise a rabbit antiserum against Mac1, a C-terminal domain of the protein was
expressed in Escherichia coli. Although the serum recognized Mac1, it was not monospecific
and also recognized several non-specific bands including one that nearly co-migrates with
Mac1 (Figure 2B) or can sometimes barely be resolved (Figure 2C, marked with an asterisk).
Therefore to facilitate the detection of Mac1, the MAC7 gene was tagged with a ftriple
hemagglutinin (HA) epitope (MAC7-HA). This construct rescued the mac? mutant with high
efficiency (Figure 2 A,B and Supplemental Figure S2), showing that Mac1-HA is functional. As
expected the HA-tagged protein was also detected by the Mac1 antiserum and migrated more
slowly than the un-tagged form (Figure 2B, mac1;, MAC17-HA).

MAC1 encodes a predicted polypeptide of 982 amino acids. A striking feature of the predicted

Mac1 polypeptide is the presence of two adjacent domains each with six or seven
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Figure 2. Complementation of the mac? mutant

A. RNA blot hybridization analysis of the mac? mutant and complemented strains. RNA was extracted from the
wild type (WT), the mac1 mutant, the mac? mutant rescued by transformation with the genomic BAC clone
(BAC23A16), with the genomic subfragment containing MAC1 (pMAC1_gen3) or with a derivative of the latter
carrying a triple HA epitope (MAC1-HA), and a chloroplast mutant with an insertion in the psaC gene (4psaC).
The samples were analyzed by denaturing gel electrophoresis and RNA blot hybridization with radiolabelled

fragments containing psaC and petL (upper panel) or aipB as a control (lower panel). The identities of the
transcripts and their sizes are shown on the left.

B. Protein analysis. Immunoblot analysis of total proteins extracts from the same strains as in panel A. The
antisera used for immunoblotting are shown on the right.

C. Specificity of the antiserum against Mac1. Total protein extracts of the wild type (WT) and of the mac? mutant
were analyzed by SDS-PAGE and immunoblotting with a rabbit polyclonal antiserum raised against recombinant
Mac1. A minor non-specific band which is present in the mutant (marked with an asterisk) runs just below Mac1.



tetratricopeptide (TPR) repeats, most of which have features of the HAT subfamily (Half-A-
TPR) (Supplemental Figure 1C). Members of this subfamily are implicated in RNA metabolism
and some have been shown to associate with RNA /n vivo or to bind RNA /n vifro (Hammani
et al., 2014; Hammani et al., 2012; Loizeau et al., 2014). Indeed the closest paralog of Mac1
in Chlamydomonas is Mbb1, a TPR/HAT repeat protein involved in the stabilization or
maturation of the psbB/T and psbH mRNAs (Loizeau et al., 2014; Vaistij et al., 2000a)
(Supplemental Figure 3). The orthologue of Mbb1 in higher plants, HCF107, is required for the
stability of psbH transcripts (Felder et al., 2001; Hammani et al., 2012; Sane et al., 2005).

Mac1 is a chloroplast protein

Immunofluorescence and confocal microscopy were used to determine the subcellular
localization of Mac1. In the mac7,MAC7-HA strain, immunolabelling with a monoclonal anti-
HA antibody gave a signal in the chloroplast, which was absent in the wild-type control (Figure
3; Supplemental Figure 4). The chloroplast localization of Mac1-HA was confirmed by co-
labelling with a polyclonal antibody against the chloroplast stromal protein DnaK. Furthermore
the localization of Mac1-HA was distinct from Rpl37 (Figure 3A) or Rpl4 (Supplemental Figure
4), subunits of cytoplasmic ribosomes.

Cell fractionation experiments were used to confirm the localization of Mac1. The rabbit
polyclonal antibody against the Mac1 protein was used to probe immunoblots of
Chlamydomonas subcellular fractions (Figure 3B). Mac1 was found in the chloroplast fraction,
together with the chloroplast markers PsaC and DnakK, but not in the supernatant of the lysate
which contained the Rpl37 subunit of the cytosolic ribosomes. Further fractionation of the
chloroplasts yielded a stromal fraction with soluble proteins such as DnaK and a membrane
pellet which contained the PsaC subunit of PSI, an integral protein of the thylakoid membrane.
The Mac1 protein co-fractionated with DnaK in the soluble fraction and showed no indication
of membrane association.

To investigate whether Mac1 is part of a ribonucleoprotein complex, an extract of total soluble
proteins was prepared from a strain expressing HA-tagged Mac1 (mac?,MAC7-HA). Half of
the extract was treated with RNase while the rest was mock-treated, and then the two samples
were fractionated by sucrose gradient sedimentation (Figure 3C). Most of Mac1 remained
close to the top of the gradient, in a position consistent with the expected sedimentation of the
monomer. A minor fraction of Mac1 was distributed in larger complexes. Their sedimentation

was not significantly affected by the RNase treatment.
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Mac1 is required for psaC RNA stability

The absence of detectable psaC transcripts in mac? could be due to a defect either in
transcription or in RNA stability. To distinguish between these two possibilities, transcription of
psaC was evaluated in run-on transcription assays. Wild-type and mac? cells were
permeabilized and incubated with radio-labelled a-32P-UTP for 5 or 15 minutes to allow
extension of nascent transcripts (Klinkert et al., 2005). Under such conditions, there is no
transcription re-initiation and the amount of radiolabel incorporated in nascent transcripts
reflects the density of transcribing polymerases on the respective gene (Guertin and Bellemare,
1979; Monod et al., 1992). The radiolabelled RNA was extracted and hybridized to DNA probes
spotted on a nylon membrane (Figure 4). There was no significant difference in the radioactive
signal for psaC between the mac7 mutant and the wild type. These results indicate that
transcription of psaC proceeds at normal rates in mac?and hence that it is the stability of psaC
RNA that is compromised in the mutant.

Some helical-repeat proteins are known to stabilize specific chloroplast mRNAs by tightly
binding to defined sequences in the 5’UTR or the 3'UTR, and protecting the target transcript
against exonucleases (Pfalz et al., 2009; Prikryl et al., 2011). This mechanism can lead to the
accumulation of RNA footprints, small RNA fragments that are protected by the respective
RNA-binding proteins (Loizeau et al., 2014; Pfalz et al., 2009; Ruwe and Schmitz-Linneweber,
2012; Zhelyazkova et al., 2012). Footprints that map to the 5’end of the psaC transcripts could
be identified in Chlamydomonas small-RNA databases (Figure 5 and Supplemental Figure 5).
This was confirmed by RNA-blot hybridization which detected a small RNA of approximately
50 nt that was present in the wild type, but absent in the mac7 mutant (Figure 5B, marked with
an arrow). This suggests that Mac1 may bind the 5’end of the psaC transcripts, or may
indirectly promote the binding of a protein to this transcript, two alternatives which are not

mutually exclusive.

Mac1 acts through the 5’UTR of psaC RNAs

Mbb1, the closest paralog of Mac1 in Chlamydomonas, protects the psbB transcript by
associating with its 5’UTR (Loizeau et al., 2014; Vaistij et al., 2000b). This precedent and the
presence of Mac1-dependent footprints matching the 5’ end of psaC transcripts suggest that
the target of Mac1 may be the 5’UTR of psaC. To test this hypothesis, a chimeric reporter gene
was constructed (psaC::/ucCP) with the promoter and 5’UTR of psaC fused to the coding
sequence of firefly luciferase (Matsuo et al., 2006) followed by the 3'UTR of rbcL. For biolistic
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Figure 4

Figure 4. Analysis of psaC transcription in the mac7 mutant

For the run-on transcription assay, duplicate nylon membranes were decorated with spots of PCR fragments
derived from the chloroplast genes indicated on the right (0.6 and 0.3 ug DNA of each probe, except a single
spot of 0.25ug for psaA ex7), or the bacterial plasmid vector pUC19 as a negative control. Wild-type (WT) or
mutant mac1 cells were permeabilized by freezing and thawing, and then radiolabeled with 32P-UTP for 15 min
(left panel) or 5 min (right panel). The labelled RNAs were extracted and hybridized to the membranes (the
same pair of membranes was used first with the 5 min samples, and after stripping used again with the 15 min
samples). In the run-on transcription assay elongating RNA polymerases insert radiolabel in the nascent
transcript, but transcription initiation does not occur. The hybridization signal is thus a measure of the density
of transcribing polymerases on the respective gene.

Figure 5
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Figure 5. Small RNA footprints in the 5’ UTR of psaC

A. Small RNA sequence-coverage graph of the psaC 5’-region. Per-base read coverage within this region was
extracted from small-RNA sequencing databases (Ibrahim et al., 2010; Loizeau et al., 2014). Bars represent the
psaC 5UTR and the coding sequence (the actual sequence is provided in Supplemental Figure 5). The
arrowhead marks the 5’-end of the psaC 5’-UTR. A line labelled psaC4as denotes the antisense probe used in

panel B.

B. Low-molecular-weight enriched RNA extracted from the mac7 mutant and the wild type (WT) was subjected
to gel electrophoresis (left panel, ethidium bromide fluorescence image), transferred to nylon membranes and
hybridized with the radiolabeled anti-sense probe. The arrow marks a small RNA of approximately 50 bases
that is present in the wild type but not in the mac 7 mutant.



chloroplast transformation, the chimeric luciferase reporter was introduced in the atpB-INT
vector (Michelet et al., 2011), which carries a modified afpB gene as selectable marker,
allowing selection of photoautotrophic transformants in a dafpB mutant host (Figure 6). The
strain with the psaC../ucCP reporter was then crossed to the mac7 mutant, so that sibling
progeny with either the wild-type or the mac? nuclear genome were recovered for analysis.
Luciferase activity in the mac7 mutant (mac1/psaC::lucCP) was at background level, and thus
at least 30-fold lower than in the wild type (Figure 6B). Luciferase activity was restored to wild-
type levels by transforming the maci/psaC::lucCP progeny with the wild-type MAC7 gene
(mac1,MAC1/psaC::lucCP). The mac7 mutation did not significantly affect the expression of a
control reporter with the psaBpromoter and 5’UTR (mac 1/ psaB.:lucCP). Luciferase expression
with the psaB construct was much stronger than with the psaC construct, but such differences
between chimeric genes expressed in the chloroplast are commonly observed in
Chlamydomonas (Michelet et al., 2011). The results indicate that a genetic target of Mac1 is
found in the promoter or 5’UTR of psaC. Since the mac? mutation affects psaC transcript

stability, it is most likely that the target of Mac1 is in fact in the 5’UTR rather than the promoter.

Mac1 binds RNA in vitro.

To investigate the RNA-binding properties of Mac1, a recombinant protein corresponding to
the full sequence (except for the predicted transit peptide) was expressed in Escherichia coli,
with a tag of six histidines at the C-terminus. After nickel-affinity chromatography, the
preparation still contained contaminants, some of which were found to also bind RNA in
preliminary experiments. Therefore the proteins were further separated by gel filtration
chromatography (Figure 7). In the eluted fractions, recombinant Mac1 protein was identified
by SDS-PAGE by its expected size (96 kDa; Figure 7A) and its recognition by Mac1 anti-serum
in immunoblots (Figure 7B). Mac1 peaked in the fraction expected for a monomer of its size
(lane 8). To assay RNA binding, a radiolabeled probe was prepared corresponding to 51
nucleotides at the 5’end of psaC mRNA, matching the footprint observed in vivo. For the
electro-mobility shift assay (EMSA), aliquots of each protein fraction eluted from the gel
filtration column were mixed with the radiolabeled probe, and the RNA-protein complexes that
formed were separated from the unbound probe by non-denaturing gel electrophoresis. The
major RNA-protein complex that formed matched exactly the elution profile of Mac1 protein,
peaking in lane 8 (B, Figure 7C). Minor complexes (B1 and Bs, Figure 7C) with other proteins

were clearly separated from Mac1, peaking in fractions 5 and 12 respectively. Mac1 bound the
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Figure 6. The 5’UTR of psaC contains a target of MAC1

A. Schematic map of the chimeric psaC::lucCP::rbcL reporter inserted in the chloroplast genome next to the
alpB gene which served as a selection marker for transformation of a AaipB host strain. In this construct the
psaC promoter and 5’UTR are fused to a codon-optimized coding sequence of the firefly luciferase, followed by
the 3'UTR of rbcL. A similar construct where the psaB promoter and 5’UTR replace those of psaC was used as
a control. In the atpB-INT transformation vector that was used, the 3’'UTR of afpB has been replaced with the
J'UTR of psbD (Michelet et al., 2011).

B. Luciferase assays of the Chlamydomonas strains indicated at the bottom. The nuclear genotype is indicated
first, followed by a slash (/) and the chloroplast genotype. Nuclear genotypes: WT, wild type; mac1, mac1 mutant
line; mac1;MAC1, mac1 mutant line complemented with the MAC17 gene. Chloroplast genotypes: psaC::lucCP,
chimeric psaC::lucCP::rbcL reporter; psaB::lucCP, chimeric psaB::lucCP::rbcL reporter. Three independent
lines of each genotype were assayed in three technical replicates (luminescence is indicated with arbitrary
units), error bars represent the standard error of the three lines.



RNA probe with high affinity. The estimated Kd was 40-60 nM for two independent preparations,
comparable to the Kd observed in vitro for HCF107 (70 nM) (Hammani et al., 2012)

Regulation of Mac1 in response to iron limitation

In Chlamydomonas, early responses to iron limitation under mixotrophic conditions involve the
dismantling of the photosynthetic electron transfer chain, and in particular of PSI and the
cytochrome bsfcomplex (Hohner et al., 2013; Moseley et al., 2002). PsaC is the subunit of PSI
that directly binds two of its three 4Fe4S iron-sulfur centers, Fa and Fg. To investigate whether
the response to iron limitation also involves the regulation of Mac1 protein accumulation,
mac1/Mac7-HA cultures were grown through ten division cycles in acetate-containing medium
at three different iron concentrations: 20 yM Fe (iron replete), 1 uM Fe (limited) and 0.2 uM Fe
(deficient) (Glaesener et al., 2013). As expected, in the iron-deficient culture (0.2 uM Fe) PSI
decreased approximately four-fold as estimated from the reduced accumulation of PsaA and
PsaC compared to a dilution series of proteins from the iron-replete culture (Figure 8A,
Supplemental Figure 6). There was a concomitant approximately 50 % decrease in the
abundance of Mac1-HA (Supplemental Figure 6 D). Similar results were obtained with a wild-
type strain using the Mac1 antibody (Figure 8B). However the accumulation of ATP synthase
was not reduced under iron limitation (Figure 8A, CF1 antiserum), confirming previous
observations that the response to iron starvation is not a general dismantling of the thylakoid
membrane (Hohner et al., 2013; Moseley et al., 2002). Under the same conditions, the
abundance of the psaC transcripts decreased approximately 30 % as estimated from a
comparison to a dilution series of RNA from iron-replete conditions (Figure 8 C, Supplemental
Figure 6 B). The amounts of atpB mRNA remained unchanged, indicating that the response is
not a general degradation of chloroplast mMRNA. The lack of PsaC protein in the ApsaC mutant
(Takahashi et al., 1991) did not affect the accumulation of Mac1 (Figure 2 B), suggesting that
the decrease of Mac1 in iron-deficient conditions is not a consequence of the reduced levels
of PsaC.

Under iron deficiency, we observed a concomitant decrease in Mac1-HA and psaC mRNA
accumulation, with the former more pronounced than the latter (Supplemental Figure 6 D,F).
The question thus arises, whether the amount of Mac1 could be limiting for psaC expression.
To investigate this point, different transformants of mac7 with the MAC7::HA construct,

expressing different levels of Mac1-HA, were compared under iron-replete conditions (Figure
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9). In strains that expressed different levels of Mac1-HA, the accumulation of the psaC
transcripts paralleled the amounts of Mac1-HA (Figure 9 A). However the amount of PsaC
protein in the different transformants remained constant and similar to the wild type (Figure 9
B). These observations suggested that Mac1-HA may be limiting for psaCmRNA accumulation,
but that increased levels of psaC mRNA do not lead to increased accumulation of PsaC. This

could be due to translational or post-translational regulation of PsaC amounts.

Phosphorylation of Mac1

Phosphorylation is a post-translational modification that is involved in the regulation of
numerous proteins. To analyze whether Mac1 could be subject to protein phosphorylation,
protein extracts of mac7,MAC7-HA were analyzed using for electrophoresis in polyacrylamide
gels containing a Phos-tag™ gradient (Phos-tag PAGE, Supplemental Figure 7). When
chelated with a divalent cation such as ZnZ*, Phos-tag™ binds phosphate groups and retards
the migration of phosphorylated polypeptides (Kinoshita and Kinoshita-Kikuta, 2011; Kinoshita
et al., 2006; Longoni et al., 2015). Immunoblotting with monoclonal anti-HA antibody revealed
two bands for Mac1, suggesting that the upper one (P+) could represent phosphorylated Mac1
(Figure 10). Treatment of the sample with A protein-phosphatase led to the disappearance of
the slowly migrating band, confirming that it corresponds to a phosphorylated form of Mac1.
As a control, a strain expressing HA-tagged Sedoheptulose Bis Phosphatase (Sbp-HA)
(Loizeau et al., 2014) was analyzed in parallel and there was no evidence that this protein was
phosphorylated.

The availability of iron had a strong impact on the phosphorylation of Mac1 (Figure 10 B). In
cells grown under iron-replete mixotrophic conditions, Mac1 was strongly phosphorylated.
After growth under conditions of iron limitation, the ratio of phosphorylated (P1 to non-
phosphorylated Mac1(U) decreased, and was even lower under iron depletion. As already
observed in the previous section (Figure 8), the total amount of Mac1-HA concomitantly
decreased under iron depletion compared to iron sufficiency. To control that the lower apparent
ratio of phosphorylation, which paralleled the reduction in total amount of Mac1, was not due
to an artefact of Phos-tag PAGE and immunoblotting, a dilution series of the sample from iron-
replete condition was similarly analyzed (Figure 10 C). The ratio of the phosphorylated band
to the unphosphorylated form did not change significantly at lower total protein concentrations,
thus consolidating the validity of the observation that phosphorylation of Mac1-HA is lower

under iron limitation.
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Figure 8. Mac1 and PsaC levels coordinately respond to iron availability

A. Cultures of the mac1 mutant complemented with an HA-epitope tagged MAC1 gene (mac1;MAC1-HA) were
grown mixotrophically (acetate-containing medium in the light) through ten doublings in the presence of different
concentrations of Fe: 20 pM, 1 uyM or 0.2 uM. Total cell extracts were analyzed by SDS PAGE and
immunoblotting with the antisera indicated on the right. A dilution series of the iron-replete sample (20 uM) is
presented in the first three lanes.

B. Wild-type cells were grown and analyzed as in panel A, Mac1 was detected with the polyclonal antiserum
(see Figure 2C).

C. RNA was extracted from the same wild-type cultures as in panel B and subjected to denaturing gel
electrophoresis and blot hybridization with radiolabeled probes for psaC (upper panel) or atpB as a control
(lower panel).




Phosphorylation of Light Harvesting Complex Il (LHCII) subunits in the thylakoid membrane by
the kinase Stt7 is regulated by the redox state of the electron transfer chain (Lemeille and
Rochaix, 2010). Under anaerobic conditions in the dark, which lead to a reduction of the PQ
pool (state 2), Mac1-HA was largely phosphorylated (Figure 10 D, lane 2). The two slowly
migrating bands (labelled P1 and P») could represent different degrees of phosphorylation of
Mac1. Conversely under aerobic conditions in low light, which favor PQ oxidation (state 1),
Mac1 was partly un-phosphorylated (Figure 10 D, lane 1, band labelled U). To determine
whether this phosphorylation depends on the Stt7 kinase, the MACT7::HA construct was
transformed into the sff7-7 mutant. In this strain, the phosphorylation patterns of Mac1-HA in
state1 and state 2 conditions were the same as in the wild type MAC7::HA strain, indicating
that Stt7 is not involved in the phosphorylation of Mac1 (Figure 10 D, lanes 3 and 4).
Proteomic surveys of Chlamydomonas protein phosphorylation have indicated that Mac1 can
be phosphorylated at serines 137 and 139 (Wang et al., 2014). To determine whether these
are the residues that account for the phosphorylation of Mac1 detected by Phos-tag™
electrophoresis, a mutant version of MAC7-HA where both serines 137 and 139 are replaced
by alanines was constructed, MAC7-AA-HA. The mac 7 mutant strain transformed with MAC7-
AA-HA grew normally on minimal medium, indicating that the modified protein is functional.
The migration of phosphorylated Mac1-AA-HA in Phos-tag™ gels was unaffected compared
to wild-type Mac1-HA in state1 or state 2 conditions (Figure 10 D, lanes 5 and 6), indicating
that the major sites of phosphorylation that can be detected in this way are not serines 137 or
139.

DISCUSSION

Mac1 controls the stability of psaC mRNA

Mac1 was identified through the analysis of a non-photosynthetic mutant deficient for PSI. The
primary defect in mac7 is its failure to accumulate psaC mRNA (Figure 1 C, Figure 2 A), and
the PsaC subunit (Figure 2 B). This has ensuing consequences on the accumulation of PsaA
(Figure 1 B) and presumably other PSI subunits, which are known to be destabilized in the
absence of PsaC (Takahashi et al., 1991). Mac1 localizes to the chloroplast, where it is found
in the soluble, stromal fraction (Figure 3).

In the chloroplast genome of Chlamydomonas reinhardtii, the psaC gene is transcribed as a

polycistronic unit which also contains the downstream pefl gene (Takahashi et al., 1994). In
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the mac7mutant, the accumulation of the monocistronic psaC mRNA and the dicistronic psaC-
petL transcript are specifically affected, while the amount of monocistronic pefl mRNA is
slightly elevated. This suggests that the mac7 mutation affects the stability rather than the
transcription of psaC. Indeed, in a run-on transcription assay the activity of psaC appears
comparable in the mutant and in the wild type (Figure 4). Furthermore a fragment containing
the promoter and 5’UTR of psaC is sufficient to confer dependence on MAC7 to a chimeric
psaC-lucCP luciferase reporter (Figure 6). Although an accessory effect on transcription
cannot be ruled out, taken together these results indicate that Mac1 is involved, directly or
indirectly, in stabilizing transcripts containing psaC through its 5’UTR. This interpretation is
supported by the identification in existing databases of small RNAs (sRNA) corresponding to
the 5’ end of the psaCtranscripts. Using RNA blot hybridization, the existence of a sSRNA from
psaC (ca. 50 nt) could be confirmed /n vivoand was shown to depend on the presence of Mac1
(Figure 5). Such sRNA footprints were first identified in plant chloroplasts at the position of
RNA-binding proteins such as PPR10, which protect the bound RNA against exonucleolytic
degradation from both sides (Pfalz et al., 2009; Prikryl et al., 2011). Likewise in
Chlamydomonas, small RNAs at the 5’end of psbB and psbH are formed in the presence of
Mbb1, a nucleus-encoded protein which is required for the stable accumulation of the two
MRNAs (Loizeau et al., 2014) and is the closest paralog of Mac1 (Supplemental Figure 3).
Interestingly HCF107, the orthologue of Mbb1 in Arabidopsis and maize, can bind psbH RNA
in vitro and forms a sRNA footprint /7 vivo (Hammani et al., 2012). Mac1 is only found in
Chlorophyta, whereas in maize the PPR protein CRP1 binds the 5UTR of psaC, where it
generates a sRNA footprint, and is required for its efficient translation (Fisk et al., 1999; Ruwe
and Schmitz-Linneweber, 2012; Schmitz-Linneweber et al., 2005b).

Mac1 contains two domains with tandem repeats of 34 amino-acid residues that belong to the
HAT / TPR family. Members of the HAT repeat proteins, which in turn belong to the helical-
repeat superfamily, are involved in RNA interactions (Preker and Keller, 1998). Indeed, Mac1
protein expressed in bacteria binds RNA with high affinity in vitro (Figure 7). As mentioned
above, HCF107 also belongs to this family and binds RNA /n vitro with similar affinity (Hammani
et al., 2012). In the pentatricopeptide repeat proteins (PPR), which form the most prevalent
helical-repeat protein family in plant organelles (Barkan and Small, 2014), the 35 amino-acid
repeats are composed of two anti-parallel a-helices which stack onto one another to form a
superhelical backbone (Ke et al., 2013; Yin et al., 2013). Each modular repeat of a PPR protein

interacts with one nucleotide of the bound RNA through specific residues that determine the
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recognition of the target base, allowing the definition of a “PPR code”. The HAT repeats also
form a superhelical scaffold, and it can be predicted that TPR / HAT domains of Mac1 will bind
RNA in a similar way (Bai et al., 2007; Hammani et al., 2014). In the Chlamydomonas sRNA
databases that we interrogated (Figure 5), a series of SRNAs corresponding to the 5’end of
psacC delineate a relatively long footprint (ca. 50 nt) which is roughly the size of the sRNA
detected /n vivo, and two subpopulations of shorter small RNAs map to the same region. There
are two TRP/HAT domains in Mac1 (Supplemental Figure 1C), each of which consists of six
or seven TRP repeats and is thus expected by analogy with PPR proteins to bind 6-7 bases in
the RNA (Barkan and Small, 2014). The relatively large size of the protected RNA fragment
could be due to binding of two adjacent sites by the two TPR/HAT domains of Mac1 with a
possible intervening RNA loop, such as was proposed for the binding of CRP1 to the pef5-
petD site in maize (Barkan et al., 2012). Alternatively, it is also possible that the large footprint
is generated by one or more other partner proteins in a Mac1-dependent manner. It is
conceivable that the minor fraction of Mac1 that sediments with large complexes in sucrose
gradients could reflect its transient or labile association with other partners.

In Chlamydomonas there are several examples of nucleus-encoded proteins that bind the
5’end of their respective target transcripts and offer protection against 5’ to 3’ exonucleolytic
degradation. Apart from Mbb1, the closest paralog of Mac1 mentioned above, these also
include the TPR/HAT protein Nac2 which is required to stabilize psbD RNA (Kuchka et al.,
1989; Nickelsen et al., 1999). Other examples are provided by members of the OPR (Octotrico
Peptide Repeat) family of helical-repeat proteins such as Taa1 and Tab1, which are required
for the stability and translation of psaA and psaB respectively, and Mbi1, which is necessary
for the stable accumulation of ps6/mRNA (Lefebvre-Legendre et al., 2015; Wang et al., 2015).
Also of interest is another OPR protein, Mcg1, which is required for stabilization of pefG mRNA
and generates a corresponding sRNA footprint at its 5’end (Wang et al., 2015). There are also
examples amongst the relatively few PPR proteins of Chlamydomonas: Mca1 binds the 5UTR
of petA, hinders its 5’ to 3’ exonucleolytic degradation and, in association with Tca1, promotes
its translation (Loiselay et al., 2008), while Mrl1 ensures the stability of rbcL mRNA (Johnson
et al., 2010). The properties of Mac1 are consistent with the model that emerges from these
comparisons: Mac1 could bind the 5’UTR of psaC and protect the downstream transcripts from
exonucleolytic degradation. The combined action of 5" and 3’ exonucleases would eventually
generate a sRNA footprint. It remains an open question whether Mac1 is also involved in

translation.
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Mac1 is down-regulated in response to iron deficiency

The low availability of iron can be a severe limitation for the growth of photosynthetic organisms,
be it in aqueous environments or on land. Both the mitochondrial respiratory chain and the
photosynthetic electron chain comprise proteins that contain iron, heme and irons-sulfur
clusters as cofactors. In Chlamydomonas grown in photoheterotrophic conditions, where both
respiration and photosynthesis are normally active, iron deficiency leads to the preferential
allocation of the metal to mitochondrial respiration at the expense of photosynthesis (Moseley
etal., 2002; Terauchi et al., 2010; Urzica et al., 2012). PSI, which contains three 4Fe4S centers,
is an early target of this response: it is disconnected from its light-harvesting antenna and
rapidly dismantled, like other complexes of the photosynthetic electron chain, while ATP
synthase remains more stable (Moseley et al., 2002; Naumann et al., 2005). The iron that is
released is bound by ferritin, which is upregulated at the level of translation (Busch et al., 2008).
The response to iron deficiency also involves changes in the abundance of numerous other
proteins, and in particular of Taa1 which is degraded (Hohner et al., 2013; Lefebvre-Legendre
et al., 2015). As previously mentioned, the latter is a nucleus-encoded protein of the OPR
family that is specifically required for the stability and translation of psaA mRNA in the
chloroplast. There is thus a clear parallel with Mac1 which controls psaC mRNA stability and
is down-regulated under iron deficiency. Hence the response to iron limitation involves not only
the degradation of the PSI complex, but also the down-regulation of nucleus-encoded factors
that control the expression of chloroplast-encoded PSI subunits. As was observed with Taa1,
the decrease in Mac1 abundance is most likely regulated at the post-transcriptional level, since
data from high-throughput RNA sequencing indicate that under iron limitation there is a
moderate increase in MAC7 RNA levels ((Urzica et al., 2013) Phytozome v11 at

https://phytozome.jgi.doe.gov/). It is interesting to compare this response to a similar response

that occurs under nitrogen limitation in Chlamydomonas, with the down-regulation of the
cytochrome bsfcomplex. This response involves the coordinate degradation of the bsfcomplex
itself, of proteins that control the expression of its chloroplast genes, and of proteins involved
in its biogenesis (Raynaud et al., 2007; Wei et al., 2014).

In response to iron deficiency, there is a correlation between the reduced accumulation of PSI
subunits and of factors that govern their expression. This correlation raises the question
whether the decrease of the nucleus-encoded factors has a causal role in the decrease of the
chloroplast-encoded proteins. Alternatively, it cannot be excluded that the nucleus-encoded

factors and the PSI subunits could be responding independently to the same nutritional cues.
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Supplemental Figure 2

Supplemental Figure 2. Complementation of the mac? mutant

The mac1 mutant was transformed with the BAC clone BAC23A16, its subclone MAC1_gen3, a derivative of
the latter with an HA epitope tag, MAC17-HA, or the empty plasmid vector pBluescritp KS+ (pKS). The
transformants were selected for photoautotrophic growth on minimal medium (HSM) under 60 pmol m? sec’!
white light.

Supplemental Figure 3



In other words, the question is whether Mac1 truly exerts anterograde regulation on psaC
expression in response to iron availability. As a step towards answering this question, we
sought to determine whether the amounts of Mac1 can be limiting for the accumulation of psaC
MRNA and PsaC protein. In an allelic series of transformants over-expressing different levels
of Mac1-HA, we observed that the accumulation of psaC mRNA parallels that of Mac1-HA
(Figure 9). Thus the amounts of Mac1 do seem to be limiting for the accumulation of psaC
MRNA. However the amounts of PsaC protein were similar in all the strains of the allelic series.
This may be due to the negative feedback control that is exerted by unassembled PsaC on
translation of its own mRNA (Control by Epistasy of Synthesis, CES) (Wostrikoff et al., 2004).
In the Mac1-HA over-expressors, any excess of PsaC that cannot be assembled with PsaA
and PsaB is expected to inhibit its own translation and eventually to be degraded (Choquet
and Vallon, 2000). Thus the synthesis of PsaC would not be affected by increases in the

amount of psaC mRNA above what actually is required for translation (Hosler et al., 1989).

Mac1 is differentially phosphorylated in response to environmental changes

Protein phosphorylation is a prevalent post-translational modification that plays an important
role in the regulation of numerous processes in biology. Hundreds of phosphoproteins that are
known or predicted to localize to the chloroplast have been identified in large-scale proteomic
studies, both in Chlamydomonas and in higher plants (Lohrig et al., 2009; Reiland et al., 2009;
Wang et al., 2014). In plastids, protein phosphorylation plays regulatory roles in photosynthesis,
gene expression and metabolism (Baginsky and Gruissem, 2004). Thylakoid proteins such as
Light Harvesting Complex Il (LHCII) and Photosystem Il (PSII) are some of the most abundant
chloroplast phosphoproteins. The phosphorylation of LHCII, which is largely dependent on the
protein kinase Stt7 in Chlamydomonas and STN7 in plants, plays a role in a regulatory
response to changing light quality and to metabolic demands of the cell known as state
transition (Depege et al., 2003). Reversible phosphorylation regulates the dynamic allocation
of LHCII to PSI or PSIIl. The phosphorylation of the PSII core subunits by the protein kinase
STNB8, a paralog of STN7, plays a role in the organization of the thylakoid membranes and in
the repair cycle of photo-damaged PSII in Arabidopsis (Bonardi et al., 2005; Fristedt et al.,
2009; Tikkanen et al., 2008).

Focusing on the role of protein phosphorylation for gene expression in the chloroplast of higher
plants, there is evidence for regulation both at the level of transcription and at post-

transcriptional steps. The chloroplast sensor kinase (CSK), which is related to bacterial two-
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Supplemental Figure 4

Supplemental Figure 4. Localization of Mac1-HA by immunofluorescence confocal microscopy

Chlamydomonas mac1 mutant cells complemented with an HA-epitope tagged MAC1 gene (mac1,MAC1-
HA), or wild-type cells as a control (WT), were fixed and decorated (as described in the legend of Figure 6)
with both a monoclonal mouse antibody against the HA epitope (HA) and a rabbit polyclonal antiserum
against either the chloroplast protein DnaK or the Rpl4 protein of the large subunit of the cytosolic ribosome.
The anti-mouse and anti-rabbit secondary antibodies were labelled with Alexafluor 647 or Alexafluor 546
respectively. Immunofluorescence was observed by confocal microscopy and is shown separately (green and

magenta respectively) or as a merged image (third panels). An image of the same cells observed by
transmission microscopy is also presented (fourth panels).

Supplemental Figure 5
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Supplemental Figure 5. Small RNA footprints in the 5’ UTR of psaC

The sequence of the psaC 5’UTR and the beginning of the coding regions are shown. The per-base read
coverage is shown as in Figure 5. Numbers refer to the position within the Chlamydomonas chloroplast genome
sequence in the GenBank record FJ423446.1



component sensor kinases, is reported to play a role in the regulation of plastid transcription
as a function of photosynthetic activity (Puthiyaveetil et al., 2008). The chloroplast casein
kinase 2 (cpCK2), also known as Plastid Transcription Kinase (PTK) because of its association
with RNA polymerase complexes, is involved in the regulated phosphorylation of sigma factors
which play a role in promoter recognition (Schweer et al., 2010). At the post-transcriptional
level, chloroplast ribonucleoproteins are phosphorylated by cpCK2, and in the case of 28RNP,
phosphorylation can influence RNA binding /n vifro (Kanekatsu et al., 1995; Lisitsky and
Schuster, 1995). Phosphorylation by cpCK2 / PTK also regulates the activity of the chloroplast
endoribonuclease p54 in vifro (Liere and Link, 1997).The targets of cpPK2 are not limited to
proteins involved in gene expression, and for example also include the B-subunit of ATP-
synthase in the thylakoid membrane (Kanekatsu et al., 1998). The fact that the kinase STN7
is itself a phosphoprotein, and the presence in the plastid of numerous other protein kinases
are suggestive of a complex regulatory phosphorylation network in the chloroplast of higher
plants (Baginsky and Gruissem, 2004; Bayer et al., 2012; Reiland et al., 2011).

Little is known on the phosphorylation of proteins involved in chloroplast gene expression in
Chlamydomonas. Using electrophoresis in Phos-tag gradient gels and immunoblotting, we
could reveal that Mac1 is phosphorylated (Figure 10). Two phosphorylated forms of Mac1-HA
were resolved with this gel system (P1 and P), which could represent mono- and di-
phosphorylated Mac1-HA, or alternatively two different forms with different degrees of multiple
phosphorylation. A first indication that phosphorylation of Mac1 changes with the
environmental conditions came with the observation that under conditions of iron deficiency,
there was a decrease in the proportion of the phosphorylated form, concomitant with a
reduction in the total amount of Mac1-HA. A second indication came with Chlamydomonas
cells that were incubated under anaerobiosis in the dark, a condition that induces state 2, with
the reduction of plastoquinone and the consequent activation of Stt7 (Wollman and Delepelaire,
1984). In this condition, a strong phosphorylation of Mac1-HA was observed, with the
appearance of the slower-migrating form (P2). Conversely in a condition that induces the
oxidation of the plastoquinone pool and state 1, incubation in dim light in the presence of
DCMU, phosphorylation of Mac1 was less extensive. However in the s#f7-7mutant background,
the strong phosphorylation with the presence of two phosphorylated forms of Mac1-HA was
still observed in state 2 conditions. Hence the kinase, or possibly the kinases, responsible for
Mac1 phosphorylation remain elusive. A possible candidate could be Stl1, the paralog of Stt7

in Chlamydomonas, for which no mutant has yet been described. The physiological
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consequences of Mac1 phosphorylation will need to be investigated in future experiments, in
particular to determine whether phosphorylation might affect its RNA-binding activity or its
proteolytic turnover.

Among the proteins involved in post-transcriptional steps of chloroplast gene expression, two
general groups can be distinguished. One includes the proteins that bind a large set of
chloroplast RNAs with little gene specificity, such as the cpRNP proteins which intervene at
multiples steps of gene expression (Kupsch et al., 2012). The other consists of the proteins
that bind to a restricted subset of plastid transcripts or to a single one and have more specific
roles. As discussed above, it is known that some of the proteins of the former group are
phosphorylated. However to our knowledge, Mac1 is the first member of the latter group where
regulated phosphorylation is demonstrated. This observation opens many new questions on

the post-transcriptional regulation of chloroplast gene expression.
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MATERIALS AND METHODS

Strains and growth conditions

Cells were grown in Tris Acetate Phosphate (TAP) or High Salt Minimal (HSM) media (Kropat
et al., 2011) in the dark, under low light (6 pmol m=2 s-') or normal light (60 pmol m2 s-*) from
fluorescent tubes. The original mutant isolate was backcrossed three times to a wild type strain

(137c), and a spore from the last cross was used in this work as mac7 (mating type minus).

For growth under iron limitation, the glassware was treated with sterile 10mM EDTA for 15 min
and rinsed 3 times with sterile MilliQ water before use. Precultures were grown for at least 10
doublings under normal light in TAP medium, collected by centrifugation and washed 3 times
in TAP without Fe. Cells were then diluted to 2 x 105 cells / mL, supplemented 0.2, 1.0, or 20
MM FeCls and grown for 10 doublings with intermediate dilutions to maintain the concentration

below 2 x 106.

The state transitions were obtained with cells grown in TAP and normal light. The cells were
shifted to HSM medium with three steps of centrifugation and washing, and incubated with
shaking in the dark for 2 hours. They were then collected by centrifugation and resuspended
in HSM medium to a concentration of 2 x 107 cells / mL and split in two aliquots. State 1 was
induced during 1 h 30 min by gentle agitation in low light with 10uM DCMU. State 2 was
obtained by incubating 1 h 30 min in the dark in a sealed 2 mL syringe without air bubbles on

a rotating wheel.
Identification of MAC1.

The mutant was generated by random insertional mutagenesis of an aphV/// cassette into the
wildtype line jex4 and screened for aberrant chlorophyll fluorescence kinetics as described
previously (Houille-Vernes et al., 2011). The mutation was identified by inverse PCR as follows.
Total DNA from the mutant was extracted with the DNeasy plant mini kit (Qiagen) and 100 ng
were digested with BstU1 for 5 hours. The enzyme was inactivated by heat treatment and the
DNA was purified through phenol-chloroform extraction followed by ethanol precipitation. The
DNA from the pellet was ligated with T4 ligase overnight at 16°C in a volume of 70 pL and 5uL
aliquots were used as templates for nested PCR. The first PCR was with primers IP2 and IP3
(Supplemental Table 1) in a final volume of 25 UL (45 sec at 95°C, 45 sec at 55°C, 2min at
72°C, 35 cycles). A 1 uL aliquot was then used for a second round with primers IP1 and I1P4.

Sequencing of the fragment and a BLAST search of the Chlamydomonas genome showed
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that the insertion mapped to exon 2 of Cre02.g124700 (g9646.t1) in Version 10 of the
Phytozome database (http://genome.jgi-psf.org/Chire4/Chlre4.home.html ). This locus is
included in the BAC clone 23A16 (Lefebvre and Silflow, 1999).

DNA constructs.

The plasmids MAC1_gen3 and MAC1-HA were obtained as illustrated in Supplemental Figure
6A. A 4 kb BspH1 fragment containing the 3’ flank and most of the CDS was cloned in the
TOPO vector pCR2.1 from a digest of BAC 23A16. This plasmid (Mac1-genomic-TOPO) was
then extended with a PCR fragment (prepared with primers IF-EcorV-Sbf1-for, and IF-Rev,
Supplemental Table 1) containing the beginning of the gene and the 5’ flanking promoter region
using Gibson assembly (Gibson et al.,, 2009). The final construct (MAC1-gen3) contains
approximately 1 kb upstream of the predicted coding sequence and 1 kb downstream. To insert
the triple HA (haemagglutinin) epitope tag at the C-terminus of the coding sequence, a
synthetic Bsm1-BsiW1 fragment (obtained from Biomatik) was cloned into the corresponding
sites of Mac1-genomic-TOPO. The beginning of the gene and the 5’ flanking promoter region
were then added as above. A transformant expressing the HA-tagged Mac1 at a level similar
to the wild type (#6 in Figure 9) was selected and designated in this work as mac7,MAC7-HA.
The MAC7-AA-HA mutant plasmid was derived from MAC7-HA by replacing the BstEII-Nrul
fragment with two overlapping PCR fragments (obtained with oligonucleotides mut5'macfor
with S137A_S139A_R and S137A_S139A_F with mut-mac-rev respectively, and MAC7-HA as

template; Supplemental Table 1) using Gibson assembly.

The psaC::lucCP:..rbcL reporter construct was obtained by replacing the acrl/gene in the atpB-
INT-psaA::acrV vector (Michelet et al., 2011) with the /ucCP gene (Matsuo et al., 2006) using
Ncol and Sphl. The psaC 5’ flank (promoter and 5’UTR) was amplified by PCR with primers
(psaCprom3'BspH1 and psaCprom5, Supplemental Table 1), subcloned in the topo vector
pCR 2.1 and inserted as a Xbal-BspHI fragment in a Xbal-Ncol digest of the vector.

The transformation vector containing MAC 7-HA used for transformation of stf7-7was obtained
by inserting the gph 7" hygromycin resistance cassette (Berthold et al., 2002) as a PCR
fragment (obtained with primers MacHA_hyg_F and MacHA_hyg_R, Supplemental Table 1) at
the Xbal site of MAC1_gen3 using Gibson assembly. The final construct was transformed
using a helium gene gun into the sff7-7 mutant (Depege et al., 2003) with selection on 20 ug /

mL hygromycin (Calbiochem). A transformant expressing Mac1-HA was identified by
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Supplemental Table 1. Primers used in this work

Primers used for cloning and DNA constructs

macl half for

AGGCCATGGCGGGGAACGGGTACTTG

rev xho TTACTCGAGGACCGTGGCACTGGGCCCAGCCGA

IF-EcoRV-Sbfl-for GCCGCCAGTGTGATGGATCGTCAATCAGCAAGG

IF-Rev1 CTCGCGCGGCCGACCC

IP1 CGCCTCCATTTACACGGA

IP2 GGCAAGGCTCAGATCAAC

IP3 TGACGAACGGCGGTGGATGGAAG

IP4 TACTGCTCTCAAGTGCTGAAG

MacHA _hyg F TGGCGGCCGCTCGAGCATGCATCTTTCTTGCGCTATGACACTTCCA
MacHA _hyg R ACTATAGGGCGAATTGGGCCCTGGTACCCGCTTCAAATACGCCCAGCC
Cl14b-A GCAACTTCAGAGCAGTTAGGTG

Cl14b-F GCTCTTCCATGCCCTGGTAA

Cl14b-F-R TTACCAGGGCATGGAAGAGC

Cl14b-E-R TCTGCTTGTCGTGGTTCAGCTCAAAC

Cl14b-E GTTTGAGCTGAACCACGACAAGCAGA

Cl14b-B ATGCGCATACCGCTCTTGCATA

mut5'macfor

CGCGGCGCAAATGGGCCTCAGTG

S137A_S139A R

CTGTCCCGTCTGCGGCCGTGGCGGCAGGCTCGAGCTCGAGCA

S137A_S139A F

TGCTCGAGCTCGAGCCTGCCGCCACGGCCGCAGACGGGACAG

mut-mac-rev

CACATGCAGCACGTAGGCATTG

cdna_pet_inf for

AAGGAGATATACCATGGTCGCTGGGGCCC

cdna_pet_inf_rev

GTGGTGGTGGTGCTCGAGGACCGTGGCACT

Primers used for the preparation of hybridization probes

bsaA ex3 TTAACCTACAGAAATGATACGTG AAATTTTAGAAGCTCACCGT

bsaB AACTGTTTCCAAAATTTAGC AATGAGTACATGTGTTGTG

bsaC CCCATTAGCCGTGGTTTTACTCAT ATTCCCTAATGGACCAAAAGCAGTCATTCAA
bsbB TGAATGATGCGTGACCTAA CTTGGTATCGTGTACATACAG

etB GGGGTGTAGATTGTGTTGAAGCTG CGTGGAATAACTCCTTCTGGTTCTG

atpB AATATCTTGTAATTCTTTGTAACGTT CATATTAATTCCACTTACTATGAGTGA
psbD GATGACTATGCACAAAGCAG ACATTGCGTGTATCTCCAAAA

psaCdas TGTGCTAAATATGTCATCTCCATA




immunoblotting.
Transformation

Nuclear transformation by electroporation was modified from (Shimogawara et al., 1998). A
volume of 300 pL of cells suspended at 1 x 108 cell/mL in either HSM + 40 mM sucrose or TAP
+ 40 mM sucrose (for selection for photoautotrophy or for antibiotic resistance respectively)
were incubated with 2ug of DNA at 16°C for 20 min, and then 250 pL of the mix was transferred
to a 4 mm-gap electroporation cuvette and pulsed at 750 V (C = 50 yF). After 2 min incubation
at room temperature, the cuvettes were transferred to 16°C for 20 min. The cell suspension
was plated with 1mL of HSM containing 25% starch (for photoautotrophy) or transferred to
50mL of TAP (without sucrose) overnight in low light and collected by centrifugation prior to

plating with TAP starch (for antibiotic resistance).
Chloroplast transformation was described previously (Vaistij et al., 2000b).
Mac1 antiserum

The Mac1 antiserum was raised in a rabbit with the C-terminal region of Mac1 prepared as
follows. The MAC7 cDNA was amplified by PCR from a cDNA library (with the primers mac1-
half-for and rev-xho, Supplemental Table 1), cloned in TOPO vector pCR2.1 and transferred
to pET28a (Novagen) (Supplemental Figure 8B). This vector (pET28Mac1cter) was used to
transform E.coli BL21 cells and the protein (tagged with 6 histidines from the vector) was
purified using Ni-NTA affinity chromatography and imidazole elution, followed by gel filtration

on Sephadex S200. The rabbit serum was used at 1/5000 dilution for immunoblots.
Immunoblotting

Cell pellets were resuspended in lysis buffer containing 50mM Tris pH 6.8, 5% SDS, 10mM
EDTA and 1 x Protease inhibitor cocktail (Sigma). 25ug of each sample were then
supplemented with 0.2 volumes of sample buffer (10% SDS (w/v), 250 mM Tris pH 6.8, 50%
glycerol (v/v), 500 mM DTT, bromophenol blue) and heated at 55°C for 15 min. Proteins were
then separated by SDS-PAGE on 15 or 7 % acrylamide gels and transferred to nitrocellulose
membranes. The total protein on the membrane was visualized by amido black staining, and
the membrane was blocked in Tris Buffered Saline Tween (TBST: 20 mM Tris pH 7.5, 150 mM
NaCl, 1% Tween 20 (v/v)) supplemented with 5% (w/v) non-fat milk for 1h. The membrane was

then incubated with primary antibody in TBST, 1% milk. The primary antisera (and their
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sources) were: monoclonal anti-HA (Covance, MMS-101R), anti phospho-Lhcb2 (Agrisera
AS13-2705), anti Rpl37 and Rpl4 (gifts of W. Zerges), anti PsaA, PsaC, Cyt; , D1, a-tubulin
and Rps12 (gifts of J.-D. Rochaix). The membranes were washed 3 times for 10 min and then
incubated for 2 h with HRP-conjugated secondary antibody (Promega). After 3 washes, the
detection was performed by Enhanced Chemi-Luminescence (ECL) and imaging with the GE
LAS4000 system (General Electric).

RNA hybridization.

Cells were grown in the indicated conditions until they reached 2 x 108 cells / mL. They were
then centrifuged 2000 g for 5 min, aliquoted as pellets of 2 x 107 cells, frozen in liquid nitrogen
and kept at -80°C until their use. RNA from the frozen pellet was extracted using the RNeasy
Kit (Qiagen) and analyzed by 1.2% agarose MOPS formaldehyde gel electrophoresis and
capillary transfer to nylon membranes Hybond N* (Amersham) (Sambrook et al., 1989). The
hybridization was done in Church and Gilbert hybridization buffer with 32P-labeled probes as
described (Rio et al., 2011) The probes were obtained by PCR with the oligonucleotides listed
in Supplemental Table 1 and total genomic DNA as template, except for the psaA exon7 probe

which was a 280 bp Hindlll fragment.

Probes were stripped in 0.1% SDS, 1mM phosphate buffer pH7, 1 mM EDTA at 98°C for 5
min, and the membranes were checked for residual signal by phosphorimaging. The RNA blots
presented in figures 1, 2, 8 and 9 and the run-on transcription assay figure 4 were all obtained
using one membrane for each that was repeatedly stripped, checked for absence of residual

signal and reprobed .
Immunofluorescence

The protocol for immunofluorescence was described previously (Lefebvre-Legendre et al.,
2015). The HA signal was revealed with goat anti-mouse antibodies coupled to Alexafluor 647,
(excitation: 647 nm, emission: 660-750 nm). The other antibodies were revealed with goat anti-

rabbit antibodies coupled to Alexafluor 546 (excitation: 546nm, emission : 560-600nm).
Cell fractionation and sucrose gradient sedimentation analysis

Cell fractionation was described previously (Lefebvre-Legendre et al., 2015), using the protocol

of Percoll-gradient chloroplast isolation from (Rivier et al., 2001).

For sucrose gradient sedimentation analyisis, cells from a 250ml culture of mac1, MACT7-HA
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(2.108 cells mL-Y were collected and resuspended in 1.1 mL of HKM buffer (20 mM HEPES pH
7.2, 50 mM KCI, 10 mM MgCl,) supplemented with protease inhibitor cocktail (Roche , EDTA-
free tabs). The sample was frozen as 100uL drops in liquid nitrogen, and ground in a 50 mL
compartment of a MM400 bead-beater (Retsch) for 2 min at 30 cycles s-'.The powder was
then collected, melted on ice and centrifuged for 20min at 15000 g. Aliquots of the supernatant
(800 L) were mixed with 100 uL of RNAse buffer (100mM Tris pH7.5, 10mM sodium acetate)
with or without (mock treatment) 10 ug mL-' of RNAseA and incubated for 10 min at 22°C. The
samples were loaded on 10 mL sucrose gradients (HKM buffer, 5-45% sucrose) as described
previously (Lefebvre-Legendre et al., 2015). Twenty fractions (500 pL) were collected from the
bottom. Aliquots (150 pL) were precipitated (Wessel and Flugge, 1984) by sequential addition
with thorough mixing of 600 pl methanol, 150 pl chloroform and 450 pl water, followed by
centrifugation for 5 minutes at 14 000 g. The clear upper aqueous layer was discarded and the
bottom phase with the white protein interface was washed with 1mL of 50% (v/v) methanol,
vortexed and centrifuged again. The bottom phase with the protein interface was
supplemented with 650uL methanol, inverted 3 times and centrifuged for 5 minutes. The pellets
were dried and resuspended in 100uL of buffer (100 mM Tris-HCI pH 7, 3% SDS (w/v), 10%
glycerol (v/v), 80mM DTT) , treated 10 min at 55°C, and finally analyzed by SDS-PAGE (7%
acrylamide) and immunoblotting with anti-HA monoclonal antibody (Covance,

www.covance.com/) or anti-RubisCO (gift of Jean-David Rochaix, U. of Geneva).

Run on transcription assay

The protocol was modified from (Klinkert et al., 2005). A total of 108 cells in early exponential
phase were harvested by centrifugation and washed with resuspension buffer (10 mM Hepes
pH7.5, 150 mM KCI, 250 mM sucrose, 1mM EDTA, 0.1mM PMSF). The pellet was adjusted to
100 pL with the same buffer and frozen in liquid nitrogen. 40uL of Run-on buffer 4X (100 mM
Hepes pH7.5, 1 M Sucrose, 120 mM MgClz , 30 mM DTT, 100 mM NaF) were mixed with 5uL
each of 10 mM rATP, rGTP and rCTP, 5uL RNasin (Promega), 20 yL 32P-rUTP (200 uCi, 5 uyM
final) and 80 pL of cell pellet (defrozen in a waterbath at 20 °C).The reaction mixture was
incubated at 26°C for 5 or 15 min. Total RNA was immediately extracted with TriReagent
(Sigma), precipitated with isopropanol and resuspended in TE (10 mM Tris, 1mM EDTA pH 8)
prior to separation on a Sephadex G50 column. The RNA fractions were then used for

hybridization. The membrane was prepared by spotting DNA probes prepared by PCR (see
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above) onto a Hybond N* nylon membrane (Amersham). The membrane was then dried and
crosslinked using the automatic mode of a UV crosslinker (Stratalinker). Hybridization of the

labelled RNA probes to the membrane was performed as described above for RNA blots.
Small RNA

Published Chlamydomonas small RNA sequencing data (Ibrahim et al. 2010) were mapped to
the chloroplast genome (NC_005353) as described (Loizeau et al 2014). Read coverage within
the psaC 5-UTR and the & end of the psaC CDS were visualized using the Integrated
Genomics Viewer (Figure 5A). For experimental verification of identified sRNAs, total RNA
from dark-grown cells was extracted with TriReagent (Sigma). Small-RNA enrichment was
carried out as described (Loizeau et al., 2014). 10 ug of enriched small RNAs were separated
by denaturing PAGE, blotted and hybridized to an end-labelled DNA oligonucleotide named
psaCias (Supplemental Table 1) situated antisense to the putative sRNA within the 5’-UTR of
psacC.

Luciferase assay

The different strains were grown in TAP medium under normal light to 2 x 10¢ cells / mL. For
transformants of psaB:://lucCP, 50 yL aliquots of each culture were placed in the wells of a
white-walled microtiter plate sitting on dry ice. Cultures of psaC../ucCP were concentrated 10-
fold by centrifugation before freezing. Frozen plates were kept at -20°C prior to the
measurement. For the assay, 100 uL of luciferase reagent (50 mM potassium phosphate buffer
pH7, 150 mM NaCl, 1 x Protease inhibitor cocktail (Sigma), 2.5 mM ATP, 2.5 mM MgCl,, 4 mM
luciferin (Promega)) were added to the frozen sample and the luminescence emission kinetics
monitored at 28°C for 30 min using a Synergy 2 plate reader (Biotek). The maximum

luminescence was used for the quantification.
Mac1 purification and RNA binding assays

The coding sequence of MAC1 lacking the transit peptide was amplified by PCR with the
oligonucleotides cdna_pet_ inf_for and cdna_pet_inf_rev (Supplementary Table 1). The PCR
fragment (2695 bp) was cloned between the Acol and Xhol sites of pET28a using Gibson
assembly. The construct was freshly transformed into E. coli BL21(DE3) cells for each
purification. The bacteria were cultivated in 2 L of LB medium containing 50 yg mL-' kanamycin
until the culture reached an absorbance of 0.25 at 600 nm. Cultures were transferred to ice for
15min, IPTG was added to 100 uM and ethanol to 1% (v/v). After 15 more minutes the culture
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was transferred to an incubator at 18°C and agitated for 20 h. Cells were harvested by
centrifugation and the pellet was used immediately. The cells were resuspended on ice in
25mL lysis buffer (50 mM Hepes pH 7.7, 750 mM NaCl, 5 mM MgClI2, 4 mM DTT) containing
proteinase inhibitors (Roche, EDTA-free tabs), and lyzed by three passages in the EmulsiFlex
C-3 at 20 000 psi. The resulting extract was centrifuged 30 min at 12 000 g and the supernatant
was loaded on a 1mL Ni-NTA, washed with lysis buffer supplemented with 30mM imidazole,
and eluted with 5mL of 25mM Hepes pH7.7, 750 mM NaCl, 5 mM MgClI2, 4 mM DTT, 300mM
imidazole. The extract was then directly injected onto the size exclusion column (HiLoad
Sephadex 200 16/60, AKTA system, GE Healthcare) and eluted in column buffer (60 mM Tris
pH 7.7, 250 mM NaCl, 4 mM DTT, 10% (v/v) glycerol) at 0.6 mL.min-".

A vector for the preparation of the RNA probe was obtained by cloning the following sequence
in the TOPO pCR2.1 (Invitrogen) vector:
TAATACGACTCACTATAGGGAGAAAGTCGATTCTCAATCTTCTTTTTGATATGGAGATGA
CATATTTAGCACAATCGAT.

The T7 promoter is underlined, the 5’ part of the psaC UTR is highlighted in bold, and a C/al

site is shown in italics. The vector was digested with Apal (in the vector) and C/al (shown above
in italics) leading to a fragment of 139bp, which was purified by agarose gel electrophoresis
and transcribed in vitro with T7 RNA polymerase(Promega) for 2 hours at 30°C in a 20 uL
reaction mixture containing: 4uL of Transcription buffer (Promega), 1uL of 1mM rUTP, 1uL
each of 10 mM stocks of the three other nucleotide triphosphates, 3uL 32P-rUTP at 10 mCi mL-
" and 3000 Ci mmol', 1uL RNAse-in (Promega), 1uL DTT 20mM, 1uL T7 polymerase and
200ng of probe. This produced a 62 nucleotide RNA containing the first 51 nucleotides of the
psaC S’UTR. After treatment with RQ1 DNAse (Promega) for 30 min, the labelled RNA was
separated from the free nucleotides on a size exclusion column (Sephadex G25 fine).

The binding conditions for EMSA were previously described in (Williams-Carrier et al., 2008).
The buffer used was the column buffer supplemented with 0.04mg/mL of BSA (Applichem),
0.5mg/mL of Heparin (Sigma-Aldrich) and 4000 cpm of radiolabeled RNA probe (40 pM) in a
final volume of 20uL. The Kd was determined as the Mac1 concentration at which half of the
probe is bound by the protein, which is a valid approximation when the protein is in large

excess over the RNA in the assay (30 — 100 nM versus 40 pM).
Phos-tag™ gel electrophoresis

10 mL of Chlamydomonas culture were added to 40 mL of cold acetone and precipitated
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overnight at -20°C. After centrifugation at 3000 g for 20 min, the pellet was resuspended in
200 pL of sample buffer (50 mM Hepes pH 7.8, 200 mM NaCl, 1x complete protease inhibitor
(Roche, ETDA-free), 0.5% Triton X100). The suspension was transferred to a 1.5 mL
microtube, 500pl of acid-washed glass beads (0.4-0.6mm) were added, and the samples were
homogenized for 2 times 15 seconds in a Silamat© shaker. The mixture was then centrifuged
at 20 000g for 20min, and the supernatant was transferred to a new tube. For de-
phosphorylation, an aliquot containing 25 ug protein was completed to 50 pL in lambda protein
phosphatase reaction mix following the instructions of the manufacturer (New England Biolabs)
and treated for 1 hour at 30°C.

For Phos-tag™ (Wako, N-(5-(2-aminoethylcarbamoyl)pyridin-2-ylmetyl)-N,N’,N’-tris(pyridin-2-
yl-methyl)-1,3-diaminopropan-2-ol) gel electrophoresis (Kinoshita and Kinoshita-Kikuta, 2011),
a modified protocol was used that improves the migration, separation and electrophoretic
transfer of Mac1 to the nitrocellulose membrane (Longoni et al., 2015). The gel was prepared
in 0.35 M Bis-tris buffer system pH6.8, and contained a Phos-tag gradient prepared as

described in Supplemental Figure 7.
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Figure 17 : A polyG insert in the 5°UTR fails to restore expression of psaC in macl.

The wild-type mt+ strain with a psaC :: luciferase or psaC(polyG)::luciferase chimeric gene in its chloroplast was
crossed with a macl,mt- strain. Three of the resulting macl/psaC ::lucCP progeny were further transformed
with the MACI gene using BAC 23A16 (macl, MAC1/psaC ::lucCP).

The nuclear genotype is indicated first, followed by a slash (/) and the chloroplast genotype. Nuclear genotypes:
WT, wild type; macl, macl mutant line; mac,;MACI1, macl mutant line complemented with the MAC1 gene.
Chloroplast genotypes, chimeric reporters: psaC::lucCP for psaC::lucCP::rbcL; psaB::lucCP, for psaB::lucCP::rbcl .
Three independent lines of each genotype were assayed with three technical replicates, error bars represent
the SD of the three lines. Progeny from a cross between a wild-type strain expressing the chimeric psaB::lucCP
construct with the macl mutant is presented as control on the right. (figure 6B of the manuscript).
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Figure 18 : Characterization of the strains containing a polyG tract in the 5°UTR of the endogenous psaC gene

A : Genotyping of strains with a polyG tract in the 5°UTR of psaC. PCR-based genotyping over the poly G using
the primers drawn in C. The strain with the rescued nuclear background and a polyG tract in the 5’UTR of
psaC in the chloroplast was obtained by transformation of the macl /psaC(polyG)psaC line with genomic
MAC1-HA fused to a gene encoding Hygromycin resistance. B : MAC1 expression levels were evaluated by
immoblotting. The strain HA#5 appears in figure9 of the manuscript. C : Map of the psaC locus, detailed maps
of the vectors used are presented in Material and Methods.



ADDITIONAL DATA

In this part, | describe additional experiments on MAC1 and psaCthat were not included

in the manuscript presented in the previous section.

Is a 5’-3' exonuclease involved in psaC mMRNA degradation?

To determine whether MAC1 may function in protecting the psaC transcripts against
5’-3’ exonucleolytic degradation, a polyG tract was introduced in the 5’UTR of the luciferase
reporter (at position -60 relative to the AUG codon; psaC(polyG)..lucCP)(figure 26). The polyG
tract forms a stable RNA structure, which was previously shown to impede exonuclease
progression (Drager et al., 1998; Drager et al., 1999; Loiselay et al., 2008; Nickelsen et al.,
1999; Vaistij et al., 2000b). In the wild-type background (W7l psaC(polyG)::lucCP), the polyG
tract allowed expression of the reporter to approximately half the level of the WT/psaC:..lucCP
(figure 17) However the polyG tract did not rescue expression of the luciferase in the mutant
background (mac1/psaC(polyG)::lucCP). The expression was restored when the mutant was
rescued by the wild-type MAC7 gene (mac1, MACT |psaC(polyG).::/lucCP). The data suggest
either that the polyG tract is inefficient for stabilizing psaC mRNA in the absence of MACA1, or
that MAC1 is further required for translation.

To investigate whether the stability of the chimeric reporter mMRNA was restored by the
polyG track in a mac7 mutant context, RNA blot hybridization experiments were attempted.
Unfortunately they did not lead to any conclusive result because even in the wild-type
background, only low amounts of highly heterogeneous /ucCP transcripts were observed.

An attempt was then made to introduce the polyG-modified psaC 5°UTR in the native
environment of psaC. To do so a construct was assembled with a spectinomycin resistance
cassette (gadA) upstream of psaC. This construct inserts at the psaC locus to replace the
endogenous gene. ( see figure 26). Both the WT strain and the mac7 mutant were transformed
either with the polyG-modified psaC 5°UTR or the wild-type version of psaC and homoplasmy
was assessed. The WT psaC 5UTR was inserted and became homoplasmic without any
problems (as genotyped by PCR with one primer in aadA and the other primer in the insertion
flank). However the homoplasmic polyG version could only be obtained in the mac7 mutant
background but not in the wild type despite numerous trials. To circumvent this problem, the

homoplasmic mac1/ psaC(polyG)psaC mutant strain was transformed by electroporation with
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Figure 19 : Phenotyping of the strains containing a poly G in the psaC 5’UTR grown in the dark. Immunoblot
analysis on the left and RNA blot analyses on the right. Mutant and WT lines grown in low light are presented
for comparison.

Figure 20 : Investigations on the start site

A, Comparison chloroplast localization predictions obtained with “PredAlgo” for the AUG and the putative UUG
start sites. B, reported translation initiation efficiency in yeast of different start codons used to replace the
native start of the LexA gene. PGK is a loading control. C, Complementation for phototrophy of the macl mutant
with genomic constructs of MACI carrying a mutation of the putative UUG start site. Transformation plates
are shown.



a plasmid containing MAC7-HA and a selectable marker conferring resistance to Hygromycin.
This led to a homoplasmic strain with weak but detectable expression of MAC1 HA, about four
times lower compared to the rescued strain HA#5 (figure 18). Furthermore HA#5 was one of
the low-expressing strains presented in the manuscript (figure 9 of the manuscript).

Immunoblots with the polyG strains grown in the dark revealed that PsaC protein,
absent in the mac7 mutant, was not restored by the polyG track, even in the strain were a low
level of MAC1-HA was restored (figure 19 A). RNA blot hybridization showed that the polyG
track does not restore the mature psaC mRNA but partially restores the dicistronic psaC/petl
RNA (figure19 B), suggesting that 5’ degradation plays a partial role in the destabilization of
the precursor. The psaC mRNA in the control transformant with only the aadA spectinomycin
resistance cassette behaves as in the wild type. Thus the expression of a low level of MAC1-
HA in a psaC (polyG) strain does not restore psaC mRNA suggesting either that the quantity
of MAC1 is bellow a minimal level required to stabilize the monocistronic psaC RNA, or that
the polyG track prevents MAC1 activity without improving RNA stability.

In further experiments, transformation of the mac7 mutant with a polyG-tagged psaC
gene and selection on minimal medium did not yield any phototrophic colonies (data not
shown).It could be speculated that the polyG-tagged psaC 5°UTR is toxic in a wild-type
background, even if the cells are kept in the dark as no homoplasmy could ever be obtained
in a wild-type background. The role of MAC1 on translation and/or on mRNA stabilization

cannot be resolved from these results.

Mutants of a putative alternative translation start codon

The predicted sequence of MAC1 has two methionine residues at the predicted start
codon. lIts target is a chloroplast mRNA, psaC, and it was shown by cell fractionation and
immunofluorescence microscopy to be located within the chloroplast. It is thus expected to
have a N-terminal transit peptide. PredAlgo software can be used to predict the target
compartment. This software was optimized using databases of Chlamydomonas protein
sequences with a confirmed subcellular localization (Tardif et al.,, 2012). The PredAlgo
algorithm predicts, with only a low score, an abnormally long transit peptide for MAC1. In
contrast, a potential non-AUG initiation codon, UUG, was found in frame 40 codons
downstream from the AUG. In E. coli, 130 UUG start sites were predicted to function in
translation initiation (Blattner et al., 1997). In yeast, GLS1 and ALA1, two amino-acid tRNA
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Figure 21: Interpro domain prediction and Phyre2 3D-structure prediction of the two proteins stabilizing psaC
mRNA in C. reinhardtii MAC1 (TPR/HAT, top) and Zea mays Crp1 (PPR, bottom).

Figure 22 : Alignment of the psaC 5' sequence in species that encode an orthologue of MAC1 but not of CRP1.
The black boxes represent sequence identity, the grey boxes, sequence differences. The black line below the
consensus represents the first bases at the 5’ end of C. reinhardtii psaC mRNA which is the beginning of a small-
RNA footprint (~ 50 bases). The grey line represents the hairpin predicted in C. reinhardtii. Both V. carteri and
Coccomyxa also have a hairpin structure around this position, slightly longer in V. carteri and shorter in
Coccomyxa.



synthases and CARP2A (ribosomal acidic protein) are translated from a non-AUG codon
(Chang and Wang, 2004; Tang et al., 2004; Abramczyk et al., 2003). It has also been shown
that the activity of translation initiation from non-AUG start codons is context-dependent
(Chang et al., 2010).

If the translation initiation site of MAC7 were the UUG codon, PredAlgo would predict
chloroplast localization with a much better score (figure 20 A). The putative translation initiation
activity of this UUG site was evaluated by replacing the Leu41 UUG codon by other leucine
codons that would fail to initiate translation, according to studies done in yeast (Chang et al.,
2010). These showed that replacing the AUG initiation codon with other codons changed the
initiation efficiency, which was always lower than that observed with the original start site.
Changing the third base resulted in a more severe phenotype (figure 20 B). | decided to replace
the potential leucine UUG initiation site in MAC7with a CUG or CUU, to generate other leucine
codons that could have different translation initiation efficiencies and thus different abilities to
rescue mac7 by transformation.

Complementation of the mac7 deficient strain was performed by the shot-gun method
with genomic fragments containing the HA-tagged MAC7 gene in which the start codon has
been engineered. Both genes with modified UUG codons (were able to efficiently rescue the
mutant. Because the wild-type control was a BAC which is eight times larger, for the same
amount of DNA an 8-fold difference in the number of colonies was expected, which is
consistent with the difference observed in the experiment. This is comparable to the relative
transformation frequencies with MAC7-HA and the BAC clone reported in the manuscript
(figure 20 C) . Further characterization at the level of MAC7 expression in these strains were
not performed. It can be tentatively concluded that the modification of this leucine codon does
not affect MAC1 expression and therefore that the UUG codon is not used for translation and
that the AUG codon is the likely start site.

DISCUSSION

MAC1 is a TPR/HAT repeat protein encoded by the nucleus and targeted to the
chloroplast were it binds and stabilizes the 5’ end of the psaC messenger RNA. This function
is required for photosynthetic activity, as a mac7 mutant does not produce the PsaC subunit,

causing the degradation of unassembled PSI. Despite its essential function in Chlorophytes,
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Figure 23: Predicted secondary structure obtained with RNA-fold using the experimentally determined 5°UTR of
psaC immediately before the AUG start codon in Chlamydomonas reinhardtii and in Arabidopsis thaliana.
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Figure 24 : Alignment of the psaC 5’ sequence in species that do not have a MAC1 orthologue but have a CRP1
orthologue. The black line represents the CPR1 binding sequence closest to the ATG. The black boxes represent
sequence identities, the grey boxes sequence differences.



MAC1 is absent from land plants. In Zea mays, the nucleus-encoded PPR protein CRP1 is
required for stability of psaC mRNA (Schmitz-Linneweber et al., 2005). CRP1 binds psaC
mRNA via two small sequences separated by 51 nucleotides, based on immunoprecipitation
and hybridization to chloroplast microarrays (RIP-chip (Schmitz-Linneweber et al., 2005). This
protein has a structure similar to MAC1 (figure 21) but their sequences are very different,
sharing only 50% average identities on several small segments representing only 7% of the
MAC1 sequence, as determined with the BLAST algorithm.

To search for a possible conserved binding site of MAC1 in psaC genes from different
species, | aligned sequences of the psaC 5'UTR from 3 sequenced chlorophyte chloroplast
genomes They do not share a conserved sequence at their 5’end, where the small RNA
footprint was found (figure 5 of the manuscript and figure 22). Interestingly the AUG start-codon
environment shows a higher conservation.

The sequence divergence being consequent, | looked for structural conservation using
the RNAfold server (Gruber et al., 2008) and found a hairpin in some sequenced chloroplast
genomes mapping to the same region, with varying length from species to species (figure 24).
Interestingly the hairpin sequence corresponds perfectly to the small RNA footprint reported in
the manuscript. This raises the question about the link between this footprint and the precise
MAC1 binding site. Is this small RNA a MAC1 footprint or/and a left-over from RNA degradation,
more resistant because of its secondary structure? Is the structure important for MAC1 binding?

Similarly, the psaC 5°UTR from higher plants can also form a hairpin loop psaC. In A.
thaliana, the UTR seems more structured than in Chlorophytes (figure 23). Spermatophytes
species have a much more conserved psaC 5UTR than what can be observed in the
Chlorophytes (figure 24). This close sequence conservation may be explained by their late
evolutionary divergence. The hairpin predicted in all psaC mRNAs is suggestive of a PPR10-
like mechanism (Prikryl et al., 2011) in which it is proposed that the RNA-binding protein blocks
the formation of a hairpin, promoting the release of the ribosome binding site.

To address the role of MAC1 in stabilization and/or translation, a polyG tract was
inserted in the 94 base-long 5’'UTR of psaC. It was observed that the polyG tail placed 60
bases before the start codon does not fully restore the stability of the dicistronic psaC-petL
mRNA while it completely fails to stabilize the monocistronic psaC RNA, suggesting that the
mechanism behind their stability is different and seems to be more complex than expected.
Starting from the hypothesis that the 5’UTR of the precursor and the mature mRNA are

identical, the dicistronic precursor mRNA contains a polyG blocking degradation from the 5’
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Figure 25 : Construction of the plasmid used to express MAC1 in E. coli



UTR and all the stability factors of pefL that can block its degradation through the 3'UTR. The
new psaC 3'UTR produced by the maturation of the precursor mRNA is maybe not protected
against degradation in the mac? mutant therefore explaining the difference between the
precursor and the mature psaC mRNA and suggesting a role of MAC1 in 3’, direct or indirect.
At the opposite, the hypothesis could be made that the precursor and mature mRNA have a
5'UTR that differ by a few dozen of bases. This would explain why the precursor mRNA,
containing the polyG is more stabilized than the mature mRNA that would not retain the polyG.
The difference of size between the two hypothetical 5’ variants would not be resolved on a
RNA-blot. Likewise the mature RNA would be further processed endonucleolytically 44 bases
upstream of the start codon, releasing a small RNA of approximately 50nt detected as the
sRNA footprint. The shorter 5’UTR would be stabilized by MAC1 and, as a consequence, be
unstable in the mac7 strain

It could be also proposed that either the 3'UTR or the coding sequence has a regulatory
role affecting endonucleases or 3'-5' exonucleases activities. As an example it was shown that
MBB1 has two targets (Loizeau et al., 2014) and that PPR10 binding can protect RNA from
both 5’ and 3’ exonucleases (Pfalz et al., 2009). It could be hypothesized that MAC1 is involved
at another stabilization site, in addition to the 5’end of psaC. This hypothesis can be tested by
identification of other footprints, modification of the psaC 3'UTR, or engineering differently the
5UTR.

MAC1 accumulation decreases in response to iron limitation. It could be postulated that
its transcription is the direct target of iron limitation as was described for
FOXT1, FTR1, FER1, ATX1, and FEAT which all have an iron-responsive element in their
promoter (Fei et al., 2010). The iron responsive element in the FOX1 promoter does not have
a stringent consensus, “CRCRCK?”. It can be found at-115, -262, and -338 relative to the MAC1
translation start site. The sequence “AGCGATTGCCAGAGCGC”, the iron response element
of FTR1, can be aligned with “AGTGCTGGGCAGTGTGC” at -395 from the ATG. Whether
MAC1 transcription is regulated by iron availability and whether these elements play a role in

the regulation still needs to be further investigated.

108



Figure 26 : Construction of the plasmids used to replace the native psaC 5’'UTR with a polyG-containing psaC
5’'UTR



MATERIAL AND METHODS

MAC1 constructs with modified leucine codon.

They were produced by replacing the Nrul Sbf1 in the pMAC1-HA fragment by PCR
fragments obtained with oligonucleotides containing the mutation. The fragments were fused
and integrated in the Nrul-Sbfl digested vector (9550 bp) using Gibson assembly. Positive
clones were verified by sequencing.

Oligonucleotides used for PCR amplification:

Mutfor cgcggcgcaaatgggcectcagtg
mutCUUrev gtgtgagggtcaggaagagctcgcgegg
mutCUGrev gtgtgagggtcaggcagagctcgecgegg

Complementation by transformation

The nuclear transformation was done using the gene gun following the protocol
described for chloroplast transformation (Vaistij et al., 2000b) except that the construct was
designed for a nuclear expression. Transformants were selected either for autotrophy on
minimal medium HSM in moderate light (60uE), or for antibiotic resistance in heterotrophic

conditions on TAP medium in the dark .

Insertion of a polyG tract in the 5’UTR of psaC.

The construction of the vectors was done using a synthetic fragment (Biomatik)
containing the polyG (18bases) inserted at -60 relative to the ATG start codon in psaC 5'UTR.
An aadA cassette was then inserted in reverse orientation 386 bp before the psaC ATG start
codon. For the wild-type construct, the polyG was replaced by a wild-type fragment as
described in figure 26.

Homoplasmy for the insertion of the construct with aadA inserted in reverse orientation,
upstream of psaC with the native or polyG-containing 5’UTR, was checked by PCR using the
oligonucleotides polyG_dualscreen_for PsaC Prom Rev ..

PCR amplification with these primers led to a 136 bp fragment in the wild type and a 153 bp
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Figure 27 : Construction of the psaC::lucCP vectors
from a synthetic psaC(polyG)::psaC aadA vector



fragment in the polyG-containing fragment.

Primers used for the experiments presented in the Additional Material

Name

Sequence

polyG_dualscreen_For

CTGCCACTGCTTAATATAAATAC

PsaC_Prom_Rev

CGATATGAGCCATATTTAAATTTTAAG

PsaCprom5’Xbal mid

GATAGTTCAGTTTCTAGAGCAAAGC

PsaCprom3’BspHlI

GGTCATGATTTAAATTTTAAGTTAATTTTTAAAGAT

psaC pbmh For

CTGCCTCTAATAAAGTCATCGATTTACATTAGAAAAGTTATA
TA

psaC pbmh Rev

AGCTTCACGTGATACTTAAGATCTTCTAACTGTCATTGGCAT
CC
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RESULTS Chapter lI: Acclimation to excess
light

INTRODUCTION

In nature, light conditions vary significantly in both time and space. Photosynthetic
organisms have to constantly regulate their metabolism, and in particular, the way they collect
light energy. The strategy used by photoautotrophs to adapt to light conditions is dependent
on many other environmental factors including temperature, CO> and O concentrations,
availability of water, or supply of macro and micro-nutrients.

The photosynthetic apparatus is regulated at two levels, the first level occurs within the
first minutes (short term), and the second within hours or days (long term). Short-term
acclimation involves biochemical processes that occur in the thylakoids and affect the use of
light excitation by the photosystem antennae. This type of regulation involves the NPQ
mechanisms (Goss and Lepetit, 2015), which dissipate excess light as heat (qE), re-arrange
the antenna distribution between photosystems (qT), or causes photodamage to a core sub-
unit of PS Il (gl) (detailed in the Introduction).

The activity of the bef complex is also regulated over the short-term, as it is known to
be affected by thylakoid lumen acidification via a process called photosynthetic control, thus
affecting the speed of the whole electron transfer chain (Rott et al., 2011; Kramer et al., 1999).
Finally, light absorption can be modulated by chloroplast movements within the cell (for non-
motile photoautotrophs) or by phototaxis (for motile organisms). A more detailed description of
these types of regulation can be found in the “Short term acclimation” section of the
Introduction.

Over the long term, from hours to weeks, photosynthetic organisms are subject to
varying light intensity, from night (0.005 umol photons.m2.s' at full moon) to 2000 umol
photons.m=2.s1 (light on a sunny day at noon) during the day. Under such day-night cycles,
regulation of the photosynthetic machinery is needed to keep metabolic homeostasis. In pine
for example, it was reported that the photosynthetic machinery is further adjusted with the
seasons (Verhoeven et al., 2009). In bacteria, most regulation occurs on a transcriptional level.

In eukaryotic cells, acclimation requires coordination of both nuclear and chloroplast gene
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expression.

How light regulates nuclear gene expression is not entirely understood. Light signals
are perceived in the cytoplasm through photoreceptors such as phototropins (Briggs and
Christie, 2002), and by retrograde signaling from the chloroplast. Numerous molecules are
thought to transmit information from the chloroplast to the nucleus, including ROS (Maruta et
al., 2012), Mg-protoporphyrin IX and other heme derivatives (Strand et al., 2003)(Zhang et al.,
2015) linked to the GUN genes (Brzezowski et al., 2014), and the redox state of the
plastoquinone pool via an unknown mechanism (Kimura et al., 2003).

In the chloroplast, regulation of gene expression was demonstrated with a few
examples of transcriptional regulation. Chloroplast transcription is affected by light and by the
PQ redox state, which both affect psaA/B and psbA transcription (Pfannschmidt et al., 1999).
These cues also modulate accumulation of psaA/B and psbA mRNA, the amount of P700, the
quantity of Qa, and the chlorophyll a/b ratio in mustard (Pfannschmidt et al., 1999). Translation
and mRNA stability are examples of regulation that control psbA (Trebitsh et al., 2000; Zhang
et al., 2000).

The objective of this project was to understand the molecular mechanisms involved in
the regulation of PS | accumulation by comparing conditions in which the change is maximized.
PSl is ideal for this study as it is much less sensitive to photodamage and photoinhibition than
PS Il, leading to phenotypes that are easier to understand. For these experiments, the chosen
model organism was again Chlamydomonas reinhardtii, which is a photosynthetic haploid
microalga that presents the advantage of also being able to grow independently of
photosynthesis, using acetate as a carbon source.

While this work was in progress, similar data were published by (Bonente et al., 2012)
and the project was discontinued. Thus only preliminary experiments will be presented

hereafter.

RESULTS

Conditions that modulate PsaA accumulation

Light quantity represents the environmental parameter that fluctuates most often and
with a high amplitude, which might affect photosystem accumulation. Tests revealed that gas

supply is also important, as the doubling time of Chlamydomonas reinhardtii can fluctuate from
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Figure 28: Immuno-blot analysis of protein accumulation in different growth conditions.

Total proteins were extracted from cells following 24-h acclimation under different light and gas
conditions, and analyzed by SDS PAGE and immunoblotting with the antibodies shown on the right of
the panels. Amido-black staining of the immuno-blot membranes is shown at the bottom as a loading
control. Samples were loaded on a protein basis (25 ug / lane).



8 h observed in mixotrophy at 60 ymol photons m2 s, to 6 h when the culture is bubbled with
air. Several tests were performed to determine conditions in which there is differential
accumulation of PS | during long-term acclimation without excessive ROS production. The
effects of light intensity, medium composition, temperature and the addition of CO, (bubbling
of air enriched with 5% CO) were investigated. However, temperature influences the rate of
intracellular metabolism and the kinetics of photosynthesis and as a consequence, hinders the
identification of regulation specific to photosynthesis. Experiments were performed at 25°C by
growing cells in minimal media with bubbling air under 6 umol photons m2 s-! or under 350
pmol photons m2 s-1. Differential accumulation of PS | was evaluated by immunoblotting (figure
28). Supplemental tests were performed using different light conditions and in different gas
conditions to determine whether the responses are driven by light, CO- availability, or energetic
metabolism.

The results (figure 28) show that light intensity affects the accumulation of both
photosystems and their antennae, while cytochrome f and ATPase are not visibly affected by
light. These results were confirmed by Bonente et al. (2012) who showed a decrease of both
PsaA and D1, while ATPase and bsf were stable based on the cell count. Surprisingly, ATPase
seems to be affected by both CO, and acetate, suggesting that it is also regulated, and that
the presence of acetate has an effect on chloroplast regulation. It also seems that the bubbling
of N2 to remove CO, and O affects the regulation.

Because excess light is harmful for photosynthesis; photo-oxidative stress was
evaluated by first measuring the Fv/Fm ratio. The maximum quantum yield of PSII (Fv/Fm),
can be estimated by measuring the increase in fluorescence emission from dark-adapted
minimal fluorescence (Fo) to maximal fluorescence (Fm), which is associated with the closure
of reaction centers under saturating light conditions (Fv = Fm - Fg). D1 is a protein of the PS I
core that is very sensitive to photoinhibition, when thylakoid membranes are under stress
conditions this protein is damaged and there is a decrease in the Fv/Fm ratio. Cells in the
conditions described above had Fv/Fm around 0.6 in high light and 0.72 in low light and can
be considered as weakly stressed.

During high-light stress, photosynthetic electron transport produces toxic ROS. In order
to determine if cells were under oxidative stress in these experiments, nitrobluetetrazolium
(NBT) was used. This molecule reacts with superoxide ions to form an insoluble formazan
precipitate that indicates ROS stress (figure 29).

Cells acclimated to low light produced superoxides when they were placed under high
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Figure 29: Superoxide production measured with NBT.

Cells pre-acclimated to different light condition were treated with high light or low light in the

presence of 50uM NBT. The precipitate formed was separated from the culture by filtration and
washed with HCl and methanol

Figure 30 : Western blots using protein extracted from 2 cultures separately acclimated for 3
days under 8h/16 h light /dark cycles either to high light (left, 350 umol photons m? s ) or to
low light (right, 6 umol photons m? s) and harvested during the fourth day. Samples from
equal numbers of cells were loaded.



light, while the high-light acclimated cells did not produce any detectable superoxide under the
same condition. These data suggest that when C. reinhardltii is acclimated to the high-light
conditions used in this work it does not endure oxidative stress, in contrast to non-acclimated

cells.

Diurnal effects on acclimation

Circadian regulation was found to affect chloroplast transcription (Hwang et al., 1996).
A bacterial type sigma factor (RPOD) which is nucleus-encoded was thought to be an important
player in this regulation as its mMRNA fluctuates during light-dark cycles (Carter et al., 2004).
The RPOD protein accumulation was controversially reported to be stable in light dark cycles
(Kawazoe et al., 2012).

To investigate the interplay with light intensity an experiment was performed under
light-dark cycles in C. reinhardtii adapted to low and high light. (figure 30).

In light-dark cycles cells divide at night, and the decrease in total protein per cell can
be used as a control to confirm synchronous division. It appears that PsaA exhibits a light-dark
pattern under low light, which peaks in the middle of the light period and is at its lowest at the
end of the night. This variation follows the cellular protein content. High-light day-night cycles
also led to discrete light-dark behavior in the level of PsaA accumulation, which peaked during
the middle of the light period, but again followed the cellular protein content. In conclusion, it
appears that light-dark cycles do not cause variation in the level of PsaA accumulation on a
protein basis, even during the night period when PsaA might expected to increase since it was
observed to increase in constant low light (figure 30). This suggests that the day-night

regulation is separate from the daylight intensity regulation.

Requlation of PsaA accumulation is not at the level of RNA maturation

Precursor RNAs are maturated and/or spliced to give the final translatable mRNA;
therefore, these steps are also a potential target of regulation. For example, for psbA the
amount of released introns, assumed to reflect the rate of splicing, increase 6—10-fold under
light in response to the redox poise, suggesting possible regulatory control at the level of
splicing. This suggests that, as psbA introns are from the group I, protein dependent, a

regulatory event might be protein-directed (Deshpande et al., 1997). Maturation also involves
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Figure 31: Immuno blots using protein extracts from cells acclimated for 24 h to different light
conditions (LL: 6umol.m?s™, HL: 350umol.m?s?) and bubbled with air in minimal medium (HSM).
The strains used were the psaA splicing mutant raal rescued with an intron-less psaA construct
(psaA-Ai) or with a cosmid containing the RAA1 gene.



the activity of endo- and exonucleases. There are a few examples of regulation at the
maturation step. One of them is the report that P54, a 3'-endoribonuclease, appears to be
phospho-regulated and highly sensitive to the redox state in mustard (Liere and Link, 1997).
Similarly, MCA1, a limiting factor in the accumulation acting at the 5’end of petA mRNA, is
down-regulated under nitrogen starvation (Raynaud et al., 2007)

The trans-splicing of psaA is a complex mechanism involving many proteins. It was not
clear whether the process could provide a target for regulation. The trans-splicing of psaA is
defective in the raa? mutant of Chlamydomonas reinhardfii. This mutant was successfully
rescued by expression of intron-less psaA cDNA (psaA-A4i) in the chloroplast, or as a control
by nuclear insertion of a cosmid containing the RAA7 gene (Lefebvre-Legendre et al., 2014).
There was no evidence for a regulatory role of trans-splicing in response to iron availability,
which is known to affect psaA accumulation.

Similarly, the high light versus low light acclimation of both intron-less and cosmid
rescued strains did not show any difference (figure 31). Thus the regulation of PsaA

accumulation under different light intensities is not at the trans-splicing step.

Requlation of mMRNA accumulation / translation

In the chloroplast, mMRNA degradation is an important player in the modulation of
biogenesis (Salvador and Klein, 1999). To determine whether mRNA accumulation differed
under the two light regimes, samples from adapted cultures were analyzed by RNA blot
hybridization .

It appeared that high light did not have a striking impact on the accumulation of selected
mRNAs of photosystem | and Il core subunits (figure 32), or on the correct splicing of psaA
(figure 31). Because the HL lane is a little overloaded, a small decrease in HL may be inferred.

Similarly the fusion of the psaA, psaB, and psaC 5°UTRs to the luciferase reporter gene
revealed that the 5’UTRs of psaA, and psaB are not targets of regulation mechanism according
to the light intensity in phototrophic conditions. Conversely the psaC 5’ UTR seems to react to
the light intensity (figure 33). This suggests a regulation of translation as psaC mRNA
accumulation does not appear to be influenced by light intensity (figure 32). This regulation
could affect in cascade the translation and assembly of the whole photosystem through the
CES.
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Figure 32: RNA-blots of cultures acclimated for 24 hours in different light
conditions and bubbled with air.

The probes used are indicated on the right, and the picture of the gel stained
with ethidium-bromide (EtBr) is shown at the bottom.



Requlation through translation or degradation.

In most reported cases, the 5’'UTR is the target of regulation; therefore to investigate
translational regulation we decided to use constructs containing the chloroplast codon-
optimized firefly luciferase reporter (/ucCP, (Matsuo et al., 2006)) fused to the promoters of
psaA, psaB, and psaC. The constructs contained afpB as a selectable marker for
photoautotrophic growth and were introduced in the FUD50 strain, which carries a deletion of
atpB. The transformants were acclimated for 24 h under low or high light with air bubbling and
collected for a luminescence assay.

There were large differences in the absolute values of luciferase activity in the different
constructs. This was surprising as all PSI sub-units are synthetized in equimolar ratios. The
promoters/5’'UTR may have lacked some regulatory sequences. Alternatively, the relative
translation or mMRNA stability of the respective endogenous genes may be diverse. In any event,
only the activity of psaC 5'UTR appeared to be slightly affected by high light.( P-
value=0.0387)(figure 33).

As there was no significant decrease in luciferase activity under high light, these data
also suggest that regulation is not at the level of translation. Therefore the proteolytic turnover
of the protein should be considered under the different light conditions. To investigate this
process, acclimated cultures were incubated with either protease inhibitors to block the activity
of proteases, or chloramphenicol to block chloroplast translation.

The protease inhibitor cocktail and chloramphenicol were previously used to investigate
the stability of recombinant proteins (Michelet et al., 2011). It is not clear whether the protease
inhibitor treatment was efficient since the proteases involved in D1 turnover were apparently
not inhibited. Similarly the regulation of PsaA core protein accumulation was not affected. With
the chloramphenicol treatment in high light, the D1 subunit of PSII, which is normally actively
renewed because of photoinhibition, strikingly decreased as expected. In contrast PsaA

appears to have a long half-life in high light. (figure 34).
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Figure 33: Luciferase activity assays on strains expressing luciferase under the control of the psaA
exonl, psaB, or psaC 5’°UTR in the chloroplast. Each strain was submitted to either low ligh (LL,
6umol.m?s?) or high light (HL, 350umol.m?s?) with bubbling for 24 h. The determined p-value for
the psaC::lucCP experiment is 0.0387.
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Figure 34: Western blots on protein extracts from cultures acclimated for 24 h in low light or high
light with bubbling. The cultures were then treated for 8 h with either the chloroplast translation
inhibitor chloramphenicol or a broad-range protease-inhibitor cocktail and compared to the non
treated cells (NT) kept under the same conditions.



DISCUSSION

Acclimation to light intensity

The data suggest that light intensity affects the quantity of photosystems present in
long-term acclimated states. These states were obtained under low and high light with bubbling
the cultures with air to standardize gas availability. The long term acclimation to high light
involves a decrease in PS | and PSIl levels compared to total proteins. The amount of PSI
antenna protein LHCI follows the decrease in PS I, indicating a concomitant adaptation of the
whole complex to the new quantities of the PS | core. Such acclimation influences the light
harvesting capacities of the photosynthetic chain, decreasing when light intensity goes over
what is needed for growth. The growth rate is determined by three parameters: the first is the
intrinsic speed of metabolism that depends on the temperature and on an organism-dependent
constant, the second parameter would be the availability of energy sources, in this case
acetate or light, and finally the third is the availability of external nutrients such as CO.. In low
light, the availability of energy limits growth and cells tend to harvest as much light as possible
and therefore invest in building larger quantities of photosynthetic machinery. In high light, the
availability of nutrients is limiting, and harvesting useless energy is detrimental; the cell
therefore degrades its supernumerary photosynthetic apparatus.

These data are consistent with a study that reported a similar acclimation after 10
division cycles under high or low light (Bonente et al., 2012). Those authors demonstrated that
the number of photosystem core proteins PsaA and D1 per cell decreases in high light
compared to low light. This decrease is also seen in the antenna of both photosystems as the
harvesting capacity per reaction center is stable and the abundance of reaction centers is lower.
The short-term acclimation to high intensities was also reported to drastically affect PsaC and

the oxygen-evolving complex in mixotrophy (Nama et al., 2015).

Effect of electron sinks on requlation

In the present experiments, the addition of CO; to minimal medium decreased the effect
of high light, suggesting a role for electron acceptance in this regulation. One could imagine
that the accumulation or the redox state of one or more intermediate in the chain of electron

transfer from the photosystems to the CBB cycle is sensed, subsequently triggering the
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regulation. High CO: levels that enhance activity of the CBB cycle, would increase the ATP
and NADPH demand thus decreasing the overaccumulating proton gradient at the thylakoid
membrane and the reduction of the acceptors. This proton gradient is also known to have
regulatory effects as it enhances the qE component of NPQ by activating VDE (Jahns et al.,
2009) and protonating different antenna protein residues such as in LHCSR3 (Tokutsu and
Minagawa, 2013), The proton gradient also affects the rate of plastoquinol oxidation by the bsf
complex (photosynthetic control). In tobacco the build-up of a proton gradient does not affect
the accumulation of the photosynthetic machinery (Rott et al., 2011). In C. reinhardtii, the
mutant mda7-ncc1is defective in the stabilization of the aipA/psbl/cemA/aipH messenger, thus
showing a defect in ATPase. This deficiency induces an increase in the proton gradient. The
mutant does not show any difference in psbC and pefA translation (Drapier et al., 2002).
Accumulation of the psbD mRNA is also normal (Boulouis et al., 2015).

The presence of acetate in the medium also lowers the effect of light, suggesting a role
for carbon metabolism, possibly through mitochondrial respiration or chloroplastic
photorespiration. In mixotrophy, acetate in the media is catabolized and respired at the level
of the mitochondria, releasing substantial amounts of CO; (Singh et al., 2014). There is a
reported link between mitochondrial CO, production and its incorporation in the chloroplast
(Singh et al., 2014). The results shown here show that addition of CO; or acetate into the media
under high light have similar effects on the photosynthetic apparatus. It is possible that CO-
which is produced by acetate respiration, is used in the CBB cycle as with CO, bubbling,
therefore promoting a comparable response.

Furthermore, the bubbling of nitrogen, chasing O, and CO,, changes the signal that
triggers PSI and Il long-term acclimation. Anoxia was shown to limit the electron flow
downstream of PSI (Alric, 2014) by increasing the reducing pressure on the chain,. As a
consequence, reducing power accumulates in the photosynthetic chain even in low light and
triggers a high-light type response, therefore decreasing the accumulation of photosystems.

The acclimation to high light requires the electron transport chain to readapt to
excitation energy. Under these conditions, when the cells are not acclimated, electron transport
machinery initially suffers from too many electrons being injected in the chain by PS Il, which
disrupt the balance within the redox couples that are essential in the chain. An electron-
saturated chain is more likely to react with molecular oxygen and produce ROS in non-
acclimated cells (figure 29). To decrease the number of electrons injected in the chain and

avoid an unbalance of the redox equivalents, photosynthetic organisms have developed
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protective mechanisms, including NPQ that dissipates the extra energy absorbed in the short
term and photosystem accumulation adjustment that decreases light absorption in the long
term. The latter plays a major role in decreasing the light energy input into the chain. It was
observed that the relative light absorbed per cell decreases in excessive light, consistent with

the decreasing levels of the photosystem core.

Role of the redox poise

Among the electrons acceptors, ferredoxin which is the first intermediate downstream
the photosynthetic machinery, is seen as a major player in energy distribution (Peden et al.,
2013). Ferredoxin may have a role in regulation as its overreduction triggers cyclic electron
flow (Johnson et al., 2014) and regulates psbA translation (Trebitsh and Danon, 2001). Redox
poise sensing via ferredoxin is thought to go through thioredoxin and STT7 as suggested
(Lemeille and Rochaix, 2010). Unfortunately, no technique is available to investigate the redox
state of the different ferredoxins, but western-blotting analysis could help to show if there is a
correlation between their accumulation and the regulation of several chloroplast proteins. In
addition, an acclimation test using different ferredoxin, thioredoxin, and flavodoxin mutants
may be attempted, but only if the mutant is photosynthetic. This also points to the problem of
the redundancy of the ferredoxins. In vitro, the Glu-91 residue in FDX1 (PETF) was found to
be critical for reduction of thioredoxin by FTR (Jacquot et al., 1997). The rescue of an fdx7
mutant by a modified ferredoxin would show a different long term acclimation phenotype if
thioredoxin was involved in the pathway, and if flavodoxin does not compensate the effect.
Overexpression of this ferredoxin leads to markedly better resistance to heat stress,
suggesting that it has a role in pre-acclimation and/or ROS scavenging (Lin et al., 2013).
Studying light acclimation in this strain would help our understanding of the regulation.

At the level of bef complex, the redox state of the plastoquinone pool was postulated to
affect gene expression via STT7, CSK and PTK in C. reinhardtii (Rochaix, 2013). The sft7
mutant, which is unable to sense the plastoquinone redox poise and maybe also the ferredoxin
redox state as seen in plants (Rintamaki et al., 2000), shows a modified accumulation of PSAD,
PsbA and LHCSR3 compared to the wild type, affecting the acclimation needed to grow under
different light irradiances (Bergner et al., 2015). This illustrates the regulatory role of the redox
poise on protein biogenesis or degradation. In A. thaliana, the stn8 mutant which is affected in

phosphorylation of PSII and therefore in regulating the photosynthetic apparatus, shows
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decreased accumulation of psaA, PSAD, LHCBZ. 1, and rbcL mRNA (Bonardi et al., 2005). In
addition, the pgr/7 mutant, impaired in the cyclic pathway around PSI which normally reoxidizes
ferredoxin and reduces the plastoquinone pool, shows a decreased accumulation of PSAD. In
Chlamydomonas, npg4 is a mutant impaired in LHCSR3 , which is involved in energy
dissipation in high light. lts absence leads to over reduction of the photosynthetic chain in high
light, therefore inducing ROS production. In npg4, the accumulation of PSAD is not modified
while pgr/1/npg4 shows a bigger loss of PSAD than the pgr/7 single mutants (Bergner et al.,
2015). Taken together, these data suggest that several signals might be detected separately,

which subsequently trigger different effects on the accumulation response of the photosystems.

Identification of the requlation targets

The target of regulation induced by high light is unknown. Because the circadian rhythm
is one of the best-characterized light regulatory responses at the level of transcription, |
decided to examine the interaction between the high-light response and the diurnal rhythm.
The amount of PsaA per cell fluctuated in line with the total protein quantity, suggesting that
light/dark cycles do not affect the quantity of PsaA with respect to total protein. However on a
per cell basis, total protein amounts as well as PsaA increase gradually and then drop because
of cell division.

The lack of PsaA overaccumulation during the dark phase in high-light acclimated cells
suggests that down-regulation of PsaA accumulation is inhibited during the night in
synchronized cells. This contrasts with the acclimation of continuously illuminated cells, in
which the change in conditions already triggers visible effects within the first 3 hours (figure
28). The first hypothesis that can be made explaining the lack of PsaA overaccumulation would
be that protein synthesis is slowed down at night due to the lack of available energy. Another
hypothesis would be that an unknown component of the signaling pathway can perceive
whether cells are in day or night conditions and can block regulation at night. Jacobshagen
and Johnson (1994) reported that some proteins have a continuous rhythmicity entrained by
cell division even if the cells have not been exposed to light/dark cycles. , Other proteins stay
perfectly constant in continuous dim light and oscillate in light/dark cycles, demonstrating that
not all proteins are affected in the same way by light/dark rhythmicity and suggesting the
existence of acclimation to rhythmic conditions.

Chloroplasts of many species contain introns in their genome. While splicing varies
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between species on the base of the length of their introns, and in the genes involved, the
presence of splicing in the chloroplast is conserved. An evolutionary advantage of splicing was
proposed to occur at the regulatory level as psbA mRNA, which has four group | introns, has
a light-dependent splicing rate (Deshpande et al., 1997) while the replacement of the psbA
gene with an intron less copy is phenotypically silent in laboratory conditions (Johanningmeier
and Heiss, 1993). In contrast, trans-splicing of the psaA mRNA, which is matured from four
different transcripts, was not found to have a regulatory role during iron deprivation (Lefebvre-
Legendre et al., 2014). The results presented here demonstrate that a strain with an intron-
less version of psaA still exhibits high-light regulation of PsaA accumulation. This is a further
situation in which the presence of splicing does not present a visible advantage over the non-
spliced situation.

Moreover, the fact that psaA splicing is not affected by light, directed the search of the
regulation toward investigations on mRNA accumulation in response to light treatment. RNA-
blot experiments on cells acclimated to the different light intensities indicated that the psaA,
psaB, and psaC mRNAs are not significantly affected by light treatment. Therefore, it could be
assumed that messenger quantity does not reflect protein quantity, which depends on
translation and protein degradation (Drapier et al., 1998)(Eberhard et al., 2002). Drapier et al.
(1998) demonstrated that accumulation of azoA mRNA is not limiting for protein accumulation.
In order to determine a possible role of mMRNA accumulation and of translation, on the
expression of the chloroplast encoded PSI subunits A, B, and C, the promoters and 5'UTRs of
psaA, psaB, and psaCwere fused to the luciferase ORF. There were no significant differences
of the luciferase activity for both psaA and psaB 5’UTR while a small but significant difference
can be observed for psaC 5°UTR. This observation would suggest a role of psaC in the
regulation of the stability of the photosystem | in response to different irradiances. Of course,
the reliability of the luciferase reporter depends on the construct, which may need further
improvement, such as a longer 5 fragment. The 3'UTR is sometimes required for correct
translation (Rott et al., 1998). Association of the luciferase with the endogenous 3’ of the
respective genes might show whether acclimation to these different conditions involves the
3'UTR. In addition, several publications have reported that the coding sequences can also
have roles in translational regulation, as well as the context of the start codon, the presence of
introns or the codon usage (Chaney and Clark, 2015; Richter and Coller, 2015). Fusion of the
luciferase as a C- terminal tail to the gene of interest could yield an even more reliable reporter

construct but may also induce the co-degradation of both the endogenous and the luciferase
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proteins, therefore affecting the reliability of the reporter . Use of a self-cleavable FMDV-2A
peptide as a spacer might solve the problem (this peptide was successfully used in E.coli
(Dechamma et al., 2008)). A protein pulse-labelling experiment with 35S0, or '“C-acetate could
also be used to monitor translation of PsaA/B. but in high light, D1 (and maybe others) is highly
translated, thus creating a high level of background and making other proteins difficult to
visualize.

Translation was monitored by blocking degradation with protease inhibitors. This
showed that PsaA appears to be stable when treated with a protease inhibitor, suggesting that
either It is not stable and the degrading protease is not sensitive to the treatment, or that the
rate of degradation is slow and PsaA stable, or that the treatment did not work, although it was
reported to increase VapA accumulation (Michelet et al., 2011). Following the same treatment,
D1 levels were slightly decreased. In contrast, chloramphenicol treatment, which prevents
chloroplast translation, drastically lowered D1 levels, demonstrating that it has a high turnover
rate in high light (turnover rate defined as the speed of degradation/replacement) while it is
slower under low light. Collectively, these data suggest that D1 is regulated by an abrupt
change in its turnover rate. PsaA protein seems to be more stable, demonstrating that the low
levels of PSI observed under high light reflect small changes in the turnover rate. Interestingly,
PsaA shows a small increase when cells are treated with chloramphenicol. Considering that
this observation implies a balance between synthesis and degradation, this result suggests a
slower rate of degradation. The only protease that could be directly affected by
chloramphenicol treatment is the single chloroplast protease that contains a chloroplast-
encoded subunit, ClpP1. This subunit is involved in the degradation of RpoA, Rps12, and AtpB
(Ramundo et al., 2014).

Materials and methods

Strain and culture conditions

The strain used in this study was the WT 1a+ (cell wall-plus) strain derived from 137C.
The experiments were performed in filtered HSM (to avoid autoclave-induced precipitate
formation), unless otherwise specified. The cultures were all bubbled with ambient air and
stirred under fluorescent tubes with the indicated light intensity. raa7 is a nuclear mutant

deficient in psaA splicing, and complemented strains have been described (Lefebvre-Legendre
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etal., 2014). FUD50 is a chloroplastic mutant carrying an afoB deletion (Goldschmidt-Clermont

et al., 1991). The cells were harvested in the log phase below 2 x 106 cell/mL.

Luciferase strains

The strains expressing luciferase under the control of the psaA, psaB, and psaC5UTR
were obtained by transformation of the FUD50 strain with a construct containing the afpBgene
and the different luciferase chimeric genes as described in figure 6 of the MAC1 manuscript.
The psaA /ucCP construct contains 405 bp upstream of the ATG in exon 1, for psaB 596 bp
upstream of the ATG, and for psaC 250 bp.

The transformation was performed by Helium gun as previously described ((Boynton
et al., 1988; Neupert et al., 2012). Homoplasmy of the transformants was checked by the lack
of the parental FUD50 deletion. PCR gave an amplicon of 1254 bp for the deletion while the
wild-type fragment would be 3441 bp long (using EcoRI-AtpB-for and A{pB-rev4 primers; 35

cycles, 50°C, 1.5 min of elongation).

NBT measurements

NBT (Sigma) was added directly at 50 uM to 2 mL of the culture containing 1 x 106
cell/mL, which were then treated with the indicated light level for 1 hour. The reaction mix was
then filtered on Whatman TLC grade paper discs and washed once with 1 M HCI and once

with 100% methanol. The filters were then dried and scanned.

RNA /probes

psaA Ex3(Genomic) | TTAACCTACAGAAATGATA | AAATTTTAGAAGCTCACCGT
CGTG

psaB (Genomic) AACTGTTTCCAAAATTTAG | AATGAGTACATGTGTTGTG
C

psaC (Genomic) CCCATTAGCCGTGGTTTT | ATTCCCTAATGGACCAAAAGCA
ACTCAT GTCATTCAA

psbD (Genomic) GATGACTATGCACAAAGC | ACATTGCGTGTATCTCCAAAA
AG
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Luciferase measurements

The different strains were grown under the indicated light conditions until they reached
a density of 2 x 108 cell/mL. For psaA and psaB promoters, triplicate samples of 50 L of each
culture was placed in a white 96-well plate on dry ice, the psaC culture was concentrated 10-
fold before being deposited. Frozen plates were kept at -20°C prior to the measurement. For
the measurement, 100 L of luciferase reagent (potassium phosphate buffer 50 mM pH 7, 150
mM NaCl, protease inhibitor cocktail (Sigma), 2.5 mM ATP, 2.5 mM MgCl., and 4 mM luciferin)
was added to the frozen plate using a multichannel pipette before monitoring luminescence
emission kinetics at 28°C in a Biotek Synergy 2 plate reader. The peak value of luminescence

was retained for analysis.

Chloramphenicol and protease inhibitor treatments

The experiment was conducted as previously described (Michelet et al., 2011). Briefly,
acclimated cultures were supplemented with either 200 ug/mL of chloramphenicol, or with
protease inhibitors (1 mM AEBSF [Sigma-Aldrich]) plus two protease inhibitor cocktail tablets
for 100 mL culture volume (Complete mini, EDTA-free [Roche]). Samples were harvested at

the indicated times following treatment.
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GENERAL DISCUSSION

BACKGROUND

The assembly of protein complexes in the chloroplast requires concerted gene
expression from both the nucleus and the chloroplast genetic machinery. The nucleus encodes
most of the chloroplast proteins that are involved in metabolism, or participate in the assembly
and structure of the photosynthetic complexes. Among the nucleus-encoded proteins exported
to the chloroplast, many are involved in plastid gene expression, and assist with splicing,
maturation, stability and translation of mRNAs. So far, little is known about their role in

modulating gene expression in response to environmental changes.

MAC |

The role of MAC1 in psaC mRNA expression.

The results presented in this thesis report the characterization of a nuclear mutant of
Chlamydomonas reinhardfii that is deficient in PSI. This strain, hereafter called mac7, was
obtained from a random insertional mutagenesis screen and contains only one-fifth the wild-
type amounts of PsaA and no detectable PsaC, and has lost the capacity for photoautotrophic
growth. This parallels what was reported for a psaC deleted strain (Takahashi et al., 1991) in
which the whole PSI was rapidly degraded. Further analysis revealed that mac? fails to
accumulate both the mature psaC mRNA and the dicistronic precursor RNA psaC-peiL, while
petL is not affected, probably stabilized by independent mechanisms. The presence of wild-
type amounts of pefL also indicates that it is transcribed normally. Similar effects were seen
with the deletion of psb/that did not affect the presence of the other mature mRNAs transcribed
from the same polycistronic unit (Drapier et al., 1998). The transcriptional activity of psaC was
evaluated in a run-on transcription assay, which revealed that this and other genes appear to
be normally transcribed in the mac7 mutant compared to the WT. This result offers another

example that most of the nuclear mutants affected in chloroplast gene expression are not
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impaired at the level of their transcription but at subsequent steps (see table 6 in the
Introduction). This illustrates a divergence in the regulation of gene expression when compared
to the chloroplast ancestor, a cyanobacterium.

Furthermore, in mac?7 other PSI mRNAs are unaffected at the level of their splicing,
maturation or stability, but effects on their translation were not investigated. It was
demonstrated that the translation or stability of complex subunits in the chloroplast of C.
reinhardtii can be controlled by the assembly of the complex itself (Choquet et al., 1998; Kuras
and Wollman, 1994). The stoichiometric accumulation of the different subunits needed for the
accumulation of a complex is thought to be regulated by the presence of unassembled subunits.
This feedback regulation known as Control by Epistasy of Synthesis CES acronym was shown
to control the expression of the chloroplast-encoded PSI subunits (Wostrikoff et al., 2004).
When PsaA is produced in excess of its assembly partner PsaB, unassembled PsaA exerts
negative feedback regulation on the translation of its own mRNA. Likewise unassembled PsaC
negatively regulates its own translation. CES is also involved in the regulation of the other
photosynthetic complexes, such as the b6f complex and PSII. In the case of ATP synthase,
overaccumulating AtpB subunit positively regulates AtpA biogenesis while downregulating its
own, through effects on translation at the level of the 5’UTR (Drapier et al., 2007). The
accumulation of MCA1, which is required for the expression of the petA mRNA, increases
when the cyt; is not assembled in the bsf complex (Boulouis et al., 2011). This behavior was
not observed with MAC1, its accumulation is independent of the presence of PsaC in strains
where psaCis disrupted by the aadA cassette (Takahashi et al., 1991)(data not shown).

The sequencing of small RNAs from C. reinhardtiirevealed that some were present in
the chloroplast, due to the protective effect of RNA-binding proteins, producing “footprints”
(Loizeau et al., 2014). Similarly plants also produces small RNA in the chloroplast that
correspond to protein binding sites (Wiliams and Barkan, 2003; Ruwe and Schmitz-
Linneweber, 2012). While the wild type possesses a 50-nucleotide footprint at the beginning
of the psaC5'UTR, the mac7 strain does not, suggesting that MAC1 has a target in the 5UTR
of psaC. In vitro assays confirmed the ability of MAC1 to bind this 50nt track (figure 7 of the
manuscript). This mode of action is common in the chloroplast as several key players in mMRNA
maturation also target the 5’UTR of mRNAs. This is for example the case of MBB1 (Loizeau
et al., 2014), MCA1 (Raynaud et al., 2007), MDA1 (Drapier et al., 2002) and numerous others.
A firefly luciferase reporter gene under the control of a fragment containing the promoter ant
5'UTR of psaC (250bp upstream the start codon) confirmed that a target of MACA1 is the psaC

126






SUTR.

The MACT gene disrupted in the mutant was cloned by inverse PCR. Genomic
fragments corresponding to the whole MAC7 gene transformed into the mac? mutant
successfully complemented photoautotrophy. Complementation could be achieved with a
large 80 Kb bacterial artificial chromosome (BAC) and with a 6 Kb fragment containing a single
open reading frame encoding MAC1. The rescue also restored expression of the luciferase
reporter driven by the psaC5'UTR. MAC1 is a protein that is only present in unicellular algae,
and is absent in land plants that use CRP1 (a PPR protein) to stabilize the psaC and petA
MRNA (Schmitz-Linneweber et al., 2005). MAC1 was confirmed to be localized in the
chloroplast by immunofluorescence and cell fractionation, the latter also showing its presence
mainly in the stroma. These result suggest a model where MAC1 binds the 5’UTR of the psaC
mMRNA in the stroma.

BLAST searches with the MAC1 protein sequence revealed homology to MBB1, which
promotes the stability of chloroplastic psbB/T/H mRNAs (Loizeau et al., 2014) in algae and its
homologue HCF107 which stabilizes the 5’UTR of psbH and is needed for psbB translation in
land plants (Felder et al., 2001). Both MAC1 and MBB1 are predicted to contain TPR or HAT
repeats. The mutant mac7 could be rescued with a MAC1 genomic fragment modified to
encode a triple HA tag at the C-terminus. The different complemented lines contained various
levels of MAC1-HA and showed a parallel accumulation of psaC mRNA, but all had wild-type
amounts of the PsaC protein. This reveals that psaC mRNA is present in apparent excess in
the conditions tested, which is compatible with the model that PsaC accumulation is regulated
at the level of translation by CES. (Wostrikoff et al., 2004).

The maturation of RNA in the chloroplast depends on specific endonuclease cleavage and on
exonuclease degradation from the 5’ as well as from the 3’end. (Drager et al., 1996) (Chevalier
et al., 2015). Even though 5-3’ degradation is often reported to be a major determinant of the
half-life of mMRNA, maturation mechanisms of polycistronic RNAs indicated the importance of
alternative or partial degradation processes (Barkan et al., 1994; Choquet, 2009). The mature
ends were shown to be determined by exonuclease protection, directed by sequence-specific
RNA-binding proteins (often from the PPR, OPR, or TPR protein families, see table 6 of the
Introduction) or by hairpin structures.(Goldschmidt-Clermont et al., 2008). In order to
distinguish between different maturation mechanisms, a polyG tract is often inserted either in
the 5" or 3’ UTR, to create a structure blocking exonucleases (Drager et al., 1998). The

experiments with luciferase reporter expression driven by the psaC 5’ UTR revealed that the
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insertion of a polyG tract does not completely compensate the lack of MAC1 in the mutant. It
suggests that the mRNA is still unstable and that either the position of the polyG is not optimal
for the re-stabilization, or that mRNA degradation could occur through more complex
mechanisms involving endonucleases or 3'-5’ exonucleases that are normally blocked directly
or indirectly by MAC1. As the chimeric luciferase transcripts (psaC:/ucCP) were heterogeneous
and could not be reliably detected, it could be argued that MAC1 also plays a role in the psaC
translation as both the psaC:/ucCP fusion and the wild type psaC gene under the control of the
polyG-modified psaC 5°UTR did not produce any detectable protein. This role in translation
would suggest its transient association within a translation initiation complex containing
components such as RBP40 (Schwarz et al., 2007).

The association of MAC1 with other components in a larger machinery was assessed
by running crude extracts of soluble proteins on a sucrose sedimentation gradient. This
experiment revealed the presence of MAC1 mainly as isolated protein, but also a small amount
in a larger complex (figure 3 C of the manuscript). It cannot be excluded that transient or RNA-
dependent complexes could have been lost, as the lysis and sedimentation analysis may have
disrupted the weaker interactions. It could be speculated that most of MAC1 is acting as an
independent protein to stabilize the mRNA and that its role is more likely independent from the
translation machinery. This would contrast with the findings with MBB1 (Vaistij et al., 2000a),
MCA1 (Boulouis et al., 2011) and NAC2 (Boudreau et al., 2000) that may be involved in a
complex coordinating both stability and translation.

In the natural habitat of C.reinhardfi, iron is thought to often be in low abundance
according to the 15 last years of water analyses (Massachusetts Water Resources Authority,
2015). The acclimation of the alga to its environment is a matter of survival, as iron is needed
for several key processes such as ROS detoxification, photosynthesis and mitochondrial
respiration. During iron starvation, PSI, which contains 12 iron atoms, is preferentially
degraded in heterotrophic or mixotrophic conditions. PsaC, which contains 8 of these irons, is
drastically affected. The quantity of MAC1 is coordinated with the quantity of psaCmRNA, both
decreasing in parallel approximately two and four fold respectively. This result, together with
the observation that the quantity of psaC mRNA parallels MAC1 accumulation in transgenic
lines, suggest that MAC1 is a regulator of psaC mRNA accumulation and that the targeted
degradation of MAC1 could be responsible for the decrease of psaC mRNA under iron
starvation. In addition, MAC1 was demonstrated to be phosphorylated under normal light, but

loses this phosphorylation in low iron. These results suggest a role for MAC in acclimation, but
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further investigation is needed. MAC1 phosphorylation is also affected when state 1 or state 2
are induced, the latter showing supernumerary phosphorylation and the disappearance of the
non-phosphorylated form. This phosphorylation is independent of Stt7 and is not at the sites
identified in published phosphoproteomics data (Wang et al., 2014).

Even if the role of this phosphorylation has not been experimentally elucidated, this is
the first case of regulated protein phosphorylation reported at the level of chloroplast mRNA
metabolism to my knowledge. Taking all these results together, a model could be built to
explain MAC1 activity. | propose that MAC1 accumulation is limiting for psaC mRNA
accumulation, that phosphorylation enhances the stabilization activity of MAC1 on the psaC
mRNA but also triggers MAC1 degradation, while the non-phosphorylated protein would be a
storage form. This scheme is typical for signaling pathways of all kinds, the active signal should
not be stable and consequently time-limited. The response of this phosphorylation to different
environmental conditions strongly suggest the existence of regulatory kinases other than STT7
affecting directly the photosynthetic complex subunits. STL1, thought to phosphorylate
photosystems core subunits in response to light quality and quantity (Rochaix et al., 2012) is
a possible candidate for MAC1 phosphorylation, however no mutants were reported in C.
reinhardtijto test this hypothesis.

The existence of a factor such as MAC1 involved in the stabilization of the psaC 5UTR
is thought to originate from gene duplication and neutral evolution (Barkan and Small, 2014).
In this particular case, the paralogy between MAC1 and MBB1 suggest that MAC1 might have
derived from a copy of MBB1. This event seems to be relatively recent as the duplication is
only found in Chlorophytae. RNA binding proteins like MBB1 could have duplicated and one
of the copies, MAC1, evolved until its binding activity for psbB was lost in favor of psaC. The
secondary structure originally stabilizing the psaC mRNA then drifted little by little as MACA1
binding was enough to guarantee the mRNA stability. This speculation may be supported by
the presence of a predicted loose hairpin at the 5’end of the psaC mRNA, that may have
guaranteed the stability of the mRNA before MAC1 arose. This would also explain the lack of
strong interaction with the pre-existing translational machinery on the psaC 5°'UTR (sucrose
gradient experiments, (figure 3 C of the manuscript).

RNA binding proteins of the PPR family bind the target RNA with a correspondence of
one repeat for one base, for example PPR10 has 15 repeats that bind 15 bases. Each repeat
harbors the key aminoacid responsible for sequence recognition. It was possible to decipher

the binding-code of PPR proteins (Barkan et al., 2012). MAC1 protein contains about the same
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number of predicted repeats as PPR10 but the footprint at the 5’ end of psaC appears to be
50 bases long. This discrepancy, together with the fact that MAC1 does not appear to have
stable binding-partners prompts me to make several hypotheses. The first would be that the
secondary structure of the RNA could pay a role in the binding affinity, but so far, to our
knowledge, no other repeat containing protein was shown to have double-stranded RNA as a
target. However it should be noted that members of the mTERF family can bind dsDNA
(Jiménez-Menéndez et al., 2010) as well as RNA (Hsu et al., 2014). The second hypothesis to
explain the lack of the sRNA footprint in mac7would be that the secondary structure is possibly
responsible for the RNAse-resistant footprint and that the fast degradation of the psaC RNA
in the mutant prevents its formation . Finally it could be hypothesized that MAC1 has binding
partners with which the interaction is too transient or unstable to be clearly observed by

sucrose gradient sedimentation experiments.

ACCLIMATION TO EXCESS LIGHT.

High light affects PS | accumulation and triggers its levels to decrease as was observed
in other work (Bonente et al., 2012). This effect is less pronounced in the presence of CO; or
acetate, and is increased by sparging the culture with N2. The similar effect between the
addition of acetate and the addition of CO, may be explained by the fact that the respiration of
acetate provides CO. needed for phototrophic metabolism (Singh et al., 2014). Similarly,
bubbling of nitrogen removes dissolved CO, and increases the stress. These observations
highlight a link between the availability of electron acceptors and the regulation of
photosynthesis through protein stability or biogenesis.

Acclimation to stressing high-light conditions triggers a sequence of events including
ROS production, energy quenching, adjustments of protein biogenesis and degradation, and
in extreme cases autophagy. The high-light induced autophagy response peaks 6 hours after
induction, but goes back to normal after 24h of acclimation (Pérez-Pérez et al., 2012). In the
condition used for the experiments presented in this manuscript, ROS production was
evaluated after acclimation, and appeared to be below the detection limit. In contrast cells that
had been pre-acclimated to medium-light produced a significant amount of ROS after 1 hour
of high light treatment.

The up-regulation of PSI appears to be abolished during the night period in cultures

acclimated to light/dark cycles. The quantity of PS | stays more or less stable compared to the
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amount of protein throughout the dark phase, while an increase can be observed after 3 hours
of low light treatment in a culture acclimated to constant high light. The results presented here
also reveal that cells appear to be contain less protein in high light, reflecting a difference in
cell size.

No effect of high light through psaA splicing was observed as PsaA accumulation was
comparable in the wild type and in the intron-less psaA strain. A minor difference was seen on
MRNA accumulation (reported by northern-blot) and on 5’'UTR translational activity (reported
by luciferase fused to the promoter/5’UTRs of psaA, psaB, and psaC). Chloramphenicol
treatment of high-light acclimated cells revealed that PsaA has a slow turn-over rate even
under high light, while that of D1 is extremely fast. This suggests that PsaA accumulation in
acclimation experiments must be modulated by small changes in its synthesis and or
degradation rates, which are difficult to reveal. It also indicates the absence of an autophagy-

like response that would have triggered parallel degradation of all thylakoid proteins.

OPEN QUESTIONS AND PERSPECTIVES

This study leaves open several questions concerning the modulation of protein
synthesis in the chloroplast. It is worth pointing out recent examples concerning regulation of
MRNA accumulation and/or translation in response to nitrogen or iron limitation (Wei et al.,
2014; Lefebvre-Legendre et al., 2015a). Therefore the questions arise, is there any regulation
of MAC17? And does MAC1 regulate psaC expression ? With this study, | have contributed to
the understanding of the modulation of RNA metabolism, showing, in particular, that MAC1
limits psaC mRNA accumulation while conversely, the amounts of psaC mRNA and protein do
not seem to affect MAC1 accumulation. The mechanism by which MAC1 controls psaC mRNA
is still unclear, and while we observed that MAC1 binds the 5’'UTR in vitro, by analogy with the
results obtained with HCF107 in Arabidopsis thaliana (Hammani et al., 2012) and with MBB1
(Loizeau et al., 2014), we cannot exclude a role of the secondary structure predicted at the
psaCmRNA 5’ end in both MAC1 binding and mRNA stabilization. The precise mechanism by
which MAC1 stabilizes the psaC messenger can be further elucidated by narrowing down the
binding site through in vitro assays. This would suggest strategies to engineer the 5’ end,
removing the hairpin structure while keeping the MAC1 binding site, to investigate the possible
role of this structure in the binding affinity.

We have demonstrated that MAC1 is involved in psaC RNA stability, but the question
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of whether it is also involved in its translation remains unanswered. To solve this problem, a
way to re-stabilize the RNA without disturbing the activity of other proteins on the 5" UTR is
needed. To do so, | would propose fusing the PPR10 (Zea mays) recognition sequence to the
start of the psaC 5'UTR of C. reinhardtii, and expressing PPR10 (with the transit peptide of
PetF or Hsp70B [Tardif et al., 2012]) in the chloroplast or in the nucleus with the proper codon
usage. The detailed PPR10 mechanism of action has been described (Prikryl et al., 2011). Its
tight binding blocks exonuclease progression but also affects translation by binding to one
strand of a hairpin loop, preventing its folding. This secondary structure is thought to mask the
ribosome binding site, so that the binding of PPR10 favors accessibility of the ribosome to its
binding site. The presence of only the binding sequence of PPR10 in the 5’UTR of psaCwould
be predicted to only ensure stability with no effect on translation, as there will not be the
complementary strand forming the translation-blocking loop. This should also retain the native
structure of the psaC 5'UTR and preserve mechanisms that affect translation. However it
cannot be excluded that the PPR10 protein could respond to regulation in Z. mays and that
the putative signals could be present as well in C. reinhardfii chloroplast and therefore
complicate the interpretation of the results. Alternatively the viral MS2 tag could be fused to
the 5’UTR of psaC and the MS2 protein expressed as proposed above for PPR10. The binding
of the MS2 protein to its RNA target has the advantage that it may re-stabilize the mRNA with
no risk of any residual regulatory effect, as the MS2 system was derived from a bacteriophage.

Other precedents suggest that proteins like MAC1 most likely to act through the 5’UTR
directly or indirectly, which is confirmed by my experiments with the luciferase reporter. On the
other hand, correct 3'UTR maturation is required for translation (Rott et al., 1998). One study
suggested that 3'UTRs may not play a major role in translation regulation but can slightly affect
the mRNA stability (Barnes et al., 2005). Furthermore, evidence suggested that elements in
the coding sequence can influence translation initiation (Chang et al., 2010). It is therefore
possible to imagine that MAC1 could play a broader role than initially thought, not only on the
5'UTR, but also in the 3'UTR, or in the coding sequence. The further elucidation of the mode
of action of MAC1 could involve the construction of different reporter strains with a longer psaC
5flank and/or 3'flank, because the low level of expression of the luciferase suggests that the
promoter used in this work was too short. Using the g/p reporter could also be better because
the RNA generated with gfo chimeric genes seems to be more stable than /uxCP which gave
rise to heterogeneous transcripts (Barnes et al., 2005). The use of a negative selection marker

like cytosine deaminase (crCD) would be a useful tool to obtain a clean marker-free insertion
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(Young and Purton, 2014). This transformation strategy would need first a knock-down of the
psaC gene with a positive and negative marker substituting the entire gene and 5UTR, and
then the introduction of a chimeric construct where in the original context of the locus the psaC
ORF has been replaced by the gfp ORF. Alternatively the use of the crCD-HA-A1 strain (Young
and Purton, 2014), in which the crCD gene is inserted downstream of psbH, would allow the
seamless insertion of an engineered psaC gene at another locus, replacing the negative
selection marker.

The 5'UTR of psaC hosts a target sequence bound by MAC1 or a partner protein. This
sequence is still not precisely identified but chloroplast transformation to generate mutations
of the 5'UTR would help mapping it. To define the MBB1 binding site a linker-scan experiment
was performed by replacing a sliding six-base window with a restriction site in a series of
mutant strains (Loizeau et al., 2014). Interestingly, in the PPR domains, two key amino acids
of each repeat were found to be involved in determining the specificity of binding to the
respective nucleic acid residue, defining the RNA recognition code of the PPRs (Barkan et al.,
2012). Discovery of the MAC1 target sequence could help to find correlations between the
bases in the RNA and specific amino-acid residues in the repeats, and thus reveal the
recognition code of TPR/HAT repeats.

It is also possible that MAC1 does not bind the mRNA directly. Some of the TPRs in
MAC1 could be involved in weak interactions (not detected on sucrose gradients, data not
shown) with putative partners, since TPRs were first described as protein-protein interaction
domains. In this case, it is possible that one of the MAC1 partners contains another RNA
binding domain. The next step could be to identify binding partners via co-immunoprecipitation
(co-IP). The co-IP could be done using a HA-tagged MAC1 as the bait bound by anti-HA
antibodies covalently coupled to magnetic beads. This technique can be used to co-purify high-
affinity partners, but the weak or transient interactions suspected here would need a reversible
crosslinking with interacting proteins using molecules like DSP (dithiobis(succinimidyl
propionate)) or DTME (dithiobismaleimidoethane) in a method called reverse crosslink
immunoprecipitation (Smith et al., 2011). This protocol was designed using human carcinoma
cells that may have different permeability to the cross-linkers than C. reinhardltii, in particular
considering that the reagents would also have to cross the bi-layered chloroplast envelope.
Thus, additional optimization of the protocol would be required.

The MAC1 interactome can also be investigated using a yeast double-hybrid screen

with a library of C. reinhardfii cDNA. This experiment could help to determine partners like it

133






was done for RAA7 (Lefebvre-Legendre et al., 2015b) and RAA4 (Jacobs et al., 2013). Among
the partners that might be identified with this technique, some might have been reported to
bind RNA, or to be regulated in response to environmental cues. The results of these
experiments might open an area of research on the mode of regulation within such complexes
It would thus be interesting to determine whether the MAC1 association in the complex
depends on the growth conditions, on its phosphorylation, or the redox status in the chloroplast.
The phosphorylation of MAC1 might depend on a kinase that could be found among the
interacting partners. The identification of the kinase responsible for MAC1 phosphorylation
could be confirmed if corresponding mutants available. As the number of kinases discovered
in the chloroplast is limited, it is possible that their substrate specificity is provided through
partners that may make the regulation pathway more complex. In the A. thaliana chloroplast,
905 putative kinase substrates were identified (Schonberg and Baginsky, 2015) while only 45
kinases and 21 phosphatases are predicted (Schliebner et al., 2008).

Determination of the exact phosphorylation sites in MAC1 could help to understand
their role in its hypothetical regulation. Mapping of the phosphorylation sites by mass
spectrometry in a whole protein extract might be difficult because of the low abundance of
MAC1. The extract could be enriched using immunoprecipitation techniques with a strain
expressing HA-tagged MAC1. The mass spectrometry data should reveal phosphorylated
residues of MAC1 that could then be mutated. Mutations to aspartic acid or glutamic acid are
commonly used to mimic constitutive phosphorylation of serine and threonine, while alanine is
usually used to prevent any phosphorylation. Using such mutants, it would then be possible to
verify if phosphorylation affects MAC1 function and if it has a role in its regulation. As the direct
binding of MAC1 to RNA remains unclear, the effects of phosphomimetic mutations might be
checked at the level of its ability to bind RNA (EMSA with recombinant protein or Yeast triple
hybrid) and to bind its eventual partners (yeast two hybrid or co-IP).

MAC1 is approximately 100 KDa in size, and contains 10 cysteins including six that are
conserved in Volvox, but none that are conserved in other hypothetical MAC1 orthologous in
other species. Thioredoxin regulation of the formation of disulfide bridges by cysteine residues
is known to regulate many activities in the chloroplast. The STT7 kinase for example is
regulated via disulfide bridges and indirectly affects chloroplast gene expression (Lemeille et
al., 2009; Rochaix, 2013). The identification of disulfide bonds and the dependency of their
formation according to the growth conditions could help determine whether MAC1 can be

regulated through cysteine disulfides. The PEG-maleimid method was used to characterize
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disulfide bridge formation in E. coli (Koch et al., 2012). The maleimid moiety reacts with free
thiols and the attached PEG molecule retards the migration of the corresponding protein in
SDS PAGE gels. The identification of phosphosites and disulfide bridges could also be
pursued on the identified partners of MAC1. Several mass spectrometry methods allow the
study of disulfide bounds (Tsai et al., 2013) as well as the phosphorylation of protein samples.
The effects of stimuli such as iron, sulfur or nitrogen starvation, light intensity or quality, and
CO; availability could then be investigated on MAC1 partners.

In a more general perspective, MAC1 is only one character among many nuclear
players involved in mRNA metabolism and other steps of gene expression. A deeper
understanding of long-term acclimation would benefit from the development of new strains with
a controllable level of different key components in the photosynthetic chain. Amongst these,
the proton gradient could be manipulated by the use of an inducible ATPase. An inducible
expression system was developed for the chloroplast using thiamine-regulated NACZ2
expression in the nucleus. The 7H/4 riboswitch is able to interfere with intron splicing of Nac2
leading to the inclusion of an exon containing a premature stop codon in the absence of
thiamine. The expression of MNACZ is required for the stabilization of the psbD 5'UTR and
expression of the downstream ORF. Hence a vitamin block of NACZ2 expression leads to the
loss of the chimeric mMRNA target driven by the psbD 5’UTR (Ramundo et al., 2014). Similarly,
an amiRNA (Molnar et al., 2009) with an inducible promoter such as 7H/4 or N/T, targeting the
expression of MDAT7, encoding for a factor involved in aipA mRNA stabilization, would
decrease ATPase function therefore increasing the proton gradient.

Another key component for regulation was demonstrated to be the redox state of the
plastoquinone pool. This could be controlled either by the use of inhibitors like DCMU and
DBMIB (in low amounts for long term acclimation), or by inducing or repressing plastocyanin
or cytochrome c6. A plastocyanin mutant, ac-208, is available and would need to be
engineered to express a adjustable amount of PC, for example using the vitamin-repressible
system described above (Merchant and Bogorad, 1987). A library of C. reinhardfii mutants is
under construction in the lab of M. Jonikas (Jinkerson and Jonikas, 2015), but thus far they
have not identified any insertion in Cyc6. If a complete knock out is not ideal, their down-
regulation could also be obtained by amiRNA silencing using an inducible promoter.

Artificial impairment of the ferredoxin redox balance could be achieved by site-directed
mutagenesis affecting its redox potential but would need, for one or several of the 6 ferredoxin

genes reported in C. reinhardltii, either a knock-out mutant (fdx5 is the only one reported (Yang

135






et al., 2015)), or an miRNA-driven knock-down. The known crystal structures of the different
photosystems could also help in engineering the electron transfer chain, so as to generate
strains with impairments in each step, without perturbing the assembly of the respective
complexes. This could be done by targeting, in the different proteins, the residues involved in

electron transfer and by mutating them to decrease electron transfer efficiency.
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ANNEX

Photosynthesis—this is a word that has always directed my professional life. During
the few years that | worked on my PhD, | met several people and saw many presentations that
offered me the opportunity to discuss my opinions on photosynthesis. My idea about what
photosynthesis really is and for what it can be used evolved a lot during this time. | believe that
a PhD thesis, in addition to presenting the experimental results, should provide some insight
into the subject.

The following paragraph summarizes my vision, which helped me understand where |
was in the sea of scientific research and provided me with direction and motivation to pursue

the drops of water | might add to this sea.

PHOTOSYNTHESIS IN THE CONTEXT OF ENERGY CRISIS

Earth is a confined environment, which receives light as the only external energy source.
Like all confined environments, populations grow until they reach a steady state, during which
they begin to suffer from a lack of resources. Human beings, Homo sapiens, are a relatively
new species that have only existed for around 200,000 years, representing around 8000
generations, and today, around 7 billion individuals. Currently, the population growth of our

species is thought to be in an exponential phase (figure 1).
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figure 1 (United-Nations, 2013; United-states Census Bureau, 2012)

In the last few decades, we have started to face worldwide limitations of food and
energy levels, triggering concerns for the future of human populations. Nowadays, the
economic development of countries is decreasing the birth rate, and their energy needs
stabilizes. On the other hand, continuous population growth in undeveloped countries leads to
a very high demand for food and energy. In both cases, we need to find a way to better utilize
available resources, to track waste, and to save and recycle as much as possible.

Therefore, we should now ask, “How do we sustain both industrial and domestic
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needs?” If we focus on energy, the first things we should consider is how energy is used and
where it is found. According to the Annual Energy Review published by the US Energy
Information Administration, the worldwide consumption of energy in 2010 could be broken
down as follows: transportation 26%, industrial 52%, residential 14%, and commercial 8%. The
total world energy consumption is predicted to increase by 85% until 2040 (+2% per year),
mainly due to the rising energy demands of increasing populations and modernization of
developing countries. As energy demand are almost stable in developed countries, increased
demand in developing countries might be a prerequisite for their development. Limiting energy
expenditure is very difficult, even though developed countries are investing in self-sustainability.
Therefore, one solution would be to use an energy source that is more widely available.

Not all harvestable sources of energy are known. Among the used ones improvements
can be done on limiting the transformation steps often resulting in big losses. Most of the
energy available at the surface is derived from the sun light we receive, mainly biomass,
including coal, petrol, and natural gas. The sun produces photons from nuclear fusion reactions
within its core, hydrogen fusion producing helium and radiation. Such reactions can only occur
under very harsh conditions; dozen of millions °C, with a density of around 150 g/cm3 (The
Solar Interior) On Earth, we receive around 1 millionth of the energy produced by the sun
(energy emitted by the sun 3.846x1026 W (Nasa sun fact sheet, 2000). Energy received on
earth 1,74X10""W(Archer, 2012)), most of which is transformed into heat on the Earth’s surface
and is reflected by the greenhouse gases (mostly water present in the clouds(NASA - Water
Vapor Confirmed as Major Player in Climate Change)). Storage of this radiation occurs mainly
as a result of photosynthesis.

Another source of energy available on earth surface is heat from the planet core, and
this is a minor resource. Earth’s core contributes 0.03% of the surface energy budget (Davies
and Davies, 2010). More than half of the core’s heat is due to nuclear decay (KamLAND,
2008)(Turcotte and Shubert, 2002), and the other half is derived from heat from the Big Bang.
This means that we have a nuclear source of energy under our feet. Until now, only a small
amount of this energy has been used via heat pumps and geothermal power stations.

The only non-nuclear derived energy source we have on earth is tidal power, also a
minor source of energy. It is believed to originate from the earth rotational energy or the kinetic
energy of a collision on earth that created the moon 4.5 billion years ago (Wenshi, 2010). The
source of the kinetic energy of particles hitting Earth at this time is not known, but it could have

been derived from the Big Bang, an explosion, or other collisions.
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Nuclear energy on earth

During antiquity, we started to use nuclear energy from the sun in the form of heat,
which triggers the evaporation of water on the Earth’s surface providing it with potential energy.
This water vapor condenses when it reaches higher and colder air masses, and leads to
rainfall that fills rivers and dams. Using water mills, this potential energy is harvested and
domesticated, for example, to make flour. On the other hand, because the Earth’s surface is
not homogenous, the sun does not warm all areas at the same rate, and these differences
induce gradients in air mass density, which generates wind. This form of energy has been used
in windmills. From the end of the 19th century, these techniques have gradually been modified
and used to generate electricity via wind and water turbines.

Today, nuclear energy from the sun is also utilized by burning fossil fuel reserves
(including coal, petrol, and natural gas, which all originated from photosynthesis) or biomass
(including biogas, wood, oil, and ethanol, which are also derived from photosynthesis) to
produce motor force, heat, or electricity. During these processes, there are many intermediate
steps, in which energy loss occurs and waste is produced. For example, in the sun, part of the
energy produced by nuclear fusion is emitted as light; one billionth of this light is received on
Earth. Of this, only a small fraction is utilized by photosynthetic organisms, which use around
10% of this energy to make organic matter (Ruban, 2012). Most of this organic matter is
digested by other organisms, and the energy is transformed into heat and mechanical
movements etc. The remaining organic matter forms sediments and is partially transformed
into gas, petrol, or coal. Some of this buried matter can be harvested through mines or well
drilling, which consumes energy. These precious resources are then transported and
transformed so they can be used in modern diesel engines, which at best transform 40% of
the stored energy into mechanical movement. As a consequence, to obtain good energy
production, we need to find a way to decrease intermediaries and increase the efficiency of
each step.

Since September 3, 1948 we have been able to make electricity almost directly from
nuclear fission. Uranium is mostly used to power the fission reaction, but this is not an unlimited
resource. A third of the easily harvestable uranium in mines has been used, and ~70 years’
worth of this fuel source remains. In addition, it also generates radioactive waste that has a

long half-life. Thorium is a promising material that can produce nuclear energy from fission,
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and which produces 200 times more energy per mass unit compared to uranium and is four
times more abundant. Thorium generates waste with a short half-life (a few hundred compared
to a few hundred thousand years), and it cannot be used to make bombs. However, thorium is
at a major disadvantage, because it is lesser known and used than uranium. This means that
the price of obtaining purified thorium remains much higher than that of uranium, but as
enrichment is easier, the price of thorium will decrease as interest increases.

Itis also possible to re-create the fusion reaction that occurs on the sun on Earth. Since
the 1950’s we have been able to reproduce this reaction, but making it self-sustainable is a
major challenge of the 21st century. Deuterium and tritium are abundant elements on earth,
and a ton of seawater is estimated to contain as much energy as 400 tons of burning coal
(Keith, 2013). As previously noted, the problem of this fusion reaction is that it needs a
particular environment, involving extreme temperature and high pressure. Much effort is
focused on making this fusion self sustainable on earth. Finding materials that can resist such
conditions is almost impossible, the techniques studied involve magnetic confinement, inertial
confinement, or magnetized inertial confinement. However, these techniques use a lot of
energy and self-sustainability has not yet been reached. For Deuterium—tritium fusion, tritium
would be the limiting factor because it is not easy to purify but can be made out of lithium. This
reaction needs only 100 x 108 °C with a density that can be obtained through confinement. For
6 billion people, easily accessible lithium stocks are sufficient to generate 10 kWh/day per
person for 1 million years, or ten times more than this if it can be purified from
seawater(ITER.org, 2015). To compare, nowadays, power consumption in developed
countries is around 150 kWh/day per person. On the other hand, deuterium-deuterium fusion
requires a 300°C environment, the isotope is easier to purify and could produce 30,000
kWh/day per person for 60 billion years (Cowley, 2015)

The use of radioactive reactions has received bad press because of the waste
generated and the risk of accidents at nuclear plants such as those occurring at Chernobyl
and Fukushima. In 2011, we used around 20,000 TWh of electricity worldwide.

There are other possible ways to obtain this energy on Earth, and geothermy, which
utilizes radioactive decay in the Earth’s core, is one such safe way. The installed geothermal
energy capacity is around 65 TWh, of which 20% is electricity according to the International
Energy Agency (2010), and production could reach 1000 TWh by 2050.

Another way to obtain energy with fewer intermediaries is by utilizing solar energy via

the use of photovoltaic panels. The installed photovoltaic energy capacity is around 110 TWh
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worldwide according to the European Photovoltaic Association report (2013), which is
predicted to double within the next 10 years according to the predictions. Solar cells used to
generate electricity from sun light have an average efficiency of ~10%. Improvements have
been made by robotizing the panels to ensure they face the sun throughout the day, thereby
increasing the efficiency from 20 to 50% depending on the season (Solar cell efficiency, 2015).
Other improvements in light capture have been made to the cell itself. In the laboratory, it is
possible to achieve almost 50% of energy transformation (50 mW/cm? with 100 m\W/cm? being
the average sun irradiance on Earth) but this technology will not be produced commercially for

at least another 25 years (Leite et al., 2013).

Photosynthesis to create enerqy

Photosynthesis is the primary mechanism that enables energy from the sun to be
stored. This energy is then transformed into chemical energy via several intermediate steps.
The second law of thermodynamics states that the entropy of a closed system never decreases.
Considering the solar system as a closed system, each step of the energy conversion process
leads to irreversible losses. This means that more energy is fixed during the initial steps of
photosynthesis and that this decreases throughout the transformation, and this is what drives

us to research ways to harvest energy at the earliest possible stages in this process.

Antenna level/artificial photosynthesis

Natural processes have always been sources of inspiration for innovation.
Photosynthesis is not an exception, and our understanding of the mechanism of light
absorption and transformation has inspired researches on how to reproduce this process.
Artificial photosynthesis, based on pigment chemistry, could help to produce chemical bonds
or electricity. Chlorophyll utilizes Mg atoms for charge separation, which is powered by light,
from the coupled double bounds in the porphyrin ring. In artificial photosynthesis, chlorophyll
is replaced by chelating agents containing conjugated double bounds that mimic the porphyrin
moiety of the chlorophyll molecule. In some cases the central metal atom is also modified, and
is changed from the classical Mg to Ru, Ir, Hz, or Zn. In other artificial photosynthetic energy
transfer systems, chromophores containing aromatic cycles (Hlckel) have been used for their

particular wavelength absorption, with no need for any metallic atom (Frischmann et al., 2013).
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Photosystem level/trimer extractions

The use of natural complexes to drive charge separation on metallic electrodes may
also be a reliable way to harvest energy from sun light. In 2012, the production of 81 pW/cm?2
was achieved in the lab (Mershin et al., 2012) with a total yield of 0.08%, starting from
photosystem | trimmers isolated from Thermosynechococcus elongatus thylakoids. Those
extracted macrocomplexes were air dried on a TiO2 chip covered by ZnO nanowires, which
are thought to be stable for 3 weeks (Kiley et al., 2005). According to Mershin, interest in this
method could increase once a straightforward protocol would be developed to enable
photosystems to be extracted from crude plant material that is found in backyards and

junkyards. A yield of 1 or 2% is needed to obtain a commercially viable product.

PH gradient/nano electrode

Direct harvest of electricity from the electron transfer chain is also possible. The use of
nano-electrodes has been proposed (Ryu et al., 2010) in which they are directly inserted into
Chlamydomonas reinhardltii chloroplasts. More precisely, this would involve one being inserted
in the thylakoid membrane and one in the stroma, which would then generate electricity when
irradiated. This technique is very efficient and 4 pA has previously been harvested from a
single cell, and 5-10 x 10-'3 W/cell at 100 ymol photons.m-2.s-1 (Ryu et al., 2010), but there

are limited possibilities for scaling up.

Final acceptor/direct transfer to electrode

Other teams have been able to extract electricity directly from living cells. For example,
Shewanella oneidensis MR-1 was submitted to several rounds of positive selection based on
its capacity to use an electrode as the final electron acceptor (Tajima et al., 2011). The mutants
obtained from this selection process were mainly cell surface mutants with altered
polysaccharide metabolism, pilus structure, or secretion pathways. The same species was also
used to treat wastewater while generating a current that could be used to produce hydrogen
through electrolysis (Wang et al., 2013). The generation of direct current from photosynthetic

organisms was attempted using Chlorella vulgaris. In a microbial fuel cell, this species was
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used as a bio-cathode and wastewater containing natural bacteria was used as a bio-anode;
this combination could generate 2.44 pW/cm? from a light emitting 0.3 mW/cm? giving an
efficiency of 0.08% (Wu et al., 2013). Understanding the efficiency of energy transfer from the
autotroph organism to the electrode is a major challenge in improving the efficiency of such
devices. An important factor that affects the efficiency of the system is the material of the
electrode itself and its compatibility with the organism to make biofilms. Using Pseudanabaena
limnetica as an example, the best materials among those tested to make cathodes were

stainless steel and indium tin oxide-coated polyethylene (Bombelli et al., 2012)

Pre RUBISCO/Hydrogen

Itis possible to obtain energy by harvesting gas directly emitted from the photosynthetic
electron transport chain. Under normal growth conditions, cells generate a small excess of
reducing power, which is metabolized to make energy reserves for the night. When those
organisms face conditions in which the energy received through photosynthesis is too high to
be efficiently metabolized, they produce an excess of reducing power.

This excess of reducing power would be turning all the coenzymes into their reduced
form, blocking the entire metabolism. A similar problem is encountered when the respiratory
chain is blocked, in that the absence of the main electron acceptor, O, triggers fermentation,
re-oxidation of the coenzymes, and creates fermentative products as waste. The
photosynthetic chain faces the same problem, whereby re-oxidation of the coenzyme occurs
by using it in anabolism, by the generation of waste products, or by enhancing the synthesis
storage compounds (see “Production of organic matter”’, “Photosynthesis to produce high
value compounds”). One of the waste compounds generated directly from the photosynthetic
electron transport chain is di-hydrogen, which is emitted via an anaerobiosis-activated
hydrogenase that is considered to be an electron safety valve (Happe et al., 2002;
Hemschemeier et al., 2009; Melis and Happe, 2001). This mechanism is found in many green
algae, including Chlamydomonas reinhardfiii Chlorella fusca, Scenedesmus obliquus,
Chlorococcum littorale, and Platymonas subcordiformis (Das and Veziroglu, 2008; Melis,
2007). This hydrogenase seems to have originated from by horizontal gene transfer from
obligate anaerobic bacteria. Linking ferredoxin to hydrogenase has been shown to increase
hydrogen production by redirecting electrons to the hydrogenase instead of FNR (Yacoby et
al., 2011). Up to 10% (harvested light by photosynthetic complexes versus energy produced
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as H2) could be theoretically achieved (Dau and Zaharieva, 2009). The gas produced by this
enzyme is purified from the culture gaseous phase and stored in bottles under high pressure.
According to initial evaluations, it seems that the compressed hydrogen requires a lot of energy
to be stored, which accounts for around 10% of the total stored energy (Leveen, 2003). Great
improvements in hydrogen storage have been made with new generation pumps for gas
compression, and the creation of metal hybrid systems, ceramics, and liquid organic hydrogen
carriers (Wikipedia, 2014).

Post Rubisco/ethanol, glycerol, phytoglycogen, starch, lipids

In several species capable of photosynthesis, lipids act as energy storage compounds.
Several higher plants accumulate important amounts of oil, including, palms, sunflowers, olive
trees, and colza. As the price of petrol increases, these oils are being used more to make the
so called biodiesel, which can fuel cars and buses, etc. Fuel generation in this way involves
about 40 Mha of land (2015) and competes with the 1600 Mha of crops worldwide (European
commission, 2012). The best yields are achieved by palm, which generates around 600
L/m?/year (Hill et al., 2010). Oil from microalgae has been reported to generate 10-30 times
better yields than those obtained from oil palm (5000-15,000 L/m?/year) depending on the
cultivation mode (Chisti, 2007) and the species. Schizochytrium sp. HX-308 (CCTCC M
209059) can produce up to 70% of its dry weight in lipids (Ren et al., 2014).

Extraction of oil from algae is presently more expensive than extraction from crop plants.
This process involves the first step of filtration, centrifugation, flotation, or flocculation of the
culture media. The techniques used and the efficiency of the process vary according to the
species, and as a consequence, the price fluctuates from one to the other. The second step of
the extraction is purification of the oil itself, which can be done using mechanical techniques
such as presses and ultrasonication. Chemical extraction is also possible but involves
treatments with toxic solvents or expensive supercritical CO.. A new cost-effective method was
patented a few years ago, developed by OriginOil (Eckelberry et al., 2010). This method
involves the use of CO2 combined with a magnetic field. Advances have also been made at
the harvesting level via bio-flocculation (Salim et al., 2011), auto-flocculation (Gonzalez-
Fernandez and Ballesteros, 2013), and induced aggregation (Arakaki et al., 2013). The algae
oil industry could be as profitable as the palm oil industry, and most of the costs depend upon

the processing and lipid production rate (Torres et al., 2013). Genetic engineering has become

145






an important player in the improvement of both harvests and production rate.

Other fuels can be generated from photosynthesis. The most popular and common is ethanol.
Direct production of ethanol has been demonstrated from Synechococcus sp. strain PCC 7942
(Deng and Coleman, 1999) but with very low yields. A pilot experiment led to the generation
of ~23 ug/L, which was obtained from culture media 5 days into the exponential growth phase.
According to those authors, competing pathways might be the limiting factor rather than the
heterologous levels of pyruvate dehydrogenase complex and alcohol dehydrogenase.
Improvements of strains to increase ethanol production have to take into account its toxicity as
only a few species can resist levels of ethanol as high as 150 g/L. Other fuels can be produced
with much higher vyields, but with wider uses; these are discussed in the section

“Photosynthesis to produce high value compounds.”

Global growth/biomass

Photosynthesis-derived biomass can be efficiently transformed to heat without
requiring particularly expensive or massive technical installations. Biomass is an easy
accessible resource that can be obtained from forests, crops, wastewater, and industrial waste.
Burning is a common way to utilize biomass as a heat source, but other methods also exist.
Biotransformation of biomass in fermenters is one such strategy that is gaining interest. For
example, the digestion of heterogeneous raw material by microorganisms can produce
methane and ethanol through anaerobic fermentation. The city of Linképing in Sweden has
already demonstrated that tons of waste can be treated to produce methane, fertilizers, and
ethanol. Production from a waste-treating factory covers 56% of the local heat demand, fuels
6% of all cars, and all public transport (ISWA2013).

The range of compounds produced depends on the microorganisms used and the
chemical nature of the substrate. Ethanol for example, is mainly produced from carbohydrate-
rich biomass (starch and sugars) that originates from coarse grains and sugarcane (OECD-
FAO, 2013). Furthermore, biomass processing by microorganisms can directly generate
electricity via the microbial fuel cell (Wu et al., 2013). This method efficiently extracts electrons
from diverse catabolic pathways, but it requires high levels of maintenance and generates a
very low power density (Rosenbaum et al., 2005; Wu et al., 2013). A mixed type microbial fuel
cell prototype was built and operated with a Chlorella vulgaris bio-cathode to generate
electricity (Wu et al., 2013).

146






A recently developed technique optimizes biomass and lipid production in
photosynthetic microorganisms (Komolafe et al., 2014). Increasing growth yields of plants by
engineering their metabolism could have multiple advantages, including the creation of
additional biomass to relieve famine whilst having a limited effect on traditional farming (Yoon
et al., 2013). Engineering such as this was performed in Arabidopsis thaliana and involved
modification of the Rubisco activase enzyme (Kurek et al.,, 2007). The thermostability
enhancement of this maturation factor essentially eliminated the phenomenon of decreased
CO; uptake which usually follows heat stress. This method also allows normal fecundity during

heat stress.

Challenge of Rubisco C3 C4

In C3 metabolism, Rubisco’s environment is low in CO,, leading to a competitive effect
of oxygen that consequently forms byproducts that need to be recycled. This process is called
photorespiration and accounts for losses of ~25% of fixed CO2 (Whitney et al., 2011) and
provides a lead for improvements in biomass production.

Structural characterization of several Rubisco orthologs might help us to understand
the basis of these catalytical differences, which might also play an important role in
carboxylation. Miller et al. (2013) reported that it was possible to use site directed mutagenesis
to screen for modifications in the characteristics of the enzyme in Synechococcus. The
characterization of two different Rubisco isoforms from two commonly cultivated C3 species
revealed a 2-fold difference in the Vm and Km constants (O’'Donnelly et al., 2014).

The low internal CO; level surrounding Rubisco can explain the low efficiency of carbon
fixation, and several species have developed mechanisms to increase the local CO, content.
This process is known as the carbon concentrating mechanism (CCM) and occurs in nearly all
algae and in many land plants. In higher land plants, the CCM is known as C4 and CAM and
requires separation of CO- capture and its use in the Calvin-Benson-Bassham cycle (hereafter
called the CBB cycle). C4 and CAM differ in the organization of CO; trapping, being resolved
through space or time, respectively. In particular, C4 plants are capable of fixing a greater
quantity of CO than C3 plants, at 550 ppm CO, and 35°C, 450 ppm at 30°C, and 350 ppm at
25°C (Ehleringer et al., 1997) (the current level of 400 ppm, has not been exceed over the past
30 million years ). Moreover, C4 consumes five ATP molecules per CO: instead of the three

consumed by C3 plants, which gives this process a weakness under low light and shaded
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environments when light-generated ATP becomes a limiting factor. Rice is the main food
source for almost half of the world’s population, with 90% of it being produced in Asia. The
light, temperature, and humidity conditions required for cultivated species mean the growing
area is restricted to tropical and subtropical areas. To increase production yields and to
decrease the environmental requirements, several research teams are trying to introduce a C4
pathway into rice. Attempts have been made to create C4 rice at a single cell level (von
Caemmerer et al., 2012), but the team realized the need for additional regulations (Langdale,
2011). Phosphorylation of PEP is an important step in the modulation of C4 metabolism and
is one of the first steps to be engineered. On the other hand, the specific localization and/or
activation pattern of Rubisco is an important feature of CCM-type photosynthesis and is hard
to reproduce.

The success of experiments attempting to introduce CCM into a non-CCM plant
depends on finding a model that is best adapted to the new host. Higher plants present an
important source of diversity, but photoautotroph unicellular organisms are even more diverse.
Rubisco from cyanobacteria was successfully expressed in tobacco and led to greater
carboxylase activity than was observed in WT tobacco Rubisco (Lin et al., 2014); however, this
technology needs engineering on the expression regulations of diverse transporters to be

really outcompeting.

PHOTOSYNTHESIS TO PRODUCE HIGH VALUE COM-
POUNDS

The production of high value compounds from living organisms has been known since
the Neolithic age with the discovery of agriculture and fermentation (wine traces found in jars
in “Haijji Firuz Tepe”). Since then, living organisms have been domesticated to produce more
and more complex molecules, such as drugs. In the 1970’s, Stanley Cohen and Herbert Boyer
succeeded in performing the first transgenesis and greatly improved the possibility of
producing high-value compounds from living organisms. A few years later, human insulin was
produced using bacteria, which replaced the chemically synthetized and pork purified insulins.
In addition, it was cheaper, unlimited, and genetically identical to insulin produced by humans.

The production of such compounds by living organisms greatly simplifies their
synthesis, and offers the possibility of producing a broad range of molecules ranging from

simple metabolites to large proteins that contrast with chemistry limited to small molecules.
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This process also offers self-sufficiency of petrol-derived compounds, and minimize price
fluctuations as the reactions can easily be fed with minerals and organic matter. Another
advantage of using bioderived compounds is that the waste generated is environmentally
friendly and can be reused to produce biogas and fertilizers. This contrasts with the chemical
synthesis of solvents and toxic compounds that are hard to recover. Furthermore, from an
industrial point of view, chemistry needs extremely complex machines and often requires high
temperatures and pressures, making the whole process hard to upscale. On the contrary, the
use of biological systems is easier to upscale and is both cheaper and safer. However, one
drawback of biological systems is that the product of interest is part of a complex mixture that

makes purification less efficient.

Photosynthesis based economy

Photosynthesis is one of the most efficient and sustainable processes we know of in
nature, as it only needs CO,, water, and is powered by light from the sun. This is the power
input step in the carbon cycle.

From an economic point of view, the use of photosynthesis to produce high value

compounds is viable even in the short-term as it mainly uses energy from the sun. Some
external energy is still needed to cultivate and harvest the autotrophic organism, as well as to
purify the produced compound.
Species selection plays a major role in the economic sustainability of a production system.
Depending on the nature of the compound produced, the growth milieu, its mineral and organic
composition, the temperature and irradiance, and its reaction to different stresses, the use of
one species might be preferred over another. The composition of biomass also affects the
value of the produced waste, as does the ease of extracting the product of interest.

An increasing number of products of interests are dependent on genetically engineered
organisms. Of course, the ability to genetically modify a species plays a major role in its
selection, but it also involves particular attention to laws and regulations. The rules applicable
to a certain type of culture should also be considered during species and culture-type selection.

Photosynthetic microorganisms are notably interesting in several ways. They can grow
in open environments allowing large-scale production, and in completely closed environments
under partially or completely controlled conditions. This is ideal for genetically modified

organisms, and decreases water and nutrient losses that usually occur due to evaporation or
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draining. As microorganisms grow in liquid, a co-culture can also be set up; therefore, allowing
the capacities of different species to complement each other. For example, nitrogen-fixing
cyanobacteria can complement a culture media that is deficient in nitrogen, and nitrogen
constitutes a major cost of fertilizers. One drawback is that it is harder to harvest
microorganisms than plant cultures, but it provides a biomass that is easier to treat.

In the last decades, an increasing number of high-value compounds have been purified
from different photosynthetic organisms. In plants, secondary metabolites have been extracted
and used as drugs. It is estimated that around 80% of the 30,000 natural pharmaceutical
products are from plants (Rao and Ravishankar, 2002; Rischer et al., 2013), many of which
are still extracted because the complexity of the active compound makes them difficult to
synthetize.

Molecular farming is now used to produce many compounds that are utilized to make
clinical advances. Next generation vaccines that confer protection against diseases without
the need for injections (Streatfield and Howard, 2003), and hemoglobin and collagen that are
used to synthesize in vitro tissues (Makhzoum et al., 2013) are a few examples of innovations
being made in the field.

In unicellular algae, hemagglutinin, vitamins, PUFAs, antioxidants, glycerol, transgenic
proteins (Mayfield et al., 2007; Rasala et al., 2010), toxic fatty acids (Skjanes et al., 2013),
poly-3-hydroxybutyrate (PHB) (Chaogang et al., 2010), in chloro vaccine against plasmodium
with fused cholera toxin adjuvant (Gregory et al., 2013) have been successfully produced.

Ethylene is a major precursor derived from petrol that is used in in the chemical industry.
Its derivatives are used for the synthesis of numerous polymers. This molecule has been
produced from cyanobacteria (Takahama et al., 2003; Skjanes et al., 2013). More recently, the
production of isobutanol and isobutyraldehyde, which can be used to produce biofuels, has
been achieved in Synechococcus elongatus PCC 7942 (Atsumi et al., 2009). Isoprene, which
is a chemical precursor of several rubber type polymers and is usually synthetized from petrol,
was produced by a modified Synechocystis (Lindberg et al., 2010)

The role of photosynthesis is becoming more and more important in the synthesis of
high-value compounds, but production yields depend on the ability of the host organism to
withstand energy loss triggered by the redirection of metabolites.

This process is very sensitive to saturation as excess electrons produce reactive
oxygen species (ROS), which are extremely harmful to the cell. For more than 2 billion years,

this process evolved in parallel with other stresses to become tightly regulated and now has
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high plasticity, and provides optimal performance in a given environment, despite non-maximal
yields. As a consequence, the engineering of photosynthetic organisms is doomed to fail if we

do not endeavor to understand the deep regulation of photosynthetic processes.

151






REFERENCES

Abdallah, F., Salamini, F., and Leister, D. (2000). A prediction of the size and evolutionary
origin of the proteome of chloroplasts of Arabidopsis. Trends in Plant Science 5: 141-
142.

Abramczyk, D., Tchérzewski, M., and Grankowski, N. (2003). Non-AUG translation initiation of
MRNA encoding acidic ribosomal P2A protein in Candida albicans. Yeast 20: 1045-1052.

Adam, Z. (2007). Protein stability and degradation in plastids. In Cell and Molecular Biology of
Plastids, R. Bock, ed, Topics in Current Genetics. (Springer Berlin Heidelberg), pp. 315—
338.

Aksoy, M., Pootakham, W., Pollock, S.V., Moseley, J.L., Gonzalez-Ballester, D., and
Grossman, A.R. (2013). Tiered Regulation of Sulfur Deprivation Responses in
Chlamydomonas reinhardtii and Identification of an Associated Regulatory
Factor1[C][W]. Plant Physiol 162: 195-211.

Alboresi, A., Gerotto, C., Giacometti, G.M., Bassi, R., and Morosinotto, T. (2010).

Physcomitrella patens mutants affected on heat dissipation clarify the evolution of
photoprotection mechanisms upon land colonization. PNAS 107: 11128-11133.

Alda, J.A.G.O. de, Esteban, R., Diago, M.L., and Houmard, J. (2014). The plastid ancestor
originated among one of the major cyanobacterial lineages. Nature Communications 5.

Allahverdiyeva, Y., Suorsa, M., Tikkanen, M., and Aro, E.-M. (2014). Photoprotection of
photosystems in fluctuating light intensities. J. Exp. Bot.

Allen, J.F. (2003). The function of genomes in bioenergetic organelles. Philos. Trans. R. Soc.
Lond., B, Biol. Sci. 358: 19-37; discussion 37-38.

Allen, J.F. (2015). Why chloroplasts and mitochondria retain their own genomes and genetic
systems: Colocation for redox regulation of gene expression. Proc Natl Acad Sci U S A
112: 10231-10238.

Allen, J.F. and Martin, W. (2007). Evolutionary biology: Out of thin air. Nature 445: 610-612.

Allen, J.F., de Paula, W.B.M., Puthiyaveetil, S., and Nield, J. (2011a). A structural phylogenetic
map for chloroplast photosynthesis. Trends in Plant Science 16: 645-655.

Allen, J.F., Santabarbara, S., Allen, C.A., and Puthiyaveetil, S. (2011b). Discrete Redox
Signaling Pathways Regulate Photosynthetic Light-Harvesting and Chloroplast Gene
Transcription. PLoS ONE 6: €26372.

Allen, M.D., del Campo, J.A., Kropat, J., and Merchant, S.S. (2007). FEA1, FEA2, and FRE1,

152






encoding two homologous secreted proteins and a candidate ferrireductase, are
expressed coordinately with FOX1 and FTR1 in iron-deficient Chlamydomonas
reinhardtii. Eukaryotic Cell 6: 1841-1852.

Allorent, G. et al. (2013). A dual strategy to cope with high light in Chlamydomonas reinhardtii.
Plant Cell 25: 545-557.

Alric, J. (2014). Redox and ATP control of photosynthetic cyclic electron flow in
Chlamydomonas reinhardtii: (Il) involvement of the PGR5-PGRL1 pathway under
anaerobic conditions. Biochim. Biophys. Acta 1837: 825-834.

Amunts, A., Drory, O., and Nelson, N. (2007). The structure of a plant photosystem |
supercomplex at 3.4 A resolution. Nature 447: 58-63.

Anbudurai, P.R. and Pakrasi, H.B. (1993). Mutational analysis of the PsbL protein of
photosystem Il in the cyanobacterium Synechocystis sp. PCC 6803. Z. Naturforsch., C,
J. Biosci. 48: 267-274.

Anderson, J.M. (2002). Changing concepts about the distribution of Photosystems | and Il
between grana-appressed and stroma-exposed thylakoid membranes. Photosyn. Res.
73: 157-164.

Arakaki, Y., Kawai-Toyooka, H., Hamamura, Y., Higashiyama, T., Noga, A., Hirono, M., Olson,
B.J.S.C., and Nozaki, H. (2013). The Simplest Integrated Multicellular Organism
Unveiled. PLoS One 8.

Arce, D.P., Godoy, A.V., Tsuda, K., Yamazaki, K., Valle, E.M., Iglesias, M.J., Di Mauro, M.F.,
and Casalongue, C.A. (2010). The analysis of an Arabidopsis triple knock-down mutant
reveals functions for MBF 1 genes under oxidative stress conditions. J Plant Physiol 167:
194-200.

Archer, D. (2012). Global Warming: Understanding the Forecast.

Arlen, F. (2013). Chemistry of Plant Phosphorus Compounds (Elsevier).

Armbruster, U. et al. (2013). Arabidopsis CURVATURE THYLAKOID1 proteins modify
thylakoid architecture by inducing membrane curvature. Plant Cell 25: 2661-2678.
Asada, K. (2006). Production and scavenging of reactive oxygen species in chloroplasts and

their functions. Plant Physiol. 141: 391-396.

Asada, K, Kiso, K., and Yoshikawa, K. (1974). Univalent Reduction of Molecular Oxygen by
Spinach Chloroplasts on lllumination. J. Biol. Chem. 249: 2175-2181.

Atsumi, S., Higashide, W., and Liao, J.C. (2009). Direct photosynthetic recycling of carbon
dioxide to isobutyraldehyde. Nat. Biotechnol. 27: 1177-1180.

153



Atteia, A. and Franzen, L.G. (1996). Identification, cDNA sequence and deduced amino acid
sequence of the mitochondrial Rieske iron-sulfur protein from the green alga
Chlamydomonas reinhardtii. Implications for protein targeting and subunit interaction.
European journal of biochemistry / FEBS 237: 792-9.

Auchincloss, A.H., Loroch, A.l., and Rochaix, J.D. (1999). The argininosuccinate lyase gene
of Chlamydomonas reinhardtii: cloning of the cDNA and its characterization as a
selectable shuttle marker. Mol. Gen. Genet. 261: 21-30.

Auchincloss, A.H., Zerges, W., Perron, K., Girard-Bascou, J., and Rochaix, J.-D. (2002).
Characterization of Tbc2, a nucleus-encoded factor specifically required for translation
of the chloroplast psbC mRNA in Chlamydomonas reinhardtii. J. Cell Biol. 157: 953-962.

Baena-Gonzalez, E. and Aro, E.-M. (2002). Biogenesis, assembly and turnover of
photosystem Il units. Philos Trans R Soc Lond B Biol Sci 357: 1451-1460.

Baginsky, S. and Gruissem, W. (2009). The Chloroplast Kinase Network: New Insights from
Large-Scale Phosphoproteome Profiling. Molecular Plant 2: 1141-1153.

Bai, Y., Auperin, T.C., Chou, C.Y., Chang, G.G., Manley, J.L., and Tong, L. (2007). Crystal
structure of murine CstF-77: dimeric association and implications for polyadenylation of
MRNA precursors. Molecular cell 25: 863-75.

Balakrishna, A.M., Seelert, H., Marx, S.-H., Dencher, N.A., and Griiber, G. (2014).
Crystallographic structure of the turbine C-ring from spinach chloroplast F-ATP synthase.
Biosci Rep 34.

Balczun, C., Bunse, A., Hahn, D., Bennoun, P., Nickelsen, J., and Kuck, U. (2005). Two
adjacent nuclear genes are required for functional complementation of a chloroplast
trans-splicing mutant from Chlamydomonas reinhardtii. Plant J 43: 636—48.

Bals, T., Dlinschede, B., Funke, S., and Schiinemann, D. (2010). Interplay between the cpoSRP
pathway components, the substrate LHCP and the translocase Alb3: an in vivo and in
vitro study. FEBS Lett. 584: 4138-4144.

Barkan, A. (2011). Expression of plastid genes: organelle-specific elaborations on a
prokaryotic scaffold. Plant physiology 165: 1520-32.

Barkan, A. and Goldschmidt-Clermont, M. (2000). Participation of nuclear genes in chloroplast
gene expression. Biochimie 82: 559-572.

Barkan, A., Rojas, M., Fuijii, S., Yap, A,, Chong, Y.S., Bond, C.S., and Small, I. (2012). A
combinatorial amino acid code for RNA recognition by pentatricopeptide repeat proteins.
PLoS genetics 8: €1002910.

154



Barkan, A. and Small, I. (2014). Pentatricopeptide repeat proteins in plants. Annu Rev Plant
Biol 65: 415-442.

Barkan, A., Walker, M., Nolasco, M., and Johnson, D. (1994). A nuclear mutation in maize
blocks the processing and translation of several chloroplast mMRNAs and provides
evidence for the differential translation of alternative mRNA forms. EMBO J 13: 3170-
3181.

Barneche, F., Winter, V., Crevecoeur, M., and Rochaix, J.D. (2006). ATABZ2 is a novel factor
in the signalling pathway of light-controlled synthesis of photosystem proteins. EMBO J
25: 5907-18.

Barnes, D., Cohen, A., Bruick, R.K., Kantardjieff, K., Fowler, S., Efuet, E., and Mayfield, S.P.
(2004). ldentification and Characterization of a Novel RNA Binding Protein That
Associates with the 5“-Untranslated Region of the Chloroplast psbA mMRNAT.
Biochemistry 43: 8541-8550.

Barnes, D., Franklin, S., Schultz, J., Henry, R., Brown, E., Coragliotti, A., and Mayfield, S.P.
(2005). Contribution of 5- and 3’-untranslated regions of plastid mMRNAs to the
expression of Chlamydomonas reinhardtii chloroplast genes. Mol. Genet. Genomics 274
625-636.

Bartoli, G., Hénisch, B., and Zeebe, R.E. (2011). Atmospheric CO , decline during the Pliocene
intensification of Northern Hemisphere glaciations: PLIOCENE CO ,. Paleoceanography
26: n/a-n/a.

Bassi, R., Pineau, B., Dainese, P., and Marquardt, J. (1993). Carotenoid-binding proteins of
photosystem Il. Eur. J. Biochem. 212: 297-303.

Bateman, J.M. and Purton, S. (2000). Tools for chloroplast transformation in Chlamydomonas:
expression vectors and a new dominant selectable marker. Mol Gen Genet 263: 404-10.

Bates, D.M., Popescu, C.V., Khoroshilova, N., Vogt, K., Beinert, H., Miinck, E., and Kiley, P.J.
(2000). Substitution of Leucine 28 with Histidine in theEscherichia coli Transcription
Factor FNR Results in Increased Stability of the [4Fe-4S]2+ Cluster to Oxygen. J. Biol.
Chem. 275: 6234-6240.

Beck, C.F. and Acker, A. (1992). Gametic Differentiation of Chlamydomonas reinhardtii:
Control by Nitrogen and Light. Plant Physiol. 98: 822-826.

Beckers, M.C., Munaut, C., Minet, A., and Matagne, R.F. (1991). The fate of mitochondrial
DNAs of mt+ and mt- origin in gametes and zygotes of Chlamydomonas. Curr. Genet.
20: 239-243.

155



Belfort, M. (2003). Two for the price of one: a bifunctional intron-encoded DNA endonuclease-
RNA maturase. Genes Dev. 17: 2860-2863.

Belgio, E., Kapitonova, E., Chmeliov, J., Duffy, C.D.P., Ungerer, P., Valkunas, L., and Ruban,
A.V. (2014). Economic photoprotection in photosystem Il that retains a complete light-
harvesting system with slow energy traps. Nat Commun 5.

Beligni, M.V. and Mayfield, S.P. (2008). Arabidopsis thaliana mutants reveal a role for CSP41a
and CSP41b, two ribosome-associated endonucleases, in chloroplast ribosomal RNA
metabolism. Plant Mol. Biol. 67: 389-401.

Beligni, M.V., Yamaguchi, K., and Mayfield, S.P. (2004). The translational apparatus of
Chlamydomonas reinhardtii chloroplast. Photosynthesis research 82: 315-25.

Bellafiore, S., Barneche, F., Peltier, G., and Rochaix, J.-D. (2005). State transitions and light
adaptation require chloroplast thylakoid protein kinase STN7. Nature 433: 892-895.

Bennoun, P. (1982). Evidence for a respiratory chain in the chloroplast. Proc. Natl. Acad. Sci.
U.S.A. 79: 4352-4356.

Bennoun, P., Spierer-Herz, M., Erickson, J., Girard-Bascou, J., Pierre, Y., Delosme, M., and
Rochaix, J.D. (1986). Characterization of photosystem Il mutants of Chlamydomonas
reinhardii lacking the psbA gene. Plant Mol. Biol. 6: 151-160.

Berger, H., Blifernez-Klassen, O., Ballottari, M., Bassi, R., Wobbe, L., and Kruse, O. (2014).
Integration of Carbon Assimilation Modes with Photosynthetic Light Capture in the Green
Alga Chlamydomonas reinhardtii. Molecular Plant 7: 1545-1559.

Bergner, S.V., Scholz, M., Trompelt, K., Barth, J., Gébelein, P., Steinbeck, J., Xue, H., Clowez,
S., Fucile, G., Goldschmidt-Clermont, M., Fufezan, C., and Hippler, M. (2015). State
transition7-dependent phosphorylation is modulated by changing environmental
conditions and its absence triggers remodeling of photosynthetic protein complexes.
Plant Physiol.

Bertalan, 1., Munder, M.C., WeiB, C., Kopf, J., Fischer, D., and Johanningmeier, U. (2015). A
rapid, modular and marker-free chloroplast expression system for the green alga
Chlamydomonas reinhardtii. J. Biotechnol. 195: 60-66.

Berthold, P., Schmitt, R., and Mages, W. (2002). An engineered Streptomyces hygroscopicus
aph 7" gene mediates dominant resistance against hygromycin B in Chlamydomonas
reinhardtii. Protist 153: 401-412.

Berthold, P., Tsunoda, S.P., Ernst, O.P., Mages, W., Gradmann, D., and Hegemann, P. (2008).

Channelrhodopsin-1 initiates phototaxis and photophobic responses in chlamydomonas

156



by immediate light-induced depolarization. Plant Cell 20: 1665-1677.

Berthold, T., von Gromoff, E.D., Santabarbara, S., Stehle, P., Link, G., Poluektov, O.G.,
Heathcote, P., Beck, C.F., Thurnauer, M.C., and Kothe, G. (2012). Exploring the electron
transfer pathways in photosystem | by high-time-resolution electron paramagnetic
resonance: observation of the B-side radical pair P700(+)A1B(-) in whole cells of the
deuterated green alga Chlamydomonas reinhardtii at cryogenic temperatures. J. Am.
Chem. Soc. 134: 5563-5576.

Beyenbach, K.W. and Wieczorek, H. (2006). The V-type H+ ATPase: molecular structure and
function, physiological roles and regulation. J Exp Biol 209: 577-589.

de Bianchi, S., Dall'Osto, L., Tognon, G., Morosinotto, T., and Bassi, R. (2008). Minor antenna
proteins CP24 and CP26 affect the interactions between photosystem Il subunits and
the electron transport rate in grana membranes of Arabidopsis. Plant Cell 20: 1012-1028.

Blanco, N.E., Ceccoli, R.D., Via, M.V.D., Voss, Il., Segretin, M.E., Bravo-Almonacid, F.F.,
Melzer, M., Hajirezaei, M.-R., Scheibe, R., and Hanke, G.T. (2013). Expression of the
minor isoform pea ferredoxin in tobacco alters photosynthetic electron partitioning and
enhances cyclic electron flow. Plant Physiol. 161: 866-879.

Blattner, F.R. et al. (1997). The Complete Genome Sequence of Escherichia coli K-12. Science
277: 1453-1462.

Bock, R. (2000). Sense from nonsense: how the genetic information of chloroplasts is altered
by RNA editing. Biochimie 82: 549-557.

Bohne, A.V., Irihimovitch, V., Weihe, A., and Stern, D.B. (2006). Chlamydomonas reinhardtii
encodes a single sigma70-like factor which likely functions in chloroplast transcription.
Current genetics 49: 333-40.

Bohne, A.V., Schwarz, C., Schottkowski, M., Lidschreiber, M., Piotrowski, M., Zerges, W., and
Nickelsen, J. (2013). Reciprocal regulation of protein synthesis and carbon metabolism
for thylakoid membrane biogenesis. PLoS Biol 11: €1001482.

Boiteau, R.M. and Repeta, D.J. (2015). An extended siderophore suite from Synechococcus
sp. PCC 7002 revealed by LC-ICPMS-ESIMS. Metallomics.

Bollenbach, T.J., Sharwood, R.E., Gutierrez, R., Lerbs-Mache, S., and Stern, D.B. (2009). The
RNA-binding proteins CSP41a and CSP41b may regulate transcription and translation
of chloroplast-encoded RNAs in Arabidopsis. Plant Mol Biol 69: 541-52.

Bollenbach, T.J. and Stern, D.B. (2003). Secondary Structures Common to Chloroplast mMRNA

3’-Untranslated Regions Direct Cleavage by CSP41, an Endoribonuclease Belonging to

157



the Short Chain Dehydrogenase/Reductase Superfamily. J. Biol. Chem. 278: 25832-
25838.

Bolli, R., Mendiola-Morgenthaler, L., and Boschetti, A. (1981). Isolation and characterization
of polysomes from thylakoid membranes of Chlamydomonas reinhardii. Biochim.
Biophys. Acta 653: 276-287.

Bombelli, P., Zarrouati, M., Thorne, R.J., Schneider, K., Rowden, S.J.L., Ali, A., Yunus, K.,
Cameron, P.J., Fisher, A.C., lan Wilson, D., Howe, C.J., and McCormick, A.J. (2012).
Surface morphology and surface energy of anode materials influence power outputs in
a multi-channel mediatorless bio-photovoltaic (BPV) system. Phys Chem Chem Phys 14:
12221-12229.

Bonardi, V., Pesaresi, P., Becker, T., Schleiff, E., Wagner, R., Pfannschmidt, T., Jahns, P.,
and Leister, D. (2005). Photosystem Il core phosphorylation and photosynthetic
acclimation require two different protein kinases. Nature 437: 1179-1182.

Bonente, G., Pippa, S., Castellano, S., Bassi, R., and Ballottari, M. (2012). Acclimation of
Chlamydomonas reinhardtii to different growth irradiances. J Biol Chem 287: 5833—47.

Borowitzka, M.A. (1986). Micro-algae as sources of fine chemicals. Microbiol Sci 3: 372-5.

Boudreau, E., Nickelsen, J., Lemaire, S.D., Ossenbuhl, F., and Rochaix, J.D. (2000). The Nac2
gene of Chlamydomonas encodes a chloroplast TPR-like protein involved in psbD mRNA
stability. EMBO J 19: 3366-76.

Boudreau, E., Takahashi, Y., Lemieux, C., Turmel, M., and Rochaix, J.D. (1997). The
chloroplast ycf3 and ycf4 open reading frames of Chlamydomonas reinhardtii are
required for the accumulation of the photosystem | complex. EMBO J 16: 6095-104.

Boulouis, A., Drapier, D., Razafimanantsoa, H., Wostrikoff, K., Tourasse, N.J., Pascal, K.,
Girard-Bascou, J., Vallon, O., Wollman, F.-A., and Choquet, Y. (2015). Spontaneous
Dominant Mutations in Chlamydomonas Highlight Ongoing Evolution by Gene
Diversification. Plant Cell.

Boulouis, A., Raynaud, C., Bujaldon, S., Aznar, A., Wolliman, F.-A., and Choquet, Y. (2011).
The Nucleus-Encoded trans-Acting Factor MCA1 Plays a Critical Role in the Regulation
of Cytochrome f Synthesis in Chlamydomonas Chloroplasts[W]. Plant Cell 23: 333-349.

Boyd, P.W. et al. (2000). A mesoscale phytoplankton bloom in the polar Southern Ocean
stimulated by iron fertilization. Nature 407: 695-702.

Boynton, J.E., Gillham, N.W., Harris, E.H., Hosler, J.P., Johnson, A.M., Jones, A.R., Randolph-
Anderson, B.L., Robertson, D., Klein, T.M., and Shark, K.B. (1988). Chloroplast

158



transformation in Chlamydomonas with high velocity microprojectiles. Science 240:
1534-1538.

Breyton, C., Tribet, C., Olive, J., Dubacq, J.P., and Popot, J.L. (1997). Dimer to monomer
conversion of the cytochrome b6 f complex. Causes and consequences. J. Biol. Chem.
272: 21892-21900.

Briggs, W.R. and Christie, J.M. (2002). Phototropins 1 and 2: versatile plant blue-light
receptors. Trends Plant Sci. 7: 204-210.

Brindle, F. (2015). Growth in biofuel enzymes market. Energy Global.

Bruce, B.D. (2001). The paradox of plastid transit peptides: conservation of function despite
divergence in primary structure. Biochimica et Biophysica Acta (BBA) - Molecular Cell
Research 1541: 2-21.

Bruce, B.D. (1998). The role of lipids in plastid protein transport. Plant Mol. Biol. 38: 223-246.

Bruick, R.K. and Mayfield, S.P. (1999). Light-activated translation of chloroplast mRNAs.
Trends Plant Sci 4: 190-195.

Brzezowski, P., Schlicke, H., Richter, A., Dent, R.M., Niyogi, K.K., and Grimm, B. (2014). The
GUN4 protein plays a regulatory role in tetrapyrrole biosynthesis and chloroplast-to-
nucleus signalling in Chlamydomonas reinhardtii. Plant J. 79: 285-298.

Brzezowski, P., Wilson, K.E., and Gray, G.R. (2012). The PSBP2 protein of Chlamydomonas
reinhardtii is required for singlet oxygen-dependent signaling. Planta 236: 1289-1303.

Buchanan, B.B. and Balmer, Y. (2005). Redox regulation: a broadening horizon. Annu Rev
Plant Biol 56: 187-220.

Bulte, L. and Wollman, F.A. (1992). Evidence for a selective destabilization of an integral
membrane protein, the cytochrome b6/f complex, during gametogenesis in
Chlamydomonas reinhardtii. European journal of biochemistry / FEBS 204: 327-36.

Busch, A., Rimbauld, B., Naumann, B., Rensch, S., and Hippler, M. (2008). Ferritin is required
for rapid remodeling of the photosynthetic apparatus and minimizes photo-oxidative
stress in response to iron availability in Chlamydomonas reinhardtii. Plant J 55: 201-11.

Bustos, R., Castrillo, G., Linhares, F., Puga, M.l., Rubio, V., Pérez-Pérez, J., Solano, R., Leyva,
A., and Paz-Ares, J. (2010). A Central Regulatory System Largely Controls
Transcriptional Activation and Repression Responses to Phosphate Starvation in
Arabidopsis. PLoS Genet 6: €1001102.

von Caemmerer, S., Quick, W.P., and Furbank, R.T. (2012). The development of Cuarice:

current progress and future challenges. Science 336: 1671-1672.

159



Caffarri, S., Tibiletti, T., Jennings, R.C., and Santabarbara, S. (2014). A comparison between
plant photosystem | and photosystem Il architecture and functioning. Curr. Protein Pept.
Sci. 15: 296-331.

Campbell, D., Hurry, V., Clarke, A.K., Gustafsson, P., and Oquist, G. (1998). Chlorophyll
Fluorescence Analysis of Cyanobacterial Photosynthesis and Acclimation. Microbiol. Mol.
Biol. Rev. 62: 667-683.

Cardol, P., Alric, J., Girard-Bascou, J., Franck, F., Wollman, F.-A., and Finazzi, G. (2009).
Impaired respiration discloses the physiological significance of state transitions in
Chlamydomonas. PNAS 106: 15979-15984.

Carol, P. and Kuntz, M. (2001). A plastid terminal oxidase comes to light: implications for
carotenoid biosynthesis and chlororespiration. Trends Plant Sci. 6: 31-36.

Carol, P., Stevenson, D., Bisanz, C., Breitenbach, J., Sandmann, G., Mache, R., Coupland,
G., and Kuntz, M. (1999). Mutations in the Arabidopsis gene IMMUTANS cause a
variegated phenotype by inactivating a chloroplast terminal oxidase associated with
phytoene desaturation. Plant Cell 11: 57-68.

Carter, M.L., Smith, A.C., Kobayashi, H., Purton, S., and Herrin, D.L. (2004). Structure,
circadian regulation and bioinformatic analysis of the unique sigma factor gene in
Chlamydomonas reinhardtii. Photosynth Res 82: 339-49.

Casas-Mollano, J.A., Jeong, B.-R., Xu, J., Moriyama, H., and Cerutti, H. (2008). The MUT9p
kinase phosphorylates histone H3 threonine 3 and is necessary for heritable epigenetic
silencing in Chlamydomonas. Proc. Natl. Acad. Sci. U.S.A. 105: 6486-6491.

Cashman, D.J., Zhu, T., Simmerman, R.F., Scott, C., Bruce, B.D., and Baudry, J. (2014).
Molecular interactions between photosystem | and ferredoxin: an integrated energy
frustration and experimental model. J. Mol. Recognit. 27: 597-608.

Castruita, M., Casero, D., Karpowicz, S.J., Kropat, J., Vieler, A., Hsieh, S.I., Yan, W., Cokus,
S., Loo, J.A., Benning, C., Pellegrini, M., and Merchant, S.S. (2011). Systems Biology
Approach in Chlamydomonas Reveals Connections between Copper Nutrition and
Multiple Metabolic Steps. Plant Cell 23: 1273-1292.

Cavalier-Smith, T. (2000). Membrane heredity and early chloroplast evolution. Trends Plant
Sci. 5: 174-182.

Cavanaugh, C.M. (1983). Symbiotic chemoautotrophic bacteria in marine invertebrates from
sulphide-rich habitats. Nature 302: 58-61.

Center for History and New Media Guide rapide pour débuter.

160



Cerutti, H., Johnson, A.M., Gillham, N.W., and Boynton, J.E. (1997a). A eubacterial gene
conferring spectinomycin resistance on Chlamydomonas reinhardtii: integration into the
nuclear genome and gene expression. Genetics 145: 97-110.

Cerutti, H., Johnson, A.M., Gillham, N.W., and Boynton, J.E. (1997b). Epigenetic silencing of
a foreign gene in nuclear transformants of Chlamydomonas. Plant Cell 9: 925-945.
Chabes, A., Domkin, V., Larsson, G., Liu, A., Graslund, A., Wijmenga, S., and Thelander, L.
(2000). Yeast ribonucleotide reductase has a heterodimeric iron-radical-containing
subunit. Proceedings of the National Academy of Sciences of the United States of

America 97: 2474-9.

Chaney, J.L. and Clark, P.L. (2015). Roles for Synonymous Codon Usage in Protein
Biogenesis. Annu Rev Biophys 44: 143-166.

Chang, C.H., King, P.W., Ghirardi, M.L., and Kim, K. (2007). Atomic Resolution Modeling of
the Ferredoxin:[FeFe] Hydrogenase Complex from Chlamydomonas reinhardtii. Biophys
J 93: 3034-3045.

Chang, C.P., Chen, S.J., Lin, C.H., Wang, T.L., and Wang, C.C. (2010). A single sequence
context cannot satisfy all non-AUG initiator codons in yeast. BMC Microbiol 10: 188.

Chang, H.-L., Kang, C.-Y., and Lee, T.-M. (2013). Hydrogen peroxide production protects
Chlamydomonas reinhardtii against light-induced cell death by preventing singlet oxygen
accumulation through enhanced carotenoid synthesis. J. Plant Physiol. 170: 976-986.

Chang, K.-J. and Wang, C.-C. (2004). Translation initiation from a naturally occurring non-AUG
codon in Saccharomyces cerevisiae. J. Biol. Chem. 279: 13778-13785.

Chaogang, W., Zhangli, H., Anping, L., and Baohui, J. (2010). Biosynthesis of poly-3-
hydroxybutyrate (phb) in the transgenic green alga chlamydomonas reinhardtii. Journal
of Phycology 46: 396—402.

Chen, H.-C. and Melis, A. (2013). Marker-free genetic engineering of the chloroplast in the
green microalga Chlamydomonas reinhardtii. Plant Biotechnol. J. 11: 818-828.

Chen, H. and Jiang, J.-G. (2009). Osmotic responses of Dunaliella to the changes of salinity.
J. Cell. Physiol. 219: 251-258.

Chevalier, F., Ghulam, M.M., Rondet, D., Pfannschmidt, T., Merendino, L., and Lerbs-Mache,
S. (2015). Characterization of the psbH precursor RNAs reveals a precise
endoribonuclease cleavage site in the psbT/psbH intergenic region that is dependent on
psbN gene expression. Plant Mol. Biol. 88: 357-367.

Chisti, Y. (2007). Biodiesel from microalgae. Biotechnology Advances 25: 294-306.

161



Chitnis, V.P., Xu, Q., Yu, L., Golbeck, J.H., Nakamoto, H., Xie, D.L., and Chitnis, P.R. (1993).
Targeted inactivation of the gene psaL encoding a subunit of photosystem | of the
cyanobacterium Synechocystis sp. PCC 6803. J. Biol. Chem. 268: 11678-11684.

Chlamycollection.org Description of 137C strain.

Choquet, Y. (2009). 5" and 3’ ends of chloroplast transcripts can both be stabilised by protein
“caps”: a new model for polycistronic RNA maturation. EMBO J 28: 1989-1990.

Choquet, Y., Goldschmidt-Clermont, M., Girard-Bascou, J., Kuck, U., Bennoun, P., and
Rochaix, J.D. (1988). Mutant phenotypes support a trans-splicing mechanism for the
expression of the tripartite psaA gene in the C. reinhardtii chloroplast. Cell 52: 903-13.

Choquet, Y., Stern, D.B., Wostrikoff, K., Kuras, R., Girard-Bascou, J., and Wollman, F.A.
(1998). Translation of cytochrome f is autoregulated through the 5’ untranslated region
of petA mRNA in Chlamydomonas chloroplasts. Proc. Natl. Acad. Sci. U.S.A. 95: 4380-
4385.

Choquet, Y., Wostrikoff, K., Rimbault, B., Zito, F., Girard-Bascou, J., Drapier, D., and Wollman,
F.A. (2001). Assembly-controlled regulation of chloroplast gene translation. Biochem
Soc Trans 29: 421-6.

Choquet, Y., Zito, F., Wostrikoff, K., and Wollman, F.A. (2003). Cytochrome f translation in
Chlamydomonas chloroplast is autoregulated by its carboxyl-terminal domain. Plant Cell
15: 1443-54.

Chow, W.S., Melis, A., and Anderson, J.M. (1990). Adjustments of photosystem stoichiometry
in chloroplasts improve the quantum efficiency of photosynthesis. Proc Natl Acad Sci U
S A 87: 7502-6.

Chuartzman, S.G., Nevo, R., Shimoni, E., Charuvi, D., Kiss, V., Ohad, |., Brumfeld, V., and
Reich, Z. (2008). Thylakoid Membrane Remodeling during State Transitions in
Arabidopsis. Plant Cell 20: 1029-1039.

Ciaccafava, A., Hamon, C., Infossi, P., Marchi, V., Giudici-Orticoni, M.-T., and Lojou, E. (2013).
Light-induced reactivation of O2-tolerant membrane-bound [Ni-Fe] hydrogenase from
the hyperthermophilic bacterium Aquifex aeolicus under turnover conditions. Phys Chem
Chem Phys 15: 16463-16467.

citations.nbib

citations.nbib

Clausen, T., Kaiser, M., Huber, R., and Ehrmann, M. (2011). HTRA proteases: regulated
proteolysis in protein quality control. Nat. Rev. Mol. Cell Biol. 12: 152-162.

162



Clowez, S., Godaux, D., Cardol, P., Wollman, F.-A., and Rappaport, F. (2015). The
Involvement of Hydrogen-producing and ATP-dependent NADPH-consuming Pathways
in Setting the Redox Poise in the Chloroplast of Chlamydomonas reinhardtii in Anoxia.
J. Biol. Chem. 290: 8666-8676.

Cohen, A., Yohn, C.B., and Mayfield, S.P. (2001). Translation of the chloroplast-encoded psbD
MRNA is arrested post-initiation in a nuclear mutant of Chlamydomonas reinhardtii.
Journal of Plant Physiology 158: 1069-1075.

Cordell, D., Drangert, J.-O., and White, S. (2009). The story of phosphorus: Global food
security and food for thought. Global Environmental Change 19: 292-305.

Cordero, B.F., Couso, ., Leon, R., Rodriguez, H., and Vargas, M.A. (2011). Enhancement of
carotenoids biosynthesis in Chlamydomonas reinhardtii by nuclear transformation using
a phytoene synthase gene isolated from Chlorella zofingiensis. Appl Microbiol Biotechnol
91: 341-51.

Cowley, S. (2015). ITER is going to be a historic experiment. ITER.

Cramer, W.A., Hasan, S.S., and Yamashita, E. (2011). The Q cycle of cytochrome bc
complexes: a structure perspective. Biochim. Biophys. Acta 1807: 788-802.

DalCorso, G., Pesaresi, P., Masiero, S., Aseeva, E., Schiinemann, D., Finazzi, G., Joliot, P.,
Barbato, R., and Leister, D. (2008). A complex containing PGRL1 and PGRS5 is involved
in the switch between linear and cyclic electron flow in Arabidopsis. Cell 132: 273-285.

Daley, D.O. and Whelan, J. (2005). Why genes persist in organelle genomes. Genome Biology
6: 110.

Danon, A. and Mayfield, S.P. (1991). Light regulated translational activators: identification of
chloroplast gene specific mMRNA binding proteins. EMBO J 10: 3993-4001.

Danon, A. and Mayfield, S.P. (1994). Light-regulated translation of chloroplast messenger
RNAs through redox potential. Science 266: 1717-9.

Das, D. and Veziroglu, T.N. (2008). Advances in biological hydrogen production processes.
International Journal of Hydrogen Energy 33: 6046-6057.

Dau, H. and Zaharieva, I. (2009). Principles, efficiency, and blueprint character of solar-energy
conversion in photosynthetic water oxidation. Accounts of chemical research 42: 1861-
70.

Dauvillée, D., Colleoni, C., Shaw, E., Mouille, G., D’Hulst, C., Morell, M., Samuel, M.S.,
Bouchet, B., Gallant, D.J., Sinskey, A., and Ball, S. (1999). Novel, starch-like

polysaccharides are synthesized by an unbound form of granule-bound starch synthase

163



in glycogen-accumulating mutants of Chlamydomonas reinhardtii. Plant Physiol. 119:
321-330.

Dauvillee, D., Stampacchia, O., Girard-Bascou, J., and Rochaix, J.D. (2003). Tab2 is a novel
conserved RNA binding protein required for translation of the chloroplast psaB mRNA.
EMBO J 22: 6378-88.

Davies, J.H. and Davies, D.R. (2010). Earth’s surface heat flux. Solid Earth 1: 5-24.

Davies, J.P., Yildiz, F.H., and Grossman, A. (1996). Sac1, a putative regulator that is critical
for survival of Chlamydomonas reinhardtii during sulfur deprivation. The EMBO journal
15: 2150-9.

Day, A. and Madesis, P. (2007). DNA replication, recombination, and repair in plastids. In Cell
and Molecular Biology of Plastids, R. Bock, ed, Topics in Current Genetics. (Springer
Berlin Heidelberg), pp. 65-119.

Debuchy, R., Purton, S., and Rochaix, J.D. (1989). The argininosuccinate lyase gene of
Chlamydomonas reinhardtii: an important tool for nuclear transformation and for
correlating the genetic and molecular maps of the ARG7 locus. EMBO J. 8: 2803-2809.

Dechamma, H.J., Ashok Kumar, C., Nagarajan, G., and Suryanarayana, V.V.S. (2008).
Processing of multimer FMD virus VP1-2A protein expressed in E. coli into monomers.
Indian J. Exp. Biol. 46: 760-763.

Dekker, J.P. and Boekema, E.J. (2005). Supramolecular organization of thylakoid membrane
proteins in green plants. Biochimica et Biophysica Acta (BBA) - Bioenergetics 1706: 12—
39.

Delannoy, E., Stanley, W.A., Bond, C.S., and Small, I.D. (2007). Pentatricopeptide repeat
(PPR) proteins as sequence-specificity factors in post-transcriptional processes in
organelles. Biochem. Soc. Trans. 35: 1643-1647.

Deng, M.D. and Coleman, J.R. (1999). Ethanol synthesis by genetic engineering in
cyanobacteria. Applied and environmental microbiology 65: 523-8.

Depége, N., Bellafiore, S., and Rochaix, J.-D. (2003). Role of Chloroplast Protein Kinase Stt7
in LHCII Phosphorylation and State Transition in Chlamydomonas. Science 299: 1572—
1575.

Depp, S. (2007). Processing, stability and translation of the chloroplast psbB/T/H transcripts
of Chlamydomonas reinhardtii.

Deshpande, N.N., Bao, Y., and Herrin, D.L. (1997). Evidence for light/redox-regulated splicing
of psbA pre-RNAs in Chlamydomonas chloroplasts. RNA 3: 37-48.

164



De Silva, D.M., Askwith, C.C., Eide, D., and Kaplan, J. (1995). The FET3 gene product required
for high affinity iron transport in yeast is a cell surface ferroxidase. J. Biol. Chem. 270:
1098-1101.

Desplats, C., Mus, F., Cuiné, S., Billon, E., Cournac, L., and Peltier, G. (2009).
Characterization of Nda2, a plastoquinone-reducing type || NAD(P)H dehydrogenase in
chlamydomonas chloroplasts. J. Biol. Chem. 284: 4148-4157.

Diner, B.A. and Rappaport, F. (2002). Structure, Dynamics, and Energetics of the Primary
Photochemistry of Photosystem li of Oxygenic Photosynthesis. Annual Review of Plant
Biology 53: 551-580.

Dolle, R., Pfau, J., and Nultsch, W. (1987). Role of Calcium lons in Motility and Phototaxis of
Chlamydomonas reinhardtii. Journal of Plant Physiology 126: 467-473.

Drager, R.G., Girard-Bascou, J., Choquet, Y., Kindle, K.L., and Stern, D.B. (1998). In vivo
evidence for 5-->3’ exoribonuclease degradation of an unstable chloroplast mRNA.
Plant J. 13: 85-96.

Drager, R.G., Higgs, D.C., Kindle, K.L., and Stern, D.B. (1999). 5’ to 3’ exoribonucleolytic
activity is a normal component of chloroplast mMRNA decay pathways. Plant J 19: 521-
31.

Drager, R.G., Zeidler, M., Simpson, C.L., and Stern, D.B. (1996). A chloroplast transcript
lacking the 3’ inverted repeat is degraded by 3’-->5’ exoribonuclease activity. RNA 2:
652-663.

Drapier, D., Girard-Bascou, J., Stern, D.B., and Wollman, F.-A. (2002). A dominant nuclear
mutation in Chlamydomonas identifies a factor controlling chloroplast mRNA stability by
acting on the coding region of the atpA transcript. Plant J. 31: 687-697.

Drapier, D., Girard-Bascou, J., and Wollman, F.A. (1992). Evidence for Nuclear Control of the
Expression of the atpA and atpB Chloroplast Genes in Chlamydomonas. Plant Cell 4:
283-295.

Drapier, D., Rimbault, B., Vallon, O., Wollman, F.A., and Choquet, Y. (2007). Intertwined
translational regulations set uneven stoichiometry of chloroplast ATP synthase subunits.
EMBO J 26: 3581-91.

Drapier, D., Suzuki, H., Levy, H., Rimbault, B., Kindle, K.L., Stern, D.B., and Wollman, F.A.
(1998). The chloroplast atpA gene cluster in Chlamydomonas reinhardtii. Functional
analysis of a polycistronic transcription unit. Plant Physiol. 117: 629-641.

Dreyfuss, G., Kim, V.N., and Kataoka, N. (2002). Messenger-RNA-binding proteins and the

165



messages they carry. Nat Rev Mol Cell Biol 3: 195-205.

Drop, B., Webber-Birungi, M., Fusetti, F., Kouril, R., Redding, K.E., Boekema, E.J., and Croce,
R. (2011). Photosystem | of Chlamydomonas reinhardtii Contains Nine Light-harvesting
Complexes (Lhca) Located on One Side of the Core. J Biol Chem 286: 44878-44887.

Drop, B., Webber-Birungi, M., Yadav, S.K.N., Filipowicz-Szymanska, A., Fusetti, F., Boekema,
E.J., and Croce, R. (2014). Light-harvesting complex Il (LHCII) and its supramolecular
organization in Chlamydomonas reinhardtii. Biochimica et Biophysica Acta (BBA) -
Bioenergetics 1837: 63-72.

Dunahay, T.G. (1993). Transformation of Chlamydomonas reinhardtii with silicon carbide
whiskers. BioTechniques 15: 452-455, 457-458, 460.

Eberhard, S., Drapier, D., and Wollman, F.A. (2002). Searching limiting steps in the expression
of chloroplast-encoded proteins: relations between gene copy number, transcription,
transcript abundance and ftranslation rate in the chloroplast of Chlamydomonas
reinhardtii. Plant J 31: 149-60.

Eberhard, S., Finazzi, G., and Wollman, F.-A. (2008). The Dynamics of Photosynthesis. Annual
Review of Genetics 42: 463-515.

Eberhard, S., Loiselay, C., Drapier, D., Bujaldon, S., Girard-Bascou, J., Kuras, R., Choquet,
Y., and Wollman, F.A. (2011). Dual functions of the nucleus-encoded factor TDA1 in
trapping and translation activation of atpA transcripts in Chlamydomonas reinhardtii
chloroplasts. Plant J 67: 1055-66.

Eckelberry, N., D., Green, M. Phillip, and Fraser, S. Alexander (2010). SYSTEMS,
APPARATUS AND METHODS FOR OBTAINING INTRACELLULAR PRODUCTS AND
CELLULAR MASS AND DEBRIS FROM ALGAE AND DERIVATIVE PRODUCTS AND
PROCESS OF USE THEREOF.

Economou, C., Wannathong, T., Szaub, J., and Purton, S. (2014). A simple, low-cost method
for chloroplast transformation of the green alga Chlamydomonas reinhardtii. Methods
Mol. Biol. 1132: 401-411.

Edwards, K.J., Glazer, B.T., Rouxel, O.J., Bach, W., Emerson, D., Davis, R.E., Toner, B.M,,
Chan, C.S., Tebo, B.M., Staudigel, H., and Moyer, C.L. (2011). Ultra-diffuse
hydrothermal venting supports Fe-oxidizing bacteria and massive umber deposition at
5000 m off Hawaii. ISME J 5: 1748-1758.

Ehleringer, J.R., Cerling, T.E., and Helliker, B.R. (1997). C4 photosynthesis, atmospheric CO2,
and climate. Oecologia 112: 285-299.

166



El Bissati, K. and Kirilovsky, D. (2001). Regulation of psbA and psaE expression by light quality
in Synechocystis species PCC 6803. A redox control mechanism. Plant Physiol 125:
1988-2000.

Emanuelsson, O., Brunak, S., von Heijne, G., and Nielsen, H. (2007). Locating proteins in the
cell using TargetP, SignalP and related tools. Nat Protoc 2: 953-71.

Endo, T., Kawamura, K., and Nakai, M. (1992). The chloroplast-targeting domain of
plastocyanin transit peptide can form a helical structure but does not have a high affinity
for lipid bilayers. Eur. J. Biochem. 207: 671-675.

Engel, B.D., Schaffer, M., Cuellar, L.K., Villa, E., Plitzko, J.M., and Baumeister, W. (2015).
Native architecture of the Chlamydomonas chloroplast revealed by in situ cryo-electron
tomography. eLife Sciences 4: e04889.

Erickson, J.M., Rahire, M., Malnoe, P., Girard-Bascou, J., Pierre, Y., Bennoun, P., and Rochaix,
J.D. (1986). Lack of the D2 protein in a Chlamydomonas reinhardtii psbD mutant affects
photosystem Il stability and D1 expression. EMBO J 5: 1745-54.

Escoubas, J.M., Lomas, M., LaRoche, J., and Falkowski, P.G. (1995). Light intensity regulation
of cab gene transcription is signaled by the redox state of the plastoquinone pool. Proc
Natl Acad Sci U S A 92: 10237-10241.

Essigmann, B., Giiler, S., Narang, R.A., Linke, D., and Benning, C. (1998). Phosphate
availability affects the thylakoid lipid composition and the expression of SQD1, a gene
required for sulfolipid biosynthesis in Arabidopsis thaliana. PNAS 95: 1950-1955.

European commission (2012). Biofuels - Land use change, impact assessment.

Favory, J.-J., Kobayshi, M., Tanaka, K., Peltier, G., Kreis, M., Valay, J.-G., and Lerbs-Mache,
S. (2005). Specific function of a plastid sigma factor for ndhF gene transcription. Nucleic
Acids Res. 33: 5991-5999.

Fei, X., Eriksson, M., Li, Y., and Deng, X. (2010). A novel negative Fe-deficiency-responsive
element and a TGGCA-type-like FeRE control the expression of FTR1 in
Chlamydomonas reinhardtii. J. Biomed. Biotechnol. 2010: 790247.

Felder, S., Meierhoff, K., Sane, A.P., Meurer, J., Driemel, C., Pliicken, H., Klaff, P., Stein, B.,
Bechtold, N., and Westhoff, P. (2001). The nucleus-encoded HCF107 gene of
Arabidopsis provides a link between intercistronic RNA processing and the accumulation
of translation-competent psbH transcripts in chloroplasts. Plant Cell 13: 2127-2141.

Fernandez, E. and Galvan, A. (2008). Nitrate assimilation in Chlamydomonas. Eukaryotic Cell
7: 555-559.

167



Ferreira, K.N., lverson, T.M., Maghlaoui, K., Barber, J., and lwata, S. (2004). Architecture of
the photosynthetic oxygen-evolving center. Science 303: 1831-1838.

Ferreira, R.M. and Teixeira, A.R. (1992). Sulfur starvation in Lemna leads to degradation of
ribulose-bisphosphate carboxylase without plant death. J. Biol. Chem. 267: 7253-7257.

Fertig, B. (2004). Ocean Gardening Using Iron Fertilizer. Cambridge Scientific Abstracts.

Field, C.B., Behrenfeld, M.J., Randerson, J.T., and Falkowski, P. (1998). Primary production
of the biosphere: integrating terrestrial and oceanic components. Science 281: 237-40.

Fischer, B.B., Krieger-Liszkay, A., Hideg, E. ényrychové, l., Wiesendanger, M., and Eggen,
R.LL. (2007). Role of singlet oxygen in chloroplast to nucleus retrograde signaling in
Chlamydomonas reinhardtii. FEBS Letters 581: 5555-5560.

Fischer, B.B., Wiesendanger, M., and Eggen, R.l. (2006). Growth condition-dependent
sensitivity, photodamage and stress response of Chlamydomonas reinhardtii exposed to
high light conditions. Plant Cell Physiol 47: 1135-45.

Fischer, N., Boudreau, E., Hippler, M., Drepper, F., Haehnel, W., and Rochaix, J.D. (1999). A
large fraction of PsaF is nonfunctional in photosystem | complexes lacking the PsaJ
subunit. Biochemistry 38: 5546-52.

Fleischmann, M.M., Ravanel, S., Delosme, R., Olive, J., Zito, F., Wollman, F.-A., and Rochaix,
J.-D. (1999). Isolation and Characterization of Photoautotrophic Mutants
ofChlamydomonas reinhardtii Deficient in State Transition. J. Biol. Chem. 274: 30987-
30994.

Flores-Perez, U., Sauret-Gueto, S., Gas, E., Jarvis, P., and Rodriguez-Concepcion, M. (2008).
A mutant impaired in the production of plastome-encoded proteins uncovers a
mechanism for the homeostasis of isoprenoid biosynthetic enzymes in Arabidopsis
plastids. Plant Cell 20: 1303-15.

Floris, M., Bassi, R., Robaglia, C., Alboresi, A., and Lanet, E. (2013). Post-transcriptional
control of light-harvesting genes expression under light stress. Plant Mol Biol 82: 147-
154.

Formighieri, C., Franck, F., and Bassi, R. (2012). Regulation of the pigment optical density of
an algal cell: filling the gap between photosynthetic productivity in the laboratory and in
mass culture. Journal of biotechnology 162: 115-23.

Franklin, S., Ngo, B., Efuet, E., and Mayfield, S.P. (2002). Development of a GFP reporter
gene for Chlamydomonas reinhardtii chloroplast. Plant J. 30: 733-744.

Frigaard, N.-U. and Bryant, D.A. (2004). Seeing green bacteria in a new light: genomics-

168



enabled studies of the photosynthetic apparatus in green sulfur bacteria and filamentous
anoxygenic phototrophic bacteria. Arch Microbiol 182: 265-276.

Frischmann, P.D., Mahata, K., and Wurthner, F. (2013). Powering the future of molecular
artificial photosynthesis with light-harvesting metallosupramolecular dye assemblies.
Chem Soc Rev 42: 1847-70.

Fristedt, R., Granath, P., and Vener, A.V. (2010). A Protein Phosphorylation Threshold for
Functional Stacking of Plant Photosynthetic Membranes. PLoS ONE 5: e10963.

Fristedt, R., Scharff, L.B., Clarke, C.A., Wang, Q., Lin, C., Merchant, S.S., and Bock, R.
(2014a). RBF1, a Plant Homolog of the Bacterial Ribosome-Binding Factor RbfA, Acts
in Processing of the Chloroplast 16S Ribosomal RNA. Plant Physiol. 164: 201-215.

Fristedt, R. and Vener, A.V. (2011). High Light Induced Disassembly of Photosystem II
Supercomplexes in Arabidopsis Requires STN7-Dependent Phosphorylation of CP29.
PLoS ONE 6: €24565.

Fristedt, R., Williams-Carrier, R., Merchant, S.S., and Barkan, A. (2014b). A thylakoid
membrane protein harboring a DnaJ-type zinc finger domain is required for photosystem
| accumulation in plants. J. Biol. Chem. 289: 30657-30667.

Fristedt, R., Willig, A., Granath, P., Crévecoeur, M., Rochaix, J.-D., and Vener, A.V. (2009).
Phosphorylation of Photosystem Il Controls Functional Macroscopic Folding of
Photosynthetic Membranes in Arabidopsis. Plant Cell 21: 3950-3964.

Fujii, S. and Small, I. (2011). The evolution of RNA editing and pentatricopeptide repeat genes.
New Phytologist 191: 37-47.

Gaffron, H. (1939). Reduction of CO2 with H2 in green plants. Nature: 204-205.

Gagne, G. and Guertin, M. (1992). The early genetic response to light in the green unicellular
alga Chlamydomonas eugametos grown under light/dark cycles involves genes that
represent direct responses to light and photosynthesis. Plant Mol Biol 18: 429-45.

Garcia-Cerdan, J.G., Kovacs, L., Téth, T., Kereiche, S., Aseeva, E., Boekema, E.J., Mamedov,
F., Funk, C., and Schréder, W.P. (2011). The PsbW protein stabilizes the supramolecular
organization of photosystem Il in higher plants. Plant J. 65: 368-381.

Garcia-Echauri, S.A. and Cardineau, G.A. (2015). TETX: a novel nuclear selection marker for
Chlamydomonas reinhardtii transformation. Plant Methods 11: 27.

Germain, A., Hotto, A.M., Barkan, A., and Stern, D.B. (2013). RNA processing and decay in
plastids. Wiley Interdiscip Rev RNA 4: 295-316.

Ghysels, B., Godaux, D., Matagne, R.F., Cardol, P., and Franck, F. (2013). Function of the

169



chloroplast hydrogenase in the microalga Chlamydomonas: the role of hydrogenase and
state transitions during photosynthetic activation in anaerobiosis. PLoS ONE 8: e64161.

Gibson, D.G., Young, L., Chuang, R.Y., Venter, J.C., Hutchison, C.A., 3rd, and Smith, H.O.
(2009). Enzymatic assembly of DNA molecules up to several hundred kilobases. Nat
Methods 6: 343-5.

Girard, J., Chua, N.-H., Bennoun, P., Schmid, G.H., and Delosme, M. (1980). Studies of
mutants deficient in the photosystem | reaction centers in Chlamydomonas reinhardtii.
Current Genetics: 215-221.

Glaesener, A.G., Merchant, S.S., and Blaby-Haas, C.E. (2013). Iron economy in. Frontiers in
plant science 4: 337.

Glaeser, J., Nuss, A.M., Berghoff, B.A., and Klug, G. (2011). Chapter 4 - Singlet Oxygen Stress
in Microorganisms. In Advances in Microbial Physiology, R.K. Poole, ed (Academic
Press), pp. 141-173.

Glanz, S., Jacobs, J., Kock, V., Mishra, A., and Kuck, U. (2012). Raa4 is a trans-splicing factor
that specifically binds chloroplast tscA intron RNA. Plant J 69: 421-31.

Glanz, S. and Kiick, U. (2009). Trans-splicing of organelle introns--a detour to continuous
RNAs. Bioessays 31: 921-934.

Goéhre, V., Ossenbiihl, F., Crevecoeur, M., Eichacker, L.A., and Rochaix, J.-D. (2006). One of
Two Alb3 Proteins Is Essential for the Assembly of the Photosystems and for Cell
Survival in Chlamydomonas. Plant Cell 18: 1454-1466.

Goldschmidt-Clermont, M. (1991). Transgenic expression of aminoglycoside adenine
transferase in the chloroplast: a selectable marker of site-directed transformation of
chlamydomonas. Nucleic Acids Res. 19: 4083-4089.

Goldschmidt-Clermont, M., Choquet, Y., Girard-Bascou, J., Michel, F., Schirmer-Rahire, M.,
and Rochaix, J.D. (1991). A small chloroplast RNA may be required for trans-splicing in
Chlamydomonas reinhardtii. Cell 65: 135-143.

Goldschmidt-Clermont, M., Girard-Bascou, J., Choquet, Y., and Rochaix, J.D. (1990). Trans-
splicing mutants of Chlamydomonas reinhardtii. Mol Gen Genet 223: 417-25.

Goldschmidt-Clermont, M., Rahire, M., and Rochaix, J.-D. (2008). Redundant cis-acting
determinants of 3’ processing and RNA stability in the chloroplast rbocL mRNA of
Chlamydomonas. Plant J. 53: 566-577.

Gonzalez-Ballester, D., Casero, D., Cokus, S., Pellegrini, M., Merchant, S.S., and Grossman,

A.R. (2010). RNA-seq analysis of sulfur-deprived Chlamydomonas cells reveals aspects

170



of acclimation critical for cell survival. Plant Cell 22: 2058-2084.

Gonzalez-Fernandez, C. and Ballesteros, M. (2013). Microalgae autoflocculation: an
alternative to high-energy consuming harvesting methods. J Appl Phycol 25: 991-999.

Goodenough, U., Lin, H., and Lee, J.-H. (2007). Sex determination in Chlamydomonas. Semin.
Cell Dev. Biol. 18: 350-361.

Goral, T.K., Johnson, M.P., Brain, A.P.R., Kirchhoff, H., Ruban, A.V., and Mullineaux, C.W.
(2010). Visualizing the mobility and distribution of chlorophyll proteins in higher plant
thylakoid membranes: effects of photoinhibition and protein phosphorylation. Plant J. 62:
948-959.

Gorl, M., Sauer, J., Baier, T., and Forchhammer, K. (1998). Nitrogen-starvation-induced
chlorosis in Synechococcus PCC 7942: adaptation to long-term survival. Microbiology
144 ( Pt 9): 2449-58.

Goss, R. and Lepetit, B. (2015). Biodiversity of NPQ. J. Plant Physiol. 172: 13-32.

Gray, J.C., Sullivan, J.A., Wang, J.-H., Jerome, C.A., and MacLean, D. (2003). Coordination
of plastid and nuclear gene expression. Philosophical Transactions of the Royal Society
of London B: Biological Sciences 358: 135-145.

Gregory, J.A., Topol, A.B., Doerner, D.Z., and Mayfield, S. (2013). Alga-produced cholera
toxin-Pfs25 fusion proteins as oral vaccines. Applied and environmental microbiology 79:
3917-25.

Grieco, M., Suorsa, M., Jajoo, A., Tikkanen, M., and Aro, E.-M. (2015). Light-harvesting |l
antenna trimers connect energetically the entire photosynthetic machinery - including
both photosystems Il and I. Biochim. Biophys. Acta 1847: 607-619.

Grieco, M., Tikkanen, M., Paakkarinen, V., Kangasjarvi, S., and Aro, E.-M. (2012). Steady-
state phosphorylation of light-harvesting complex Il proteins preserves photosystem |
under fluctuating white light. Plant Physiol. 160: 1896-1910.

Griesbeck, C., Kobl, I., and Heitzer, M. (2006). Chlamydomonas reinhardtii: a protein
expression system for pharmaceutical and biotechnological proteins. Mol Biotechnol 34:
213-23.

Grossman, A. (2000). Acclimation of Chlamydomonas reinhardtii to its nutrient environment.
Protist 151: 201-224.

Grouneva, ., Gollan, P.J., Kangasjarvi, S., Suorsa, M., Tikkanen, M., and Aro, E.-M. (2012).
Phylogenetic viewpoints on regulation of light harvesting and electron transport in

eukaryotic photosynthetic organisms. Planta 237: 399-412.

171



Gruber, A.R,, Lorenz, R., Bernhart, S.H., Neubdck, R., and Hofacker, I.L. (2008). The Vienna
RNA Websuite. Nucleic Acids Res 36: W70-W74.

Gsaller, F. et al. (2014). The Janus transcription factor HapX controls fungal adaptation to both
iron starvation and iron excess. EMBO J. 33: 2261-2276.

Guergova-Kuras, M., Boudreaux, B., Joliot, A., Joliot, P., and Redding, K. (2001). Evidence for
two active branches for electron transfer in photosystem I. Proc. Natl. Acad. Sci. U.S.A.
08: 4437-4442.

Gumpel, N.J., Ralley, L., Girard-Bascou, J., Wollman, F.A., Nugent, J.H., and Purton, S. (1995).
Nuclear mutants of Chlamydomonas reinhardtii defective in the biogenesis of the
cytochrome b6f complex. Plant Mol. Biol. 29: 921-932.

Gupta, R.S., Mukhtar, T., and Singh, B. (1999). Evolutionary relationships among
photosynthetic prokaryotes (Heliobacterium chlorum, Chloroflexus aurantiacus,
cyanobacteria, Chlorobium tepidum and proteobacteria): implications regarding the
origin of photosynthesis. Molecular Microbiology 32: 893-906.

Guskov, A., Kern, J., Gabdulkhakov, A., Broser, M., Zouni, A., and Saenger, W. (2009).
Cyanobacterial photosystem Il at 2.9-A resolution and the role of quinones, lipids,
channels and chloride. Nature Structural &#38; Molecular Biology 16: 334-342.

Haferkamp, S., Haase, W., Pascal, A.A., Amerongen, H. van, and Kirchhoff, H. (2010). Efficient
Light Harvesting by Photosystem Il Requires an Optimized Protein Packing Density in
Grana Thylakoids. J. Biol. Chem. 285: 17020-17028.

Hahn, D., Bennoun, P., and Kiick, U. (1996). Altered expression of nuclear genes encoding
chloroplast polypeptides in non-photosynthetic mutants of Chlamydomonas reinhardtii:
evidence for post-transcriptional regulation. Mol. Gen. Genet. 252: 362-370.

Hahn, D., Nickelsen, J., Hackert, A., and Kiick, U. (1998). A single nuclear locus is involved in
both chloroplast RNAtrans-splicing and 3’ end processing. The Plant Journal 15: 575—
581.

Hakala, M., Tuominen, I., Kerdnen, M., Tyystjarvi, T., and Tyystjarvi, E. (2005). Evidence for
the role of the oxygen-evolving manganese complex in photoinhibition of Photosystem
II. Biochimica et Biophysica Acta (BBA) - Bioenergetics 1706: 68-80.

Hamel, P., Olive, J., Pierre, Y., Wolliman, F.A., and de Vitry, C. (2000). A new subunit of
cytochrome b6f complex undergoes reversible phosphorylation upon state transition. J.
Biol. Chem. 275: 17072-17079.

Hammani, K. and Barkan, A. (2014). An mTERF domain protein functions in group Il intron

172



splicing in maize chloroplasts. Nucleic Acids Res. 42: 5033-5042.

Hammani, K., Cook, W.B., and Barkan, A. (2012). RNA binding and RNA remodeling activities
of the half-a-tetratricopeptide (HAT) protein HCF107 underlie its effects on gene
expression. Proceedings of the National Academy of Sciences of the United States of
America 109: 5651-6.

Hanson, T.E. and Tabita, F.R. (2001). A ribulose-1,5-bisphosphate carboxylase/oxygenase
(RubisCO)-like protein from Chlorobium tepidum that is involved with sulfur metabolism
and the response to oxidative stress. PNAS 98: 4397-4402.

Happe, T., Hemschemeier, A., Winkler, M., and Kaminski, A. (2002). Hydrogenases in green
algae: do they save the algae’s life and solve our energy problems? Trends in Plant
Science 7: 246-250.

Happe, T., Mosler, B., and Naber, J.D. (1994). Induction, localization and metal content of
hydrogenase in the green alga Chlamydomonas reinhardtii. Eur. J. Biochem. 222: 769-
774.

Harris, E.H. (2009). The Chlamydomonas Sourcebook: Introduction to Chlamydomonas and
Its Laboratory Use (Academic Press).

Hattori, M. and Sugita, M. (2009). A moss pentatricopeptide repeat protein binds to the 3’ end
of plastid clpP pre-mRNA and assists with mRNA maturation. FEBS J. 276: 5860-5869.

Haugen, P., Simon, D.M., and Bhattacharya, D. (2005). The natural history of group | introns.
Trends in Genetics 21: 111-119.

Hayes, R., Kudla, J., and Gruissem, W. (1999). Degrading chloroplast mRNA: the role of
polyadenylation. Trends Biochem Sci 24: 199-202.

Healey, F.P. (1970). The Mechanism of Hydrogen Evolution by Chlamydomonas moewusii.
Plant Physiol. 45: 153-159.

Hegemann, P., Neumeier, K., Hegemann, U., and Kuehnle, E. (1990). The role of calcium in
Chlamydomonas photomovement responses as analysed by calcium channel inhibitors.
Photochem. Photobiol. 52: 575-583.

von Heijne, G. and Nishikawa, K. (1991). Chloroplast transit peptides the perfect random coil?
FEBS Letters 278: 1-3.

Heinemeyer, J., Eubel, H., Wehmhoner, D., Jansch, L., and Braun, H.-P. (2004). Proteomic
approach to characterize the supramolecular organization of photosystems in higher
plants. Phytochemistry 65: 1683-1692.

Hemschemeier, A., Melis, A., and Happe, T. (2009). Analytical approaches to photobiological

173



hydrogen production in unicellular green algae. Photosynth Res 102: 523-540.

Herbik, A., Bélling, C., and Buckhout, T.J. (2002). The involvement of a multicopper oxidase
in iron uptake by the green algae Chlamydomonas reinhardtii. Plant Physiol. 130: 2039-
2048.

Herbstova, M., Tietz, S., Kinzel, C., Turkina, M.V., and Kirchhoff, H. (2012). Architectural
switch in plant photosynthetic membranes induced by light stress. PNAS 109: 20130-
20135.

Hertle, A.P., Blunder, T., Wunder, T., Pesaresi, P., Pribil, M., Armbruster, U., and Leister, D.
(2013). PGRL1 Is the Elusive Ferredoxin-Plastoquinone Reductase in Photosynthetic
Cyclic Electron Flow. Molecular Cell 49: 511-523.

Hevroni, G., Enav, H., Rohwer, F., and Béja, O. (2014). Diversity of viral photosystem-I psaA
genes. ISME J.

Hicks, A., Drager, R.G., Higgs, D.C., and Stern, D.B. (2002). An mRNA 3’ processing site
targets downstream sequences for rapid degradation in Chlamydomonas chloroplasts.
J. Biol. Chem. 277: 3325-3333.

Higa, T. and Wada, M. (2015). Clues to the signals for chloroplast photo-relocation from the
lifetimes of accumulation and avoidance responses. J Integr Plant Biol 57: 120-126.

Hill, A., Kurki, A., Morris, M., and Lowe, A. (2010). Biodiesel: The Sustainability Dimensions.
ATTRA-NCAT.

Hoffer, P.H. and Christopher, D.A. (1997). Structure and blue-light-responsive transcription of
a chloroplast psbD promoter from Arabidopsis thaliana. Plant Physiol. 115: 213-222.

Holland, E.M., Braun, F.J., Nonnengéasser, C., Harz, H., and Hegemann, P. (1996). The nature
of rhodopsin-triggered photocurrents in Chlamydomonas. I. Kinetics and influence of
divalent ions. Biophys. J. 70: 924-931.

Holloway, S.P., Deshpande, N.N., and Herrin, D.L. (1999). The catalytic group-I introns of the
psbA gene of chlamydomonas reinhardtii: core structures, ORFs and evolutionary
implications. Curr. Genet. 36: 69-78.

Holloway, S.P. and Herrin, D.L. (1998). Processing of a composite large subunit rRNA. Studies
with chlamydomonas mutants deficient in maturation of the 23s-like rrna. Plant Cell 10:
1193-206.

Holt, N.E., Fleming, G.R., and Niyogi, K.K. (2004). Toward an understanding of the mechanism
of nonphotochemical quenching in green plants. Biochemistry 43: 8281-9.

Hsieh, S.1., Castruita, M., Malasarn, D., Urzica, E., Erde, J., Page, M.D., Yamasaki, H., Casero,

174



D., Pellegrini, M., Merchant, S.S., and Loo, J.A. (2013). The proteome of copper, iron,
zinc, and manganese micronutrient deficiency in Chlamydomonas reinhardtii. Mol. Cell
Proteomics 12: 65-86.

Hsu, Y.-W., Wang, H.-J., Hsieh, M.-H., Hsieh, H.-L., and Jauh, G.-Y. (2014). Arabidopsis
MTERF15 Is Required for Mitochondrial nad2 Intron 3 Splicing and Functional Complex
| Activity. PLoS One 9.

Huang, J., Song, D., Flores, A., Zhao, Q., Mooney, S.M., Shaw, L.M., and Lee, F.S. (2007).
IOP1, a novel hydrogenase-like protein that modulates hypoxia-inducible factor-1alpha
activity. Biochem. J. 401: 341-352.

Hwang, S. and Herrin, D.L. (1994). Control of Ihc gene transcription by the circadian clock in
Chlamydomonas reinhardtii. Plant Mol Biol 26: 557-569.

Hwang, S., Kawazoe, R., and Herrin, D.L. (1996). Transcription of tufA and other chloroplast-
encoded genes is controlled by a circadian clock in Chlamydomonas. Proc Natl Acad Sci
U S A 93: 996-1000.

Idoine, A.D., Boulouis, A., Rupprecht, J., and Bock, R. (2014). The diurnal logic of the
expression of the chloroplast genome in Chlamydomonas reinhardtii. PLoS ONE 9:
e108760.

Ifuku, K. (2015). Localization and functional characterization of the extrinsic subunits of
photosystem Il: an update. Biosci. Biotechnol. Biochem.: 1-9.

Ihnatowicz, A., Pesaresi, P., Varotto, C., Richly, E., Schneider, A., Jahns, P., Salamini, F., and
Leister, D. (2004). Mutants for photosystem | subunit D of Arabidopsis thaliana: effects
on photosynthesis, photosystem | stability and expression of nuclear genes for
chloroplast functions. Plant J. 37: 839-852.

Ingolia, N.T., Ghaemmaghami, S., Newman, J.R.S., and Weissman, J.S. (2009). Genome-
wide analysis in vivo of translation with nucleotide resolution using ribosome profiling.
Science 324: 218-223.

Internationnal Energy Agengy, . (2004). World Energy outlook 2004.

Irihimovitch, V. and Stern, D.B. (2006). The sulfur acclimation SAC3 kinase is required for
chloroplast transcriptional repression under sulfur limitation in Chlamydomonas
reinhardtii. Proc. Natl. Acad. Sci. U.S.A. 103: 7911-7916.

Ishigaki, Y., Nakamura, Y., Tatsuno, T., Ma, S., and Tomosugi, N. (2014). Phosphorylation
status of human RNA-binding protein 8A in cells and its inhibitory regulation by Magoh.
Exp Biol Med (Maywood): 1535370214556945.

175



Ishizaki, Y., Tsunoyama, Y., Hatano, K., Ando, K., Kato, K., Shinmyo, A., Kobori, M., Takeba,
G., Nakahira, Y., and Shiina, T. (2005). A nuclear-encoded sigma factor, Arabidopsis
SIG6, recognizes sigma-70 type chloroplast promoters and regulates early chloroplast
development in cotyledons. Plant J. 42: 133-144.

ITER.org (2015). Fuelling the fusion reaction.

Iwai, M., lkeda, K., Shimojima, M., and Ohta, H. (2014). Enhancement of extraplastidic oil
synthesis in Chlamydomonas reinhardtii using a type-2 diacylglycerol acyltransferase
with a phosphorus starvation-inducible promoter. Plant Biotechnol. J. 12: 808-819.

Iwai, M., Takizawa, K., Tokutsu, R., Okamuro, A., Takahashi, Y., and Minagawa, J. (2010).
Isolation of the elusive supercomplex that drives cyclic electron flow in photosynthesis.
Nature 464: 1210-1213.

Jacobshagen, S. and Johnson, C.H. (1994). Circadian rhythms of gene expression in
Chlamydomonas reinhardtii: circadian cycling of mRNA abundances of cab Il, and
possibly of beta-tubulin and cytochrome c. Eur. J. Cell Biol. 64: 142-152.

Jacobs, J., Glanz, S., Bunse-Grassmann, A., Kruse, O., and Kuck, U. (2010). RNA trans-
splicing: identification of components of a putative chloroplast spliceosome. Eur J Cell
Biol 89: 932-9.

Jacobs, J., Marx, C., Kock, V., Reifschneider, O., Franzel, B., Krisp, C., Wolters, D., and Kuck,
U. (2013). Identification of a Chloroplast Ribonucleoprotein Complex Containing Trans-
splicing Factors, Intron RNA and Novel Components. Mol Cell Proteomics.

Jacquot, J.-P., Stein, M., Suzuki, A., Liottet, S., Sandoz, G., and Miginiac-Maslow, M. (1997).
Residue Glu-91 of Chlamydomonas reinhardtii ferredoxin is essential for electron
transfer to ferredoxin-thioredoxin reductase. FEBS Letters 400: 293-296.

Jahns, P., Latowski, D., and Strzalka, K. (2009). Mechanism and regulation of the violaxanthin
cycle: The role of antenna proteins and membrane lipids. Biochimica et Biophysica Acta
(BBA) - Bioenergetics 1787: 3—-14.

Jalal, A., Schwarz, C., Schmitz-Linneweber, C., Vallon, O., Nickelsen, J., and Bohne, A.-V.
(2015). A Small Multifunctional Pentatricopeptide Repeat Protein in the Chloroplast of
Chlamydomonas reinhardtii. Molecular Plant 8: 412-426.

Jarillo, J.A., Gabrys, H., Capel, J., Alonso, J.M., Ecker, J.R., and Cashmore, A.R. (2001).
Phototropin-related NPL1 controls chloroplast relocation induced by blue light. Nature
410: 952-954.

Jensen, P.E., Bassi, R., Boekema, E.J., Dekker, J.P., Jansson, S., Leister, D., Robinson, C.,

176



and Scheller, H.V. (2007). Structure, function and regulation of plant photosystem I.
Biochimica et Biophysica Acta (BBA) - Bioenergetics 1767: 335-352.

Jiang, W., Brueggeman, A.J., Horken, K.M., Plucinak, T.M., and Weeks, D.P. (2014).
Successful transient expression of Cas9 and single guide RNA genes in
Chlamydomonas reinhardtii. Eukaryotic Cell 13: 1465-1469.

Jiménez-Menéndez, N., Fernandez-Millan, P., Rubio-Cosials, A., Arnan, C., Montoya, J.,
Jacobs, H.T., Bernadé, P., Coll, M., Usén, I., and Sola, M. (2010). Human mitochondrial
MTERF wraps around DNA through a left-handed superhelical tandem repeat. Nat Struct
Mol Biol 17: 891-893.

Jinkerson, R.E. and Jonikas, M.C. (2015). Molecular techniques to interrogate and edit the
Chlamydomonas nuclear genome. Plant J.

Johanningmeier, U. and Heiss, S. (1993). Construction of a Chlamydomonas reinhardtii mutant
with an intronless psbA gene. Plant Mol. Biol. 22: 91-99.

Johnson, E. and Melis, A. (2004). Functional characterization of Chlamydomonas reinhardtii
with alterations in the atpE gene. Photosynthesis Research 82: 131-140.

Johnson, J.D. (2006). The Origin of Life - the rise of the Oxygen Evolving Complex.

Johnson, X. et al. (2014). Proton Gradient Regulation 5-Mediated Cyclic Electron Flow under
ATP- or Redox-Limited Conditions: A Study of AATPase pgr5 and ArbcL pgr5 Mutants
in the Green Alga Chlamydomonas reinhardtii1[C][W]. Plant Physiol 165: 438-452.

Johnson, X., Wostrikoff, K., Finazzi, G., Kuras, R., Schwarz, C., Bujaldon, S., Nickelsen, J.,
Stern, D.B., Wollman, F.-A.,, and Vallon, O. (2010). MRL1, a conserved
Pentatricopeptide repeat protein, is required for stabilization of rbcL mRNA in
Chlamydomonas and Arabidopsis. Plant Cell 22: 234-248.

Jokel, M., Kosourov, S., Battchikova, N., Tsygankov, A.A., Aro, E.M., and Allahverdiyeva, Y.
(2015). Chlamydomonas Flavodiiron Proteins Facilitate Acclimation to Anoxia During
Sulfur Deprivation. Plant Cell Physiol 56: 1598-1607.

Jourdain, A.A., Koppen, M., Rodley, C.D., Maundrell, K., Gueguen, N., Reynier, P., Guaras,
A.M., Enriquez, J.A., Anderson, P., Simarro, M., and Martinou, J.-C. (2015). A
mitochondria-specific isoform of FASTK is present in mitochondrial RNA granules and
regulates gene expression and function. Cell Rep 10: 1110-1121.

Jourdain, A.A., Koppen, M., Wydro, M., Rodley, C.D., Lightowlers, R.N., Chrzanowska-
Lightowlers, Z.M., and Martinou, J.C. (2013). GRSF1 regulates RNA processing in
mitochondrial RNA granules. Cell Metab 17: 399-410.

177



Kabeya, Y. and Miyagishima, S. (2013). Chloroplast DNA replication is regulated by the redox
state independently of chloroplast division in Chlamydomonas reinhardtii. Plant Physiol.
161: 2102-2112.

Kagawa, T., Sakai, T., Suetsugu, N., Oikawa, K., Ishiguro, S., Kato, T., Tabata, S., Okada, K.,
and Wada, M. (2001). Arabidopsis NPL1: A Phototropin Homolog Controlling the
Chloroplast High-Light Avoidance Response. Science 291: 2138-2141.

Kahlau, S. and Bock, R. (2008). Plastid transcriptomics and translatomics of tomato fruit
development and chloroplast-to-chromoplast differentiation: chromoplast gene
expression largely serves the production of a single protein. Plant Cell 20: 856-874.

KamLAND (2008). Nature geoscience. Nature geoscience.

Kanamaru, K., Nagashima, A., Fujiwara, M., Shimada, H., Shirano, Y., Nakabayashi, K.,
Shibata, D., Tanaka, K., and Takahashi, H. (2001). An Arabidopsis Sigma Factor (SIG2)-
Dependent Expression of Plastid-Encoded tRNAs in Chloroplasts. Plant Cell Physiol 42;
1034-1043.

Karcher, D., Koéster, D., Schadach, A., Klevesath, A., and Bock, R. (2009). The
Chlamydomonas Chloroplast HLP Protein Is Required for Nucleoid Organization and
Genome Maintenance. Molecular Plant 2: 1223-1232.

Kargul, J., Nield, J., and Barber, J. (2003). Three-dimensional reconstruction of a light-
harvesting complex |-photosystem | (LHCI-PSI) supercomplex from the green alga
Chlamydomonas reinhardtii. Insights into light harvesting for PSI. J. Biol. Chem. 278:
16135-16141.

Kargul, J., Turkina, M.V., Nield, J., Benson, S., Vener, A.V., and Barber, J. (2005). Light-
harvesting complex Il protein CP29 binds to photosystem | of Chlamydomonas reinhardtii
under State 2 conditions. FEBS J. 272: 4797-4806.

Karpagam, R., Preeti, R., Ashokkumar, B., and Varalakshmi, P. (2015). Enhancement of lipid
production and fatty acid profiling in Chlamydomonas reinhardtii, CC1010 for biodiesel
production. Ecotoxicol. Environ. Saf.

Karpinski, S., Reynolds, H., Karpinska, B., Wingsle, G., Creissen, G., and Mullineaux, P.
(1999). Systemic Signaling and Acclimation in Response to Excess Excitation Energy in
Arabidopsis. Science 284: 654-657.

Kasperbauer, M.J. (1971). Spectral Distribution of Light in a Tobacco Canopy and Effects of
End-of-Day Light Quality on Growth and Development 1. Plant Physiol 47: 775-778.

Katano, Y., Nimura-Matsune, K., and Yoshikawa, H. (2006). Involvement of DnaK3, one of the

178



three DnaK proteins of cyanobacterium Synechococcus sp. PCC7942, in translational
process on the surface of the thylakoid membrane. Biosci Biotechnol Biochem 70: 1592—
8.

Kato, Y. and Sakamoto, W. (2013). Possible compensatory role among chloroplast proteases
under excess-light stress condition. Plant Signal Behav 8.

Kawazoe, R., Mahan, K.M., Venghaus, B.E., Carter, M.L., and Herrin, D.L. (2012). Circadian
regulation of chloroplast transcription in Chlamydomonas is accompanied by little or no
fluctuation in RPOD levels or core RNAP activity. Mol. Biol. Rep. 39: 10565-10571.

Keith, G. THE ENERGY OF THE STARS - NUCLEAR FUSION.

Ke, J., Chen, R.-Z,, Ban, T., Zhou, X.E., Gu, X, Tan, M.H.E., Chen, C., Kang, Y., Brunzelle,
J.S., Zhu, J.-K., Melcher, K., and Xu, H.E. (2013). Structural basis for RNA recognition
by a dimeric PPR-protein complex. Nat Struct Mol Biol 20: 1377-1382.

Keren, N., Berg, A., van Kan PJ, null, Levanon, H., and Ohad, I. (1997). Mechanism of
photosystem Il photoinactivation and D1 protein degradation at low light: the role of back
electron flow. Proc. Natl. Acad. Sci. U.S.A. 94: 1579-1584.

Kessler, F., Blobel, G., Patel, H.A., and Schnell, D.J. (1994). Identification of two GTP-binding
proteins in the chloroplast protein import machinery. Science 266: 1035-1039.

Khrebtukova, I. and Spreitzer, R.J. (1996). Elimination of the Chlamydomonas gene family that
encodes the small subunit of ribulose-1,5-bisphosphate carboxylase/oxygenase. Proc
Natl Acad Sci U S A 93: 13689-93.

Kiley, P., Zhao, X., Vaughn, M., Baldo, M.A., Bruce, B.D., and Zhang, S. (2005). Self-
assembling peptide detergents stabilize isolated photosystem | on a dry surface for an
extended time. PLoS biology 3: €230.

Kim, J. and Mayfield, S.P. (1997). Protein Disulfide Isomerase as a Regulator of Chloroplast
Translational Activation. Science 278: 1954—-1957.

Kim, M., Christopher, D.A., and Mullet, J.E. (1999). ADP-Dependent phosphorylation regulates
association of a DNA-binding complex with the barley chloroplast psbD blue-light-
responsive promoter. Plant Physiol. 119: 663-670.

Kim, M. and Mullet, J.E. (1995). Identification of a sequence-specific DNA binding factor
required for transcription of the barley chloroplast blue light-responsive psbD-psbC
promoter. Plant Cell 7: 1445-1457.

Kimura, M., Manabe, K., Abe, T., Yoshida, S., Matsui, M., and Yamamoto, Y.Y. (2003).
Analysis of hydrogen peroxide-independent expression of the high-light-inducible ELIP2

179



gene with the aid of the ELIP2 promoter-luciferase fusions. Photochem. Photobiol. 77:
668-674.

Kindle, K.L. (1990). High-frequency nuclear transformation of Chlamydomonas reinhardtii.
Proc. Natl. Acad. Sci. U.S.A. 87: 1228-1232.

Kjaerulff, S., Andersen, B., Nielsen, V.S., Mgller, B.L., and Okkels, J.S. (1993). The PSI-K
subunit of photosystem | from barley (Hordeum vulgare L.). Evidence for a gene
duplication of an ancestral PSI-G/K gene. J. Biol. Chem. 268: 18912-18916.

Kleinfeld, D. and Griesbeck, O. (2005). From art to engineering? The rise of in vivo mammalian
electrophysiology via genetically targeted labeling and nonlinear imaging. PLoS Biol 3:
e355.

Klinkert, B., Schwarz, C., Pohimann, S., Pierre, Y., Girard-Bascou, J., and Nickelsen, J. (2005).
Relationship between mRNA levels and protein accumulation in a chloroplast promoter-
mutant of Chlamydomonas reinhardtii. Mol Genet Genomics 274: 637-43.

Klockenbusch, C. and Kast, J. (2010). Optimization of formaldehyde cross-linking for protein
interaction analysis of non-tagged integrin beta1. J Biomed Biotechnol 2010: 927585.

Kloppstech, K. (1997). Light regulation of photosynthetic genes. Physiologia Plantarum 100:
739-747.

Kobayashi, T. and Nishizawa, N.K. (2012). Iron Uptake, Translocation, and Regulation in
Higher Plants. Annual Review of Plant Biology 63: 131-152.

Koch, S., Fritsch, M.J., Buchanan, G., and Palmer, T. (2012). Escherichia coli TatA and TatB
proteins have N-out, C-in topology in intact cells. J. Biol. Chem. 287: 14420-14431.

Komine, Y., Kikis, E., Schuster, G., and Stern, D. (2002). Evidence for in vivo modulation of
chloroplast RNA stability by 3'-UTR homopolymeric tails in Chlamydomonas reinhardtii.
Proc. Natl. Acad. Sci. U.S.A. 99: 4085-4090.

Komolafe, O., Velasquez Orta, S.B., Monje-Ramirez, |., Noguez, 1.Y., Harvey, A.P., and Orta
Ledesma, M.T. (2014). Biodiesel production from indigenous microalgae grown in
wastewater. Bioresource technology 154: 297-304.

Kong, S.-G., Suetsugu, N., Kikuchi, S., Nakai, M., Nagatani, A., and Wada, M. (2013). Both
Phototropin 1 and 2 Localize on the Chloroplast Outer Membrane with Distinct
Localization Activity. Plant Cell Physiol 54: 80-92.

Kopec¢na, J., Komenda, J., Bucinska, L., and Sobotka, R. (2012). Long-Term Acclimation of
the Cyanobacterium Synechocystis sp. PCC 6803 to High Light Is Accompanied by an

Enhanced Production of Chlorophyll That Is Preferentially Channeled to Trimeric

180



Photosystem I1[W]. Plant Physiol 160: 2239-2250.

Kosman, D.J. (2002). FET3P, ceruloplasmin, and the role of copper in iron metabolism. Adv.
Protein Chem. 60: 221-269.

Kouranov, A., Chen, X., Fuks, B., and Schnell, D.J. (1998). Tic20 and Tic22 are new
components of the protein import apparatus at the chloroplast inner envelope membrane.
J. Cell Biol. 143: 991-1002.

Koussevitzky, S., Nott, A., Mockler, T.C., Hong, F., Sachetto-Martins, G., Surpin, M., Lim, J.,
Mittler, R., and Chory, J. (2007). Signals from chloroplasts converge to regulate nuclear
gene expression. Science 316: 715-719.

Kramer, D.M., Avenson, T.J., and Edwards, G.E. (2004). Dynamic flexibility in the light
reactions of photosynthesis governed by both electron and proton transfer reactions.
Trends Plant Sci. 9: 349-357.

Kramer, D.M., Sacksteder, C.A.,, and Cruz, J.A. (1999). How acidic is the lumen?
Photosynthesis Research 60: 151-163.

Krimm, |., Gans, P., Hernandez, J.-F., Arlaud, G.J., and Lancelin, J.-M. (1999). A coil-helix
instead of a helix—coil motif can be induced in a chloroplast transit peptide from
Chlamydomonas reinhardtii. European Journal of Biochemistry 265: 171-180.

Kropat, J., Gallaher, S.D., Urzica, E.I., Nakamoto, S.S., Strenkert, D., Tottey, S., Mason, A.Z,,
and Merchant, S.S. (2015). Copper economy in Chlamydomonas: Prioritized allocation
and reallocation of copper to respiration vs. photosynthesis. Proc. Natl. Acad. Sci. U.S.A.
112: 2644-2651.

Kuchka, M.R., Goldschmidt-Clermont, M., van Dillewijn, J., and Rochaix, J.D. (1989). Mutation
at the Chlamydomonas nuclear NAC2 locus specifically affects stability of the chloroplast
psbD transcript encoding polypeptide D2 of PS Il. Cell 58: 869-876.

Kucho, K., Okamoto, K., Tabata, S., Fukuzawa, H., and Ishiura, M. (2005). Identification of
novel clock-controlled genes by cDNA macroarray analysis in Chlamydomonas
reinhardtii. Plant Mol Biol 57: 889-906.

Kuck, U., Choquet, Y., Schneider, M., Dron, M., and Bennoun, P. (1987). Structural and
transcription analysis of two homologous genes for the P700 chlorophyll a-apoproteins
in Chlamydomonas reinhardii: evidence for in vivo trans-splicing. EMBO J 6: 2185-95.

Ku, C., Nelson-Sathi, S., Roettger, M., Garg, S., Hazkani-Covo, E., and Martin, W.F. (2015).
Endosymbiotic gene transfer from prokaryotic pangenomes: Inherited chimerism in
eukaryotes. PNAS: 201421385.

181



Kukuczka, B., Magneschi, L., Petroutsos, D., Steinbeck, J., Bald, T., Powikrowska, M.,
Fufezan, C., Finazzi, G., and Hippler, M. (2014). Proton Gradient Regulation5-Like1-
Mediated Cyclic Electron Flow Is Crucial for Acclimation to Anoxia and Complementary
to Nonphotochemical Quenching in Stress Adaptation. Plant Physiol. 165: 1604-1617.

Kinstner, P., Guardiola, A., Takahashi, Y., and Rochaix, J.-D. (1995). A Mutant Strain of
Chlamydomonas reinhardtii Lacking the Chloroplast Photosystem Il psbl Gene Grows
Photoautotrophically. J. Biol. Chem. 270: 9651-9654.

Kupsch, C., Ruwe, H., Gusewski, S., Tillich, M., Small, I., and Schmitz-Linneweber, C. (2012).
Arabidopsis chloroplast RNA binding proteins CP31A and CP29A associate with large
transcript pools and confer cold stress tolerance by influencing multiple chloroplast RNA
processing steps. Plant Cell 24: 4266—4280.

Kuras, R., Vitry, C. de, Choquet, Y., Girard-Bascou, J., Culler, D., Biischlen, S., Merchant, S.,
and Wollman, F.-A. (1997). Molecular Genetic Identification of a Pathway for Heme
Binding to Cytochrome b 6. J. Biol. Chem. 272: 32427-32435.

Kuras, R. and Wollman, F.A. (1994). The assembly of cytochrome b6/f complexes: an
approach using genetic transformation of the green alga Chlamydomonas reinhardtii.
EMBO J. 13: 1019-1027.

Kurek, I., Chang, T.K., Bertain, S.M., Madrigal, A., Liu, L., Lassner, M.W., and Zhu, G. (2007).
Enhanced Thermostability of Arabidopsis Rubisco Activase Improves Photosynthesis
and Growth Rates under Moderate Heat Stress. Plant Cell 19: 3230-3241.

Kurowski, B. and Ludwig, B. (1987). The genes of the Paracoccus denitrificans bc1 complex.
Nucleotide sequence and homologies between bacterial and mitochondrial subunits. The
Journal of biological chemistry 262: 13805-11.

Kwan, P., Mclintosh, C.L., Jennings, D.P., Hopkins, R.C., Chandrayan, S.K., Wu, C.-H., Adams,
M.W.W., and Jones, AK. (2015). The [NiFe]-Hydrogenase of Pyrococcus furiosus
Exhibits a New Type of Oxygen Tolerance. J. Am. Chem. Soc. 137: 13556-13565.

Kyle, D.J., Ohad, I., and Arntzen, C.J. (1984). Membrane protein damage and repair: Selective
loss of a quinone-protein function in chloroplast membranes. Proc Natl Acad Sci U S A
81:4070-4074.

Ladygin, V.G. (2003). [The transformation of the unicellular alga Chlamydomonas reinhardtii
by electroporation]. Mikrobiologiia 72: 658-665.

La Fontaine, S., Quinn, J.M., Nakamoto, S.S., Page, M.D., Géhre, V., Moseley, J.L., Kropat,
J., and Merchant, S. (2002). Copper-dependent iron assimilation pathway in the model

182



photosynthetic eukaryote Chlamydomonas reinhardtii. Eukaryotic Cell 1: 736-757.

Lake, J.A., Clark, M.W., Henderson, E., Fay, S.P., Oakes, M., Scheinman, A., Thornber, J.P.,
and Mah, R.A. (1985). Eubacteria, halobacteria, and the origin of photosynthesis: the
photocytes. Proc Natl Acad Sci U S A 82: 3716-3720.

Lalli, C. and Parsons, T.R. (1997). Biological Oceanography: An Introduction 2nd ed.
(Butterworth-Heinemann, Oxford).

Lambertz, C., Hemschemeier, A., and Happe, T. (2010). Anaerobic expression of the
ferredoxin-encoding FDX5 gene of Chlamydomonas reinhardtii is regulated by the Crr1
transcription factor. Eukaryotic Cell 9: 1747-1754.

Langdale, J.A. (2011). C4 Cycles: Past, Present, and Future Research on C4 Photosynthesis.
Plant Cell 23: 3879-3892.

Lee, B., Choi, G.-G., Choi, Y.-E., Sung, M., Park, M.S., and Yang, J.-W. (2014). Enhancement
of lipid productivity by ethyl methane sulfonate-mediated random mutagenesis and
proteomic analysis in Chlamydomonas reinhardtii. Korean J. Chem. Eng. 31: 1036-1042.

Lee, J. and Herrin, D.L. (2002). Assessing the relative importance of light and the circadian
clock in controlling chloroplast translation in Chlamydomonas reinhardtii. Photosynth
Res 72: 295-306.

Lee, J. and Herrin, D.L. (2003). Mutagenesis of a light-requlated psbA intron reveals the
importance of efficient splicing for photosynthetic growth. Nucleic Acids Res. 31: 4361-
4372.

Lefebvre-Legendre, L., Choquet, Y., Kuras, R., Loubéry, S., Douchi, D., and Goldschmidt-
Clermont, M. (2015a). A nucleus-encoded helical-repeat protein which is regulated by
iron availability controls chloroplast psaA mRNA expression in Chlamydomonas. Plant
Physiol.

Lefebvre-Legendre, L., Merendino, L., Rivier, C., and Goldschmidt-Clermont, M. (2014). On
the complexity of chloroplast RNA metabolism: psaA trans-splicing can be bypassed in
chlamydomonas. Mol. Biol. Evol. 31: 2697-2707.

Lefebvre-Legendre, L., Reifschneider, O., Kollipara, L., Sickmann, A., Wolters, D., Kiick, U.,
and Goldschmidt-Clermont, M. (2015b). A pioneer protein is part of a large complex
involved in trans-splicing of a group Il intron in the chloroplast of Chlamydomonas
reinhardtii. Plant J.

Lefévre, F., Chalifour, A., Yu, L., Chodavarapu, V., Juneau, P., and Izquierdo, R. (2012). Algal

fluorescence sensor integrated into a microfluidic chip for water pollutant detection. Lab

183



Chip 12: 787-793.

Leister, D. (2003). Chloroplast research in the genomic age. Trends in Genetics 19: 47-56.

Leite, S.M., Woo, R.L., Munday, J.N., Hong, W.D., Mesropian, S., Law, D.C., and Atwater, H.A.
(2013). Towards an optimized all lattice-matched InAlAs/InGaAsP/InGaAs multijunction
solar cell with efficiency >50%. Applied Physics Letters 102.

Lemaire, C., Girard-Bascou, J., Wollman, F.A., and Bennoun, P. (1986). Studies on the
cytochrome b6/f complex. |. Characterization of the complex subunits in
Chlamydomonas reinhardtii. Biochim. Biophys. Acta: 229-238.

Lemaire, C., Wollman, F.A., and Bennoun, P. (1988). Restoration of phototrophic growth in a
mutant of Chlamydomonas reinhardtii in which the chloroplast atpB gene of the ATP
synthase has a deletion: an example of mitochondria-dependent photosynthesis. Proc.
Natl. Acad. Sci. U.S.A. 85: 1344-1348.

Lemeille, S. and Rochaix, J.-D. (2010). State transitions at the crossroad of thylakoid signalling
pathways. Photosyn. Res. 106: 33-46.

Lemeille, S., Turkina, M.V., Vener, AV., and Rochaix, J.-D. (2010). Stt7-dependent
Phosphorylation during State Transitions in the Green Alga Chlamydomonas reinhardtii.
Mol Cell Proteomics 9: 1281-1295.

Lemeille, S., Willig, A., Depége-Fargeix, N., Delessert, C., Bassi, R., and Rochaix, J.-D. (2009).
Analysis of the Chloroplast Protein Kinase Stt7 during State Transitions. PLoS Biol 7:
€1000045.

Leon, R. and Galvan, F. (1999). Interaction between saline stress and photoinhibition of
photosynthesis in the freshwater green algae Chlamydomonas reinhardtii. Implications
for glycerol photoproduction. Plant Physiol Bioch 37: 623-628.

Le Quiniou, C., Tian, L., Drop, B., Wientjes, E., van Stokkum, I.H.M., van Oort, B., and Croce,
R. (2015). PSI-LHCI of Chlamydomonas reinhardtii: Increasing the absorption cross
section without losing efficiency. Biochim. Biophys. Acta 1847: 458-467.

Leveen, L. (2003). The Five Myths of the Hydrogen Fueled Vehicle.

Levy, H., Kindle, K.L., and Stern, D.B. (1997). A Nuclear Mutation That Affects the 3[prime]
Processing of Several mMRNAs in Chlamydomonas Chloroplasts. Plant Cell 9: 825-836.

Levy, H., Kindle, K.L., and Stern, D.B. (1999). Target and specificity of a nuclear gene product
that participates in mRNA 3’-end formation in Chlamydomonas chloroplasts. J. Biol.
Chem. 274: 35955-35962.

Lezhneva, L., Kuras, R., Ephritikhine, G., and de Vitry, C. (2008). A novel pathway of

184



cytochrome c biogenesis is involved in the assembly of the cytochrome b6f complex in
arabidopsis chloroplasts. J. Biol. Chem. 283: 24608-24616.

Liberton, M., Austin, J.R., Berg, R.H., and Pakrasi, H.B. (2011). Unique Thylakoid Membrane
Architecture of a Unicellular N2-Fixing Cyanobacterium Revealed by Electron
Tomography. Plant Physiol. 1565: 1656-1666.

Liere, K. and Borner, T. (2007). Transcription and transcriptional regulation in plastids. In Cell
and Molecular Biology of Plastids (Bock Ralph), pp. 121-174.

Liere, K. and Link, G. (1997). Chloroplast endoribonuclease p54 involved in RNA 3’-end
processing is regulated by phosphorylation and redox state. Nucleic Acids Res. 25:
2403-2408.

Lin, A., Wang, Y., Tang, J., Xue, P., Li, C., Liu, L., Hu, B., Yang, F., Loake, G.J., and Chu, C.
(2012). Nitric Oxide and Protein S-Nitrosylation Are Integral to Hydrogen Peroxide-
Induced Leaf Cell Death in Rice. Plant Physiol. 158: 451-464.

Lindberg, P., Park, S., and Melis, A. (2010). Engineering a platform for photosynthetic isoprene
production in cyanobacteria, using Synechocystis as the model organism. Metabolic
Engineering 12: 70-79.

Lindermayr, C., Saalbach, G., and Durner, J. (2005). Proteomic Identification of S-Nitrosylated
Proteins in Arabidopsis. Plant Physiol. 137: 921-930.

Lin, M.T., Occhialini, A., Andralojc, P.J., Parry, M.A.J., and Hanson, M.R. (2014). A faster
Rubisco with potential to increase photosynthesis in crops. Nature 513: 547-550.

Lin, X. et al. (1999). Sequence and analysis of chromosome 2 of the plant Arabidopsis thaliana.
Nature 402: 761-768.

Lin, Y.-H., Pan, K.-Y., Hung, C.-H., Huang, H.-E., Chen, C.-L., Feng, T.-Y., and Huang, L.-F.
(2013). Overexpression of ferredoxin, PETF, enhances tolerance to heat stress in
Chlamydomonas reinhardtii. Int J Mol Sci 14: 20913-20929.

Li, Q., Yan, C., Xu, H., Wang, Z.,, Long, J., Li, W., Wu, J., Yin, P., and Yan, N. (2014).
Examination of the dimerization states of the single-stranded RNA recognition protein
pentatricopeptide repeat 10 (PPR10). J. Biol. Chem. 289: 31503-31512.

van Lis, R., Mendoza-Hernandez, G., Groth, G., and Atteia, A. (2007). New Insights into the
Unique Structure of the FOF1-ATP Synthase from the Chlamydomonad Algae
Polytomella sp. and Chlamydomonas reinhardtii. Plant Physiol 144: 1190-1199.

Liu, Y. and Li, J. (2013). A conserved basic residue cluster is essential for the protein quality

control function of the Arabidopsis calreticulin 3. Plant Signal Behav 8: €23864.

185



Li, X.P., Bjorkman, O., Shih, C., Grossman, A.R., Rosenquist, M., Jansson, S., and Niyogi,
K.K. (2000). A pigment-binding protein essential for regulation of photosynthetic light
harvesting. Nature 403: 391-395.

Loizeau, K., Qu, Y., Depp, S., Fiechter, V., Ruwe, H., Lefebvre-Legendre, L., Schmitz-
Linneweber, C., and Goldschmidt-Clermont, M. (2014). Small RNAs reveal two target
sites of the RNA-maturation factor Mbb1 in the chloroplast of Chlamydomonas. Nucleic
Acids Res. 42: 3286-3297.

Long, S.P. (1983). C4 photosynthesis at low temperatures. Plant, Cell & Environment 6: 345-
363.

Lucker, B. and Kramer, D.M. (2013). Regulation of cyclic electron flow in Chlamydomonas
reinhardtii under fluctuating carbon availability. Photosyn. Res. 117: 449-459.

Lukacs, M. (2012). World’s biggest geoengineering experiment “violates” UN rules. The
Guardian.

Lumbreras, V., Stevens, D.R., and Purton, S. (1998). Efficient foreign gene expression in
Chlamydomonas reinhardtii mediated by an endogenous intron. The Plant Journal 14:
441-447.

Lunde, B.M., Moore, C., and Varani, G. (2007). RNA-binding proteins: modular design for
efficient function. Nat Rev Mol Cell Biol 8: 479-490.

Luo, L. and Herrin, D.L. (2012). A novel rhodanese is required to maintain chloroplast
translation in Chlamydomonas. Plant Mol. Biol. 79: 495-508.

Lynnes, J.A., Derzaph, T.L.M., and Weger, H.G. (1998). Iron limitation results in induction of
ferricyanide reductase and ferric chelate reductase activities in Chlamydomonas
reinhardtii. Planta 204: 360-365.

Maier, U.G., Bozarth, A., Funk, H.T., Zauner, S., Rensing, S.A., Schmitz-Linneweber, C.,
Boérner, T., and Tillich, M. (2008). Complex chloroplast RNA metabolism: just debugging
the genetic programme? BMC Biol. 6: 36.

Majeran, W., Olive, J., Drapier, D., Vallon, O., and Wollman, F.-A. (2001). The Light Sensitivity
of ATP Synthase Mutants ofChlamydomonas reinhardtii. Plant Physiol. 126: 421-433.

Majeran, W., Wollman, F.A., and Vallon, O. (2000a). Evidence for a role of ClpP in the
degradation of the chloroplast cytochrome b(6)f complex. Plant Cell 12: 137-150.

Majeran, W., Wollman, F.-A., and Vallon, O. (2000b). Evidence for a Role of ClpP in the
Degradation of the Chloroplast Cytochrome b6f Complex. Plant Cell 12: 137-149.

Makhzoum, A., Benyammi, R., Moustafa, K., and Tremouillaux-Guiller, J. (2013). Recent

186



advances on host plants and expression cassettes’ structure and function in plant
molecular pharming. BioDrugs : clinical immunotherapeutics, biopharmaceuticals and
gene therapy.

Malnoé, A., Wang, F., Girard-Bascou, J., Wollman, F.-A., and Vitry, C. de (2014). Thylakoid
FtsH Protease Contributes to Photosystem Il and Cytochrome b6f Remodeling in
Chlamydomonas reinhardtii under Stress Conditions. Plant Cell 26: 373-390.

Mank, M., Reiff, D.F., Heim, N., Friedrich, M.W., Borst, A., and Griesbeck, O. (2006). A FRET-
based calcium biosensor with fast signal kinetics and high fluorescence change. Biophys
J 90: 1790-6.

Mant, A., Schmidt, I., Herrmann, R.G., Robinson, C., and Klésgen, R.B. (1995). Sec-
dependent Thylakoid Protein Translocation ApH REQUIREMENT IS DICTATED BY
PASSENGER PROTEIN AND ATP CONCENTRATION. J. Biol. Chem. 270: 23275-
23281.

Margulis, L. (1975). Symbiotic theory of the origin of eukaryotic organelles; criteria for proof.
Symp. Soc. Exp. Biol.: 21-38.

Martin, J.H. (1990). Glacial-interglacial CO2 change: The Iron Hypothesis. Paleoceanography
5:1-13.

Martin, N.C. and Goodenough, U.W. (1975). Gametic differentiation in Chlamydomonas
reinhardtii. I. Production of gametes and their fine structure. The Journal of cell biology
67: 587-605.

Martin, W., Stoebe, B., Goremykin, V., Hapsmann, S., Hasegawa, M., and Kowallik, K.V.
(1998). Gene transfer to the nucleus and the evolution of chloroplasts. Nature 393: 162—
5.

Maruta, T., Miyazaki, N., Nosaka, R., Tanaka, H., Padilla-Chacon, D., Otori, K., Kimura, A.,
Tanabe, N., Yoshimura, K., Tamoi, M., and Shigeoka, S. (2015). A gain-of-function
mutation of plastidic invertase alters nuclear gene expression with sucrose treatment
partially via GENOMES UNCOUPLED1-mediated signaling. New Phytol.

Maruta, T., Noshi, M., Tanouchi, A., Tamoi, M., Yabuta, Y., Yoshimura, K., Ishikawa, T., and
Shigeoka, S. (2012). H202-triggered retrograde signaling from chloroplasts to nucleus
plays specific role in response to stress. J. Biol. Chem. 287: 11717-11729.

Maruyama, S., Tokutsu, R., and Minagawa, J. (2014). Transcriptional regulation of the stress-
responsive light harvesting complex genes in Chlamydomonas reinhardtii. Plant Cell
Physiol. §5: 1304-1310.

187



Marx, C., Wiinsch, C., and Kiick, U. (2015). The Octatricopeptide Repeat Protein Raa8 Is
Required for Chloroplast trans Splicing. Eukaryotic Cell 14: 998-1005.

Massachusetts Water Resources Authority MWRA Monthly Water Quality Test Results.

Matsuo, T., Okamoto, K., Onai, K., Niwa, Y., Shimogawara, K., and Ishiura, M. (2008). A
systematic forward genetic analysis identified components of the Chlamydomonas
circadian system. Genes Dev. 22: 918-930.

Matsuo, T., Onai, K., Okamoto, K., Minagawa, J., and Ishiura, M. (2006). Real-time monitoring
of chloroplast gene expression by a luciferase reporter: evidence for nuclear regulation
of chloroplast circadian period. Mol. Cell. Biol. 26: 863-870.

Maul, J.E., Lilly, JW., Cui, L., dePamphilis, C.W., Miller, W., Harris, E.H., and Stern, D.B.
(2002). The Chlamydomonas reinhardtii plastid chromosome: islands of genes in a sea
of repeats. The Plant cell 14: 2659-79.

Mayfield, S. (2013). Production of anti-cancer immunotoxins in algae: Ribosome inactivating
proteins as fusion partners. Biotechnol Bioeng.

Mayfield, S.P., Manuell, A.L., Chen, S., Wu, J., Tran, M., Siefker, D., Muto, M., and Marin-
Navarro, J. (2007). Chlamydomonas reinhardtii chloroplasts as protein factories. Current
opinion in biotechnology 18: 126-33.

Mayfield, S.P. and Schultz, J. (2004). Development of a luciferase reporter gene, luxCt, for
Chlamydomonas reinhardtii chloroplast. Plant J. 37: 449-458.

Ma, Y., Kouranov, A., LaSala, S.E., and Schnell, D.J. (1996). Two components of the
chloroplast protein import apparatus, IAP86 and IAP75, interact with the transit sequence
during the recognition and translocation of precursor proteins at the outer envelope. J
Cell Biol 134: 315-327.

Mazor, Y., Borovikova, A., and Nelson, N. (2015). The structure of plant photosystem | super-
complex at 2.8 A resolution. eLife Sciences 4: e07433.

McCracken, M.D., Middaugh, R.E., and Middaugh, R.S. (1980). A chemical characterization
of an algal inhibitor obtained from chlamydomonas. Hydrobiologia 70: 271-276.

McDonald, A.E., Ivanov, A.G., Bode, R., Maxwell, D.P., Rodermel, S.R., and Hiner, N.P.A.
(2011). Flexibility in photosynthetic electron transport: the physiological role of
plastoquinol terminal oxidase (PTOX). Biochim. Biophys. Acta 1807: 954-967.

McLaughlin, K.J., Strain-Damerell, C.M., Xie, K., Brekasis, D., Soares, A.S., Paget, M.S.B.,
and Kielkopf, C.L. (2010). Structural basis for NADH/NAD+ redox sensing by a Rex
family repressor. Mol. Cell 38: 563-575.

188



Meier, B., Barra, D., Bossa, F., Calabrese, L., and Rotilio, G. (1982). Synthesis of either Fe-
or Mn-superoxide dismutase with an apparently identical protein moiety by an anaerobic
bacterium dependent on the metal supplied. J. Biol. Chem. 257: 13977-13980.

Meimberg, K., Fischer, N., Rochaix, J.D., and Muhlenhoff, U. (1999). Lys35 of PsaC is required
for the efficient photoreduction of flavodoxin by photosystem | from Chlamydomonas
reinhardtii. Eur. J. Biochem. 263: 137-144.

Melis, A. (2007). Photosynthetic H2 metabolism in Chlamydomonas reinhardtii (unicellular
green algae). Planta 226: 1075-1086.

Melis, A. and Happe, T. (2001). Hydrogen Production. Green Algae as a Source of Energy.
Plant Physiol. 127: 740-748.

Melis, A., Mullineaux, C.W., and Allen, J.F. (1989). Acclimation of the photosynthetic apparatus
to photosystem-| or photosystem-Il light — evidence from quantum yield measurements
and fluorescence spectroscopy of cyanobacterial cells. Zeitschrift fur Naturforschung.C-
A Journal of Biosciences 44: 109-118.

Mendez-Alvarez, S., Leisinger, U., and Eggen, R.I. (1999). Adaptive responses in
Chlamydomonas reinhardtii. Int Microbiol 2: 15-22.

Merchant, S. and Bogorad, L. (1987). Metal ion regulated gene expression: use of a
plastocyanin-less mutant of Chlamydomonas reinhardtii to study the Cu(ll)-dependent
expression of cytochrome c-552. EMBO J 6: 2531-2535.

Merchant, S. and Bogorad, L. (1986). Regulation by copper of the expression of plastocyanin
and cytochrome ¢552 in Chlamydomonas reinhardi. Mol. Cell. Biol. 6: 462-469.

Merchant, S.S. et al. (2007). The Chlamydomonas genome reveals the evolution of key animal
and plant functions. Science 318: 245-50.

Merendino, L., Perron, K., Rahire, M., Howald, ., Rochaix, J.D., and Goldschmidt-Clermont,
M. (2006). A novel multifunctional factor involved in trans-splicing of chloroplast introns
in Chlamydomonas. Nucleic Acids Res 34: 262-74.

Mershin, A., Matsumoto, K., Kaiser, L., Yu, D., Vaughn, M., Nazeeruddin, M.K., Bruce, B.D.,
Graetzel, M., and Zhang, S. (2012). Self-assembled photosystem-| biophotovoltaics on
nanostructured TiO(2 )and ZnO. Scientific reports 2: 234.

Meuser, J.E., D’Adamo, S., Jinkerson, R.E., Mus, F., Yang, W., Ghirardi, M.L., Seibert, M.,
Grossman, A.R., and Posewitz, M.C. (2012). Genetic disruption of both Chlamydomonas
reinhardtii [FeFe]-hydrogenases: Insight into the role of HYDA2 in H: production.
Biochem. Biophys. Res. Commun. 417: 704-709.

189



Michelet, L., Lefebvre-Legendre, L., Burr, S.E., Rochaix, J.D., and Goldschmidt-Clermont, M.
(2011). Enhanced chloroplast transgene expression in a nuclear mutant of
Chlamydomonas. Plant Biotechnol J 9: 565-74.

Milanovsky, G.E., Ptushenko, V.V., Golbeck, J.H., Semenov, A.Y., and Cherepanov, D.A.
(2014). Molecular dynamics study of the primary charge separation reactions in
Photosystem I: effect of the replacement of the axial ligands to the electron acceptor Ao.
Biochim. Biophys. Acta 1837: 1472-1483.

Millard, A., Clokie, M.R.J., Shub, D.A., and Mann, N.H. (2004). Genetic organization of the
psbAD region in phages infecting marine Synechococcus strains. Proc Natl Acad Sci U
S A101: 11007-11012.

Miller, S.R., McGuirl, M.A., and Carvey, D. (2013). The Evolution of RuBisCO Stability at the
Thermal Limit of Photoautotrophy. Mol Biol Evol 30: 752-760.

Minagawa, J. and Tokutsu, R. (2015). Dynamic regulation of photosynthesis in
Chlamydomonas reinhardtii. Plant J. 82: 413-428.

Minai, L., Wostrikoff, K., Wollman, F.-A., and Choquet, Y. (2006). Chloroplast Biogenesis of
Photosystem Il Cores Involves a Series of Assembly-Controlled Steps That Regulate
Translation. Plant Cell 18: 159-175.

Minko, I., Holloway, S.P., Nikaido, S., Carter, M., Odom, O.W., Johnson, C.H., and Herrin, D.L.
(1999). Renilla luciferase as a vital reporter for chloroplast gene expression in
Chlamydomonas. Mol. Gen. Genet. 262: 421-425.

Mitra, M. and Melis, A. (2010). Genetic and biochemical analysis of the TLA1 gene in
Chlamydomonas reinhardtii. Planta 231: 729-740.

Mittag, M. and Wagner, V. (2003). The circadian clock of the unicellular eukaryotic model
organism Chlamydomonas reinhardtii. Biol. Chem. 384: 689-695.

Miyake, C. and Asada, K. (1994). Ferredoxin-Dependent Photoreduction of the
Monodehydroascorbate Radical in Spinach Thylakoids. Plant Cell Physiol 35: 539-549.

Miyamoto, K. (1997). Renewable biological systems for alternative sustainable energy
production. Agricultural service bulletins.

Molnar, A., Bassett, A., Thuenemann, E., Schwach, F., Karkare, S., Ossowski, S., Weigel, D.,
and Baulcombe, D. (2009). Highly specific gene silencing by artificial microRNAs in the
unicellular alga Chlamydomonas reinhardtii. Plant J. 58: 165-174.

Monod, C., Goldschmidt-Clermont, M., and Rochaix, J.D. (1992). Accumulation of chloroplast

psbB RNA requires a nuclear factor in Chlamydomonas reinhardtii. Mol. Gen. Genet.

190



231: 449-459.

Morel-Laurens, N. (1987). CALCIUM CONTROL OF PHOTOTACTIC ORIENTATION IN
Chlamydomonas reinhardtii: SIGN AND STRENGTH OF RESPONSE. Photochemistry
and Photobiology 45: 119-128.

Moseley, J.L., Allinger, T., Herzog, S., Hoerth, P., Wehinger, E., Merchant, S., and Hippler, M.
(2002). Adaptation to Fe-deficiency requires remodeling of the photosynthetic apparatus.
EMBO J 21: 6709-20.

Mukherjee, S. and Warshel, A. (2015). Dissecting the role of the y-subunit in the rotary-
chemical coupling and torque generation of F1-ATPase. Proc. Natl. Acad. Sci. U.S.A.
112: 2746-2751.

Miiller, M., Bamann, C., Bamberg, E., and Kuhlbrandt, W. (2015). Light-induced helix
movements in channelrhodopsin-2. J. Mol. Biol. 427: 341-349.

Miiller, P., Li, X.-P., and Niyogi, K.K. (2001). Non-Photochemical Quenching. A Response to
Excess Light Energy. Plant Physiol. 125: 1558-1566.

Murakami, A., Kim, S.J., and Fuijita, Y. (1997). Changes in photosystem stoichiometry in
response to environmental conditions for cell growth observed with the cyanophyte
Synechocystis PCC 6714. Plant Cell Physiol 38: 392-7.

Murakami, S., Kuehnle, K., and Stern, D.B. (2005). A spontaneous tRNA suppressor of a
mutation in the Chlamydomonas reinhardtii nuclear MCD1 gene required for stability of
the chloroplast petD mRNA. Nucl. Acids Res. 33: 3372-3380.

Murata, N., Takahashi, S., Nishiyama, Y., and Allakhverdiev, S.l. (2007). Photoinhibition of
photosystem |l under environmental stress. Biochimica et Biophysica Acta (BBA) -
Bioenergetics 1767: 414-421.

Mus, F., Cournac, L., Cardettini, V., Caruana, A., and Peltier, G. (2005). Inhibitor studies on
non-photochemical plastoquinone reduction and H(2) photoproduction in
Chlamydomonas reinhardtii. Biochim. Biophys. Acta 1708: 322-332.

Mussgnug, J.H. et al. (2005). NAB1 Is an RNA Binding Protein Involved in the Light-Regulated
Differential Expression of the Light-Harvesting Antenna of Chlamydomonas reinhardtii.
Plant Cell 17: 3409-3421.

Nagai, T., Ibata, K., Park, E.S., Kubota, M., Mikoshiba, K., and Miyawaki, A. (2002). A variant
of yellow fluorescent protein with fast and efficient maturation for cell-biological
applications. Nat Biotechnol 20: 87-90.

Nagashima, A., Hanaoka, M., Motohashi, R., Seki, M., Shinozaki, K., Kanamaru, K., Takahashi,

191



H., and Tanaka, K. (2004a). DNA microarray analysis of plastid gene expression in an
Arabidopsis mutant deficient in a plastid transcription factor sigma, SIG2. Biosci.
Biotechnol. Biochem. 68: 694-704.

Nagashima, A., Hanaoka, M., Shikanai, T., Fujiwara, M., Kanamaru, K., Takahashi, H., and
Tanaka, K. (2004b). The multiple-stress responsive plastid sigma factor, SIG5, directs
activation of the psbD blue light-responsive promoter (BLRP) in Arabidopsis thaliana.
Plant Cell Physiol. 45: 357-368.

Nagel, G., Ollig, D., Fuhrmann, M., Kateriya, S., Musti, A.M., Bamberg, E., and Hegemann, P.
(2002). Channelrhodopsin-1: a light-gated proton channel in green algae. Science 296:
2395-2398.

Nagy, G., Unnep, R., Zsiros, O., Tokutsu, R., Takizawa, K., Porcar, L., Moyet, L., Petroutsos,
D., Garab, G., Finazzi, G., and Minagawa, J. (2014). Chloroplast remodeling during state
transitions in Chlamydomonas reinhardtii as revealed by noninvasive techniques in vivo.
Proc Natl Acad Sci U S A 111: 5042-5047.

Naithani, S., Hou, J.M., and Chitnis, P.R. (2000). Targeted inactivation of the psaK1, psaK2
and psaM genes encoding subunits of Photosystem | in the cyanobacterium
Synechocystis sp. PCC 6803. Photosyn. Res. 63: 225-236.

Nakai, M. (2015a). The TIC complex uncovered: The alternative view on the molecular
mechanism of protein translocation across the inner envelope membrane of chloroplasts.
Biochimica et Biophysica Acta (BBA) - Bioenergetics.

Nakai, M. (2015b). YCF1: A Green TIC: Response to the de Vries et al. Commentary. Plant
Cell 27: 1834-1838.

Nakamura, Y., Gojobori, T., and lkemura, T. (2000). Codon usage tabulated from international
DNA sequence databases: status for the year 2000. Nucl. Acids Res. 28: 292-292.
Nama, S., Madireddi, S.K., Devadasu, E.R., and Subramanyam, R. (2015). High light induced
changes in organization, protein profile and function of photosynthetic machinery in
Chlamydomonas reinhardtii. Journal of Photochemistry and Photobiology B: Biology 152,

Part B: 367-376.

NASA (2009). NASA Satellite Detects Red Glow to Map Global Ocean Plant Health.

Nasa sun fact sheet (2000).

NASA - Water Vapor Confirmed as Major Player in Climate Change

Naumann, B., Busch, A., Allmer, J., Ostendorf, E., Zeller, M., Kirchhoff, H., and Hippler, M.

(2007). Comparative quantitative proteomics to investigate the remodeling of

192



bioenergetic pathways under iron deficiency in Chlamydomonas reinhardtii. Proteomics
7: 3964-3979.

Naumann, B., Stauber, E.J., Busch, A.,, Sommer, F., and Hippler, M. (2005). N-terminal
processing of Lhca3 Is a key step in remodeling of the photosystem I-light-harvesting
complex under iron deficiency in Chlamydomonas reinhardtii. J. Biol. Chem. 280: 20431-
20441.

Navarro, M.T., Guerra, E., Fernandez, E., and Galvan, A. (2000). Nitrite Reductase Mutants
as an Approach to Understanding Nitrate Assimilation in Chlamydomonas reinhardtii.
Plant Physiol 122: 283-290.

Naver, H., Boudreau, E., and Rochaix, J.D. (2001). Functional studies of Ycf3: its role in
assembly of photosystem | and interactions with some of its subunits. Plant Cell 13:
2731-2745.

Nealson, K.H. and Conrad, P.G. (1999). Life: past, present and future. Philos Trans R Soc
Lond B Biol Sci 354: 1923-39.

Nellaepalli, S., Kodru, S., Raghavendra, A.S., and Subramanyam, R. (2015). Antimycin A
sensitive pathway independent from PGRS cyclic electron transfer triggers non-
photochemical reduction of PQ pool and state transitions in Arabidopsis thaliana. J.
Photochem. Photobiol. B, Biol. 146: 24-33.

Neupert, J., Karcher, D., and Bock, R. (2009). Generation of Chlamydomonas strains that
efficiently express nuclear transgenes. Plant J. 57: 1140-1150.

Neupert, J., Shao, N., Lu, Y., and Bock, R. (2012). Genetic transformation of the model green
alga Chlamydomonas reinhardtii. Methods Mol. Biol. 847: 35-47.

Nield, J., Kruse, O., Ruprecht, J., da Fonseca, P., Biichel, C., and Barber, J. (2000). Three-
dimensional structure of Chlamydomonas reinhardtii and Synechococcus elongatus
photosystem |l complexes allows for comparison of their oxygen-evolving complex
organization. J. Biol. Chem. 275: 27940-27946.

Nishimura, Y. (2010). Uniparental inheritance of cpDNA and the genetic control of sexual
differentiation in Chlamydomonas reinhardtii. J. Plant Res. 123: 149-162.

Nishimura, Y., Misumi, O., Kato, K., Inada, N., Higashiyama, T., Momoyama, Y., and Kuroiwa,
T. (2002). An mt(+) gamete-specific nuclease that targets mt(-) chloroplasts during
sexual reproduction in C. reinhardtii. Genes Dev. 16: 1116-1128.

Nixon, P.J., Barker, M., Boehm, M., Vries, R. de, and Komenda, J. (2005). FtsH-mediated

repair of the photosystem Il complex in response to light stress. J. Exp. Bot. 56: 357-

193



363.

Niyogi, K.K., Bjorkman, O., and Grossman, A.R. (1997). Chlamydomonas Xanthophyll Cycle
Mutants Identified by Video Imaging of Chlorophyll Fluorescence Quenching. Plant Cell
9: 1369-1380.

Nott, A., Jung, H.-S., Koussevitzky, S., and Chory, J. (2006). Plastid-to-nucleus retrograde
signaling. Annu Rev Plant Biol 57: 739-759.

Nuiez, A., Dulude, D., Jbel, M., and Rokeach, L.A. (2015). Calnexin Is Essential for Survival
under Nitrogen Starvation and Stationary Phase in Schizosaccharomyces pombe. PLoS
ONE 10: e0121059.

Nirnberger, T., Abel, S., Jost, W., and Glund, K. (1990). Induction of an Extracellular
Ribonuclease in Cultured Tomato Cells upon Phosphate Starvation. Plant Physiol. 92:
970-976.

Odom, O.W., Holloway, S.P., Deshpande, N.N., Lee, J., and Herrin, D.L. (2001). Mobile self-
splicing group | introns from the psbA gene of Chlamydomonas reinhardtii: highly efficient
homing of an exogenous intron containing its own promoter. Mol. Cell. Biol. 21: 3472
3481.

O’Donnelly, K., Zhao, G., Patel, P., Butt, M.S., Mak, L.H., Kretschmer, S., Woscholski, R., and
Barter, L.M.C. (2014). Isolation and kinetic characterisation of hydrophobically distinct
populations of form | Rubisco. Plant Methods 10: 17.

OECD-FAO (2013). Agricultural Outlook.

Oey, M., Ross, I.L., Stephens, E., Steinbeck, J., Wolf, J., Radzun, K.A., Kiigler, J., Ringsmuth,
A.K., Kruse, O., and Hankamer, B. (2013). RNAi knock-down of LHCBM1, 2 and 3
increases photosynthetic H2 production efficiency of the green alga Chlamydomonas
reinhardtii. PLoS ONE 8: e61375.

Ohnishi, N., Allakhverdiev, S.l., Takahashi, S., Higashi, S., Watanabe, M., Nishiyama, Y., and
Murata, N. (2005). Two-step mechanism of photodamage to photosystem Il: step 1
occurs at the oxygen-evolving complex and step 2 occurs at the photochemical reaction
center. Biochemistry 44: 8494-8499.

O’Neill, B.M., Mikkelson, K.L., Gutierrez, N.M., Cunningham, J.L., Wolff, K.L., Szyjka, S.J.,
Yohn, C.B., Redding, K.E., and Mendez, M.J. (2012). An exogenous chloroplast genome
for complex sequence manipulation in algae. Nucleic Acids Res. 40: 2782-2792.

Ossenbiihl, F., Géhre, V., Meurer, J., Krieger-Liszkay, A., Rochaix, J.-D., and Eichacker, L.A.
(2004). Efficient Assembly of Photosystem Il in Chlamydomonas reinhardtii Requires

194



Alb3.1p, a Homolog of Arabidopsis ALBINO3. Plant Cell 16: 1790-1800.

Ossenbiihl, F., Hartmann, K., and Nickelsen, J. (2002). A chloroplast RNA binding protein from
stromal thylakoid membranes specifically binds to the 5’ untranslated region of the psbA
mRNA. Eur. J. Biochem. 269: 3912-3919.

Ostaszewska, M., Juszczuk, |.M., Kotodziejek, I., and Rychter, A.M. (2014). Long-term sulphur
starvation of Arabidopsis thaliana modifies mitochondrial ultrastructure and activity and
changes tissue energy and redox status. J. Plant Physiol. 171: 549-558.

Page, M.D., Allen, M.D., Kropat, J., Urzica, E.l., Karpowicz, S.J., Hsieh, S.I., Loo, J.A., and
Merchant, S.S. (2012). Fe sparing and Fe recycling contribute to increased superoxide
dismutase capacity in iron-starved Chlamydomonas reinhardtii. Plant Cell 24: 2649—
2665.

Pant, B.D., Burgos, A., Pant, P., Cuadros-Inostroza, A., Willmitzer, L., and Scheible, W.-R.
(2015). The transcription factor PHR1 regulates lipid remodeling and triacylglycerol
accumulation in Arabidopsis thaliana during phosphorus starvation. J. Exp. Bot.: eru535.

Pech, M., Karim, Z., Yamamoto, H., Kitakawa, M., Qin, Y., and Nierhaus, K.H. (2011).
Elongation factor 4 (EF4/LepA) accelerates protein synthesis at increased Mg2+
concentrations. Proc Natl Acad Sci U S A 108: 3199-203.

Peden, E.A., Boehm, M., Mulder, D.W., Davis, R., Old, W.M., King, P.W., Ghirardi, M.L., and
Dubini, A. (2013). Identification of Global Ferredoxin Interaction Networks in
Chlamydomonas reinhardtii. J. Biol. Chem. 288: 35192-352009.

Peers, G., Truong, T.B., Ostendorf, E., Busch, A, Elrad, D., Grossman, A.R., Hippler, M., and
Niyogi, K.K. (2009). An ancient light-harvesting protein is critical for the regulation of algal
photosynthesis. Nature 462: 518-521.

Pelroy, R.A. and Bassham, J.A. (1972). Photosynthetic and dark carbon metabolism in
unicellular blue-green algae. Archiv. Mikrobiol. 86: 25-38.

Peltier, J.-B., Yiterberg, A.J., Sun, Q., and Wijk, K.J. van (2004). New Functions of the
Thylakoid Membrane Proteome of Arabidopsis thaliana Revealed by a Simple, Fast, and
Versatile Fractionation Strategy. J. Biol. Chem. 279: 49367-49383.

Pérez-Pérez, M.E., Couso, |., and Crespo, J.L. (2012). Carotenoid deficiency triggers
autophagy in the model green alga Chlamydomonas reinhardtii. Autophagy 8: 376-388.

Perron, K., Goldschmidt-Clermont, M., and Rochaix, J.D. (1999). A factor related to
pseudouridine synthases is required for chloroplast group Il intron trans-splicing in
Chlamydomonas reinhardtii. EMBO J 18: 6481-90.

195



Perron, K., Goldschmidt-Clermont, M., and Rochaix, J.D. (2004). A multiprotein complex
involved in chloroplast group Il intron splicing. RNA 10: 704-11.

Perry, S.E. and Keegstra, K. (1994). Envelope membrane proteins that interact with
chloroplastic precursor proteins. Plant Cell 6: 93-105.

Petroutsos, D., Busch, A., Janfen, l., Trompelt, K., Bergner, S.V., Weinl, S., Holtkamp, M.,
Karst, U., Kudla, J., and Hippler, M. (2011). The Chloroplast Calcium Sensor CAS Is
Required for Photoacclimation in Chlamydomonas reinhardtii. Plant Cell 23: 2950-2963.

Petroutsos, D., Terauchi, A.M., Busch, A., Hirschmann, I., Merchant, S.S., Finazzi, G., and
Hippler, M. (2009). PGRL1 participates in iron-induced remodeling of the photosynthetic
apparatus and in energy metabolism in Chlamydomonas reinhardtii. J Biol Chem 284
32770-81.

Pfalz, J., Bayraktar, O.A., Prikryl, J., and Barkan, A. (2009). Site-specific binding of a PPR
protein defines and stabilizes 5" and 3' mRNA termini in chloroplasts. The EMBO Journal
28: 2042-2052.

Pfannschmidt, T., Nilsson, A., and Allen, J.F. (1999). Photosynthetic control of chloroplast
gene expression. Nature 397: 625-628.

Pfannschmidt, T., Schiitze, K., Brost, M., and Oelmiiller, R. (2001). A Novel Mechanism of
Nuclear Photosynthesis Gene Regulation by Redox Signals from the Chloroplast during
Photosystem Stoichiometry Adjustment. J. Biol. Chem. 276: 36125-36130.

Pierella Karlusich, J.J., Ceccoli, R.D., Graha, M., Romero, H., and Carrillo, N. (2015).
Environmental selection pressures related to iron utilization are involved in the loss of
the flavodoxin gene from the plant genome. Genome Biol Evol 7: 750-767.

Pierre, Y., Breyton, C., Kramer, D., and Popot, J.L. (1995). Purification and characterization of
the cytochrome b6 f complex from Chlamydomonas reinhardtii. J. Biol. Chem. 270:
29342-29349.

Pietrzykowska, M., Suorsa, M., Semchonok, D.A., Tikkanen, M., Boekema, E.J., Aro, E.-M,,
and Jansson, S. (2014). The Light-Harvesting Chlorophyll a/b Binding Proteins Lhcb1
and Lhcb2 Play Complementary Roles during State Transitions in
Arabidopsis[C][W][OPEN]. Plant Cell 26: 3646-3660.

Pi, H., Lee, L.-W., and Lo, S.J. (2009). New insights into polycistronic transcripts in eukaryotes.
Chang Gung Med J 32: 494-498.

Pilon, M., de Kruijff, B., and Weisbeek, P.J. (1992). New insights into the import mechanism of
the ferredoxin precursor into chloroplasts. J. Biol. Chem. 267: 2548-2556.

196



Pinnola, A., Cazzaniga, S., Alboresi, A., Nevo, R., Levin-Zaidman, S., Reich, Z., and Bassi, R.
(2015). Light-Harvesting Complex Stress-Related Proteins Catalyze Excess Energy
Dissipation in Both Photosystems of Physcomitrella patens. Plant Cell.

Pinto, T.S., Malcata, F.X., Arrabaca, J.D., Silva, J.M., Spreitzer, R.J., and Esquivel, M.G.
(2013). Rubisco mutants of Chlamydomonas reinhardtii enhance photosynthetic
hydrogen production. Applied microbiology and biotechnology 97: 5635-43.

Plucinak, T.M., Horken, K.M., Jiang, W., Fostvedt, J., Nguyen, S.T., and Weeks, D.P. (2015).
Improved and versatile viral 2A platforms for dependable and inducible high-level
expression of dicistronic nuclear genes in Chlamydomonas reinhardtii. Plant J.

Popelkova, H., Boswell, N., and Yocum, C. (2011). Probing the topography of the photosystem
Il oxygen evolving complex: PsbO is required for efficient calcium protection of the
manganese cluster against dark-inhibition by an artificial reductant. Photosyn. Res. 110:
111-121.

Posewitz, M.C., King, P.W., Smolinski, S.L., Smith, R.D., Ginley, A.R., Ghirardi, M.L., and
Seibert, M. (2005). Identification of genes required for hydrogenase activity in
Chlamydomonas reinhardtii. Biochem. Soc. Trans. 33: 102-104.

Posten, C. and Schaub, G. (2009). Microalgae and terrestrial biomass as source for fuels--a
process view. J Biotechnol 142: 64-9.

Preker, P.J. and Keller, W. (1998). The HAT helix, a repetitive motif implicated in RNA
processing. Trends in biochemical sciences 23: 15-6.

Pribil, M., Pesaresi, P., Hertle, A., Barbato, R., and Leister, D. (2010). Role of Plastid Protein
Phosphatase TAP38 in LHCII Dephosphorylation and Thylakoid Electron Flow. PLoS
Biol 8.

Prikryl, J., Rojas, M., Schuster, G., and Barkan, A. (2011). Mechanism of RNA stabilization
and translational activation by a pentatricopeptide repeat protein. Proc Natl Acad Sci U
S A 108: 415-20.

Puthiyaveetil, S., Ibrahim, I.M., and Allen, J.F. (2013). Evolutionary rewiring: a modified
prokaryotic gene-regulatory pathway in chloroplasts. Philosophical Transactions of the
Royal Society of London B: Biological Sciences 368: 20120260.

Puthiyaveetil, S., Ibrahim, |.M., and Allen, J.F. (2012). Oxidation-reduction signalling
components in regulatory pathways of state transitions and photosystem stoichiometry
adjustment in chloroplasts. Plant Cell Environ 35: 347-59.

Puthiyaveetil, S., Kavanagh, T.A., Cain, P., Sullivan, J.A., Newell, C.A., Gray, J.C., Robinson,

197



C., van der Giezen, M., Rogers, M.B., and Allen, J.F. (2008). The ancestral symbiont
sensor kinase CSK links photosynthesis with gene expression in chloroplasts. Proc Natl
Acad Sci U S A 105: 10061-10066.

Puthiyaveetil, S. and Kirchhoff, H. (2013). A phosphorylation map of the photosystem I
supercomplex C2S2M2. Front Plant Sci 4.

Puthiyaveetil, S., Woodiwiss, T., Knoerdel, R., Zia, A., Wood, M., Hoehner, R., and Kirchhoff,
H. (2014). Significance of the Photosystem Il Core Phosphatase PBCP for Plant Viability
and Protein Repair in Thylakoid Membranes. Plant Cell Physiol §5: 1245-1254.

Qi, Y., Armbruster, U., Schmitz-Linneweber, C., Delannoy, E., de Longevialle, A.F., Riihle, T.,
Small, ., Jahns, P., and Leister, D. (2012). Arabidopsis CSP41 proteins form multimeric
complexes that bind and stabilize distinct plastid transcripts. J. Exp. Bot. 63: 1251-1270.

Raghothama, K.G. (1999). Phosphate Acquisition. Annual Review of Plant Physiology and
Plant Molecular Biology 50: 665-693.

Rahire, M., Laroche, F., Cerutti, L., and Rochaix, J.-D. (2012). Identification of an OPR protein
involved in the translation initiation of the PsaB subunit of photosystem I. Plant J. 72:
652-661.

Ramundo, S. et al. (2014). Conditional Depletion of the Chlamydomonas Chloroplast ClpP
Protease Activates Nuclear Genes Involved in Autophagy and Plastid Protein Quality
Control. Plant Cell 26: 2201-2222.

Ramundo, S. and Rochaix, J.-D. (2015). Controlling expression of genes in the unicellular alga
Chlamydomonas reinhardtii with a vitamin-repressible riboswitch. Meth. Enzymol. 550:
267-281.

Rao, S.R. and Ravishankar, G.A. (2002). Plant cell cultures: Chemical factories of secondary
metabolites. Biotechnology advances 20: 101-53.

Rasala, B.A., Barrera, D.J., Ng, J., Plucinak, T.M., Rosenberg, J.N., Weeks, D.P., Oyler, G.A.,
Peterson, T.C., Haerizadeh, F., and Mayfield, S.P. (2013). Expanding the spectral
palette of fluorescent proteins for the green microalga Chlamydomonas reinhardtii. Plant
J 74: 545-56.

Rasala, B.A., Muto, M., Lee, P.A., Jager, M., Cardoso, R.M., Behnke, C.A., Kirk, P., Hokanson,
C.A, Crea, R., Mendez, M., and Mayfield, S.P. (2010). Production of therapeutic proteins
in algae, analysis of expression of seven human proteins in the chloroplast of
Chlamydomonas reinhardtii. Plant biotechnology journal 8: 719-33.

Rattanachaikunsopon, P., Rosch, C., and Kuchka, M.R. (1999). Cloning and characterization

198



of the nuclear AC115 gene of Chlamydomonas reinhardtii. Plant Mol. Biol. 39: 1-10.

Raubeson, L.A., Peery, R., Chumley, T.W., Dziubek, C., Fourcade, H.M., Boore, J.L., and
Jansen, R.K. (2007). Comparative chloroplast genomics: analyses including new
sequences from the angiosperms Nuphar advena and Ranunculus macranthus. BMC
Genomics 8: 174.

Raynaud, C., Loiselay, C., Wostrikoff, K., Kuras, R., Girard-Bascou, J., Wollman, F.-A., and
Choquet, Y. (2007). Evidence for regulatory function of nucleus-encoded factors on
MRNA stabilization and translation in the chloroplast. Proc. Natl. Acad. Sci. U.S.A. 104:
9093-9098.

Razeghifard, R. (2013). Algal biofuels. Photosynthesis research.

Redding, K., MacMillan, F., Leibl, W., Brettel, K., Hanley, J., Rutherford, A.W., Breton, J., and
Rochaix, J.D. (1998). A systematic survey of conserved histidines in the core subunits
of Photosystem | by site-directed mutagenesis reveals the likely axial ligands of P700.
EMBO J. 17: 50-60.

Redinbo, M.R., Cascio, D., Choukair, M.K,, Rice, D., Merchant, S., and Yeates, T.O. (1993).
The 1.5-A crystal structure of plastocyanin from the green alga Chlamydomonas
reinhardtii. Biochemistry 32: 10560-10567.

Reiland, S., Messerli, G., Baerenfaller, K., Gerrits, B., Endler, A., Grossmann, J., Gruissem,
W., and Baginsky, S. (2009). Large-scale Arabidopsis phosphoproteome profiling
reveals novel chloroplast kinase substrates and phosphorylation networks. Plant Physiol.
150: 889-903.

Ren, L.-J., Sun, G., Ji, X.-J., Hu, X, and Huang, H. (2014a). Compositional shift in lipid
fractions during lipid accumulation and turnover in Schizochytrium sp. Bioresource
Technology 157: 107-113.

Ren, L.-J., Sun, L.-N., Zhuang, X.-Y., Qu, L., Ji, X.-J., and Huang, H. (2014b). Regulation of
docosahexaenoic acid production by Schizochytrium sp.: effect of nitrogen addition.
Bioprocess Biosyst Eng 37: 865-872.

Rexroth, S., Meyer zu Tittingdorf, J.M.W., Krause, F., Dencher, N.A., and Seelert, H. (2003).
Thylakoid membrane at altered metabolic state: challenging the forgotten realms of the
proteome. Electrophoresis 24: 2814-2823.

Richter, J.D. and Coller, J. (2015). Pausing on Polyribosomes: Make Way for Elongation in
Translational Control. Cell 163: 292-300.

Rinalducci, S., Pedersen, J.Z., and Zolla, L. (2004). Formation of radicals from singlet oxygen

199



produced during photoinhibition of isolated light-harvesting proteins of photosystem II.
Biochimica et Biophysica Acta (BBA) - Bioenergetics 1608: 63-73.

Rintaméki, E., Martinsuo, P., Pursiheimo, S., and Aro, E.M. (2000). Cooperative regulation of
light-harvesting complex Il phosphorylation via the plastoquinol and ferredoxin-
thioredoxin system in chloroplasts. Proc. Natl. Acad. Sci. U.S.A. 97: 11644-11649.

Rintaméki, E., Salonen, M., Suoranta, U.-M., Carlberg, I., Andersson, B., and Aro, E.-M. (1997).
Phosphorylation of Light-harvesting Complex Il and Photosystem Il Core Proteins Shows
Different  Irradiance-dependent  Regulation in  Vivo  APPLICATION OF
PHOSPHOTHREONINE  ANTIBODIES TO ANALYSIS OF THYLAKOID
PHOSPHOPROTEINS. J. Biol. Chem. 272: 30476-30482.

Rischer, H., Hakkinen, S.T., Ritala, A., Seppanen-Laakso, T., Miralpeix, B., Capell, T., Christou,
P., and Oksman-Caldentey, K.M. (2013). Plant cells as pharmaceutical factories. Current
pharmaceutical design 19: 5640-60.

Rivier, C., Goldschmidt-Clermont, M., and Rochaix, J.D. (2001). Identification of an RNA-
protein complex involved in chloroplast group Il intron trans-splicing in Chlamydomonas
reinhardtii. EMBO J 20: 1765-73.

Roach, T. and Krieger-Liszkay, A. (2012). The role of the PsbS protein in the protection of
photosystems | and Il against high light in Arabidopsis thaliana. Biochimica et Biophysica
Acta (BBA) - Bioenergetics 1817: 2158-2165.

Roach, T., Na, C.S., and Krieger-Liszkay, A. (2015). High light-induced hydrogen peroxide
production in Chlamydomonas reinhardtii is increased by high CO2 availability. Plant J
81: 759-766.

Robinson, W.D., Park, J., Tran, H.T., Del Vecchio, H.A., Ying, S., Zins, J.L., Patel, K., McKnight,
T.D., and Plaxton, W.C. (2012). The secreted purple acid phosphatase isozymes
AtPAP12 and AtPAP26 play a pivotal role in extracellular phosphate-scavenging by
Arabidopsis thaliana. J. Exp. Bot. 63: 6531-6542.

Rochaix, J.-D. (2013). Redox Regulation of Thylakoid Protein Kinases and Photosynthetic
Gene Expression. Antioxid Redox Signal 18: 2184-2201.

Rochaix, J.D. (1978). Restriction endonuclease map of the chloroplast DNA of
Chlamydomonas reinhardii. J Mol Biol 126: 597-617.

Rochaix, J.-D., Goldschmidt-Clermont, M., and Merchant, S. eds (1998). The Molecular
Biology of Chloroplasts and Mitochondria in Chlamydomonas (Springer Netherlands:
Dordrecht).

200



Rochaix, J.-D., Lemeille, S., Shapiguzov, A., Samol, |., Fucile, G., Willig, A., and Goldschmidt-
Clermont, M. (2012). Protein kinases and phosphatases involved in the acclimation of
the photosynthetic apparatus to a changing light environment. Philos Trans R Soc Lond
B Biol Sci 367: 3466-3474.

Rochaix, J.-D., Perron, K., Dauvillée, D., Laroche, F., Takahashi, Y., and Goldschmidt-
Clermont, M. (2004). Post-transcriptional steps involved in the assembly of photosystem
I in Chlamydomonas. Biochem. Soc. Trans. 32: 567-570.

Roose, J.L., Frankel, L.K., and Bricker, T.M. (2014). The PsbP domain protein 1 functions in
the assembly of lumenal domains in photosystem I. J. Biol. Chem. 289: 23776-23785.

Rosenbaum, M., Schroder, U., and Scholz, F. (2005). Utilizing the green alga Chlamydomonas
reinhardtii for microbial electricity generation: a living solar cell. Applied microbiology and
biotechnology 68: 753-6.

Rossig, C., Reinbothe, C., Gray, J., Valdes, O., von Wettstein, D., and Reinbothe, S. (2014).
New functions of the chloroplast Preprotein and Amino acid Transporter (PRAT) family
members in protein import. Plant Signal Behav 9: e27693.

Rott, M., Martins, N.F., Thiele, W., Lein, W., Bock, R., Kramer, D.M., and Schéttler, M.A. (2011).
ATP Synthase Repression in Tobacco Restricts Photosynthetic Electron Transport, CO2
Assimilation, and Plant Growth by Overacidification of the Thylakoid Lumen. Plant Cell
23: 304-321.

Rott, R., Levy, H., Drager, R.G., Stern, D.B., and Schuster, G. (1998). 3’-Processed mRNA is
preferentially translated in Chlamydomonas reinhardtii chloroplasts. Mol. Cell. Biol. 18:
4605-4611.

Ruban, A.V. (2009). Plants in light. Commun Integr Biol 2: 50-55.

Ruban, A.V. (2012). The Photosynthetic Membrane: Molecular Mechanisms and Biophysics
of Light Harvesting (John Wiley & Sons).

Ruban, A.V., Young, A.J., Pascal, A.A., and Horton, P. (1994). The Effects of lllumination on
the Xanthophyll Composition of the Photosystem Il Light-Harvesting Complexes of
Spinach Thylakoid Membranes. Plant Physiol. 104: 227-234.

Ruelland, E. and Miginiac-Maslow, M. (1999). Regulation of chloroplast enzyme activities by
thioredoxins: activation or relief from inhibition? Trends in Plant Science 4: 136-141.

Rupprecht, J. (2009). From systems biology to fuel--Chlamydomonas reinhardtii as a model
for a systems biology approach to improve biohydrogen production. J Biotechnol 142:
10-20.

201



Ritgers, M. and Schroda, M. (2013). A role of VIPP1 as a dynamic structure within thylakoid
centers as sites of photosystem biogenesis? Plant Signal Behav 8.

Rutherford, AW. and Krieger-Liszkay, A. (2001). Herbicide-induced oxidative stress in
photosystem Il. Trends in Biochemical Sciences 26: 648-653.

Rutkevich, L.A. and Williams, D.B. (2011). Participation of lectin chaperones and thiol
oxidoreductases in protein folding within the endoplasmic reticulum. Curr. Opin. Cell Biol.
23: 157-166.

Ruwe, H. and Schmitz-Linneweber, C. (2012). Short non-coding RNA fragments accumulating
in chloroplasts: footprints of RNA binding proteins? Nucleic acids research 40: 3106-16.

Ryan, M.D., King, A.M., and Thomas, G.P. (1991). Cleavage of foot-and-mouth disease virus
polyprotein is mediated by residues located within a 19 amino acid sequence. J Gen
Virol 72 ( Pt 11): 2727-32.

Rymarquis, L.A., Higgs, D.C., and Stern, D.B. (2006). Nuclear suppressors define three factors
that participate in both 5 and 3’ end processing of mMRNAs in Chlamydomonas
chloroplasts. Plant J. 46: 448-461.

Ryu, W., Bai, S.J., Park, J.S., Huang, Z., Moseley, J., Fabian, T., Fasching, R.J., Grossman,
A.R., and Prinz, F.B. (2010). Direct extraction of photosynthetic electrons from single
algal cells by nanoprobing system. Nano letters 10: 1137—43.

Saeedi, P., Moosaabadi, J.M., Sebtahmadi, S.S., Mehrabadi, J.F., Behmanesh, M., Nejad,
H.R., and Nazaktabar, A. (2012). Generation and analysis of bacteriorhodopsin mutants
with the potential for biotechnological applications. Bioengineered 3: 275-279.

Sager, R. and Ishida, M.R. (1963). CHLOROPLAST DNA IN CHLAMYDOMONAS*. Proc Natl
Acad Sci U S A 50: 725-730.

Saidi, Y., Peter, M., Finka, A., Cicekli, C., Vigh, L., and Goloubinoff, P. (2010). Membrane lipid
composition affects plant heat sensing and modulates Ca2+-dependent heat shock
response. Plant Signaling & Behavior 5: 1530-1533.

Sai, J. and Johnson, C.H. (2002). Dark-Stimulated Calcium lon Fluxes in the Chloroplast
Stroma and Cytosol. Plant Cell 14: 1279-1291.

Sakurai, H., Kusumoto, N., Kitayama, K., and Togasaki, R.K. (1993). Isozymes of Superoxide
Dismutase in Chlamydomonas and Purification of One of the Major Isozymes Containing
Fe. Plant Cell Physiol 34: 1133-1137.

Salim, S., Bosma, R., Vermue, M.H., and Wijffels, R.H. (2011). Harvesting of microalgae by
bio-flocculation. J Appl Phycol 23: 849-855.

202



Salvador, M.L. and Klein, U. (1999). The Redox State Regulates RNA Degradation in the
Chloroplast of Chlamydomonas reinhardtii. Plant Physiol 121: 1367-1374.

Salvador, M.L., Klein, U., and Bogorad, L. (1993). Light-regulated and endogenous fluctuations
of chloroplast transcript levels in Chlamydomonas. Regulation by transcription and RNA
degradation. The Plant Journal 3: 213-219.

Samol, I., Shapiguzov, A., Ingelsson, B., Fucile, G., Crévecoeur, M., Vener, A.V., Rochaix, J.-
D., and Goldschmidt-Clermont, M. (2012). Identification of a photosystem Il phosphatase
involved in light acclimation in Arabidopsis. Plant Cell 24: 2596-2609.

Sandstrom, S., Ivanov, A.G., Park, Y.l., Oquist, G., and Gustafsson, P. (2002). Iron stress
responses in the cyanobacterium Synechococcus sp. PCC7942. Physiologia plantarum
116: 255-263.

Sano, S., Tao, S., Endo, Y., Inaba, T., Hossain, M.A., Miyake, C., Matsuo, M., Aoki, H., Asada,
K., and Saito, K. (2005). Purification and c¢DNA cloning of chloroplastic
monodehydroascorbate reductase from spinach. Biosci. Biotechnol. Biochem. 69: 762—
772.

Sawyer, N., Gassaway, B.M., Haimovich, A.D., Isaacs, F.J., Rinehart, J., and Regan, L. (2014).
Designed Phosphoprotein Recognition in Escherichia coli. ACS Chem. Biol. 9: 2502—
2507.

Scheibe, R. (1987). NADP+-malate dehydrogenase in C3-plants: Regulation and role of a light-
activated enzyme. Physiologia Plantarum 71: 393-400.

Schliebner, |., Pribil, M., Zihlke, J., Dietzmann, A., and Leister, D. (2008). A Survey of
Chloroplast Protein Kinases and Phosphatases in Arabidopsis thaliana. Curr. Genomics
9: 184-190.

Schluchter, W.M., Shen, G., Zhao, J., and Bryant, D.A. (1996). Characterization of psal and
psalL Mutants of Synechococcus sp. Strain PCC 7002: A New Model for State Transitions
in Cyanobacteria. Photochemistry and Photobiology 64: 53-66.

Schmidt, M. et al. (2006). Proteomic analysis of the eyespot of Chlamydomonas reinhardtii
provides novel insights into its components and tactic movements. Plant Cell 18: 1908—
1930.

Schmitz-Linneweber, C., Wiliams-Carrier, R., and Barkan, A. (2005). RNA
Immunoprecipitation and Microarray Analysis Show a Chloroplast Pentatricopeptide
Repeat Protein to Be Associated with the 5 Region of mMRNAs Whose Translation It
Activates. Plant Cell 17: 2791-2804.

203



Schmitz-Linneweber, C., Williams-Carrier, R.E., Williams-Voelker, P.M., Kroeger, T.S., Vichas,
A., and Barkan, A. (2006). A pentatricopeptide repeat protein facilitates the trans-splicing
of the maize chloroplast rps12 pre-mRNA. Plant Cell 18: 2650-2663.

Schmollinger, S., Schulz-Raffelt, M., Strenkert, D., Veyel, D., Vallon, O., and Schroda, M.
(2013). Dissecting the Heat Stress Response in Chlamydomonas by Pharmaceutical and
RNAI Approaches Reveals Conserved and Novel Aspects. Molecular Plant 6: 1795-
1813.

Schneider, D., Berry, S., Rich, P., Seidler, A., and Régner, M. (2001). A regulatory role of the
PetM subunit in a cyanobacterial cytochrome b6f complex. J. Biol. Chem. 276: 16780-
16785.

Schénberg, A. and Baginsky, S. (2015). The Peptide Microarray ChloroPhos1.0: A Screening
Tool for the Identification of Arabidopsis thaliana Chloroplast Protein Kinase Substrates.
Methods Mol. Biol. 1306: 147-157.

Schéttler, M.A. and Téth, S.Z. (2014). Photosynthetic complex stoichiometry dynamics in
higher plants: environmental acclimation and photosynthetic flux control. Front Plant Sci
5: 188.

Schroda, M., Blocker, D., and Beck, C.F. (2000). The HSP70A promoter as a tool for the
improved expression of transgenes in Chlamydomonas. Plant J 21: 121-31.

Schwarz, C., Bohne, A.-V., Wang, F., Cejudo, F.J., and Nickelsen, J. (2012). An intermolecular
disulfide-based light switch for chloroplast psbD gene expression in Chlamydomonas
reinhardtii. Plant J. 72: 378-389.

Schwarz, C., Elles, |., Kortmann, J., Piotrowski, M., and Nickelsen, J. (2007). Synthesis of the
D2 protein of photosystem Il in Chlamydomonas is controlled by a high molecular mass
complex containing the RNA stabilization factor Nac2 and the translational activator
RBP40. Plant Cell 19: 3627-39.

Schwenkert, S., Legen, J., Takami, T., Shikanai, T., Herrmann, R.G., and Meurer, J. (2007).
Role of the Low-Molecular-Weight Subunits PetL, PetG, and PetN in Assembly, Stability,
and Dimerization of the Cytochrome b6f Complex in Tobacco. Plant Physiol. 144: 1924-
1935.

Scoma, A., Durante, L., Bertin, L., and Fava, F. (2014). Acclimation to hypoxia in
Chlamydomonas reinhardtii: can biophotolysis be the major trigger for long-term H2
production? New Phytol. 204: 890-900.

Seedorf, M. and Soll, J. (1995). Copper chloride, an inhibitor of protein import into chloroplasts.

204



FEBS Letters 367: 19-22.

Senge, M.O., Ryan, A.A., Letchford, K.A., MacGowan, S.A., and Mielke, T. (2014).
Chlorophylls, Symmetry, Chirality, and Photosynthesis. Symmetry 6: 781-843.

Seok, M.S., You, Y.N., Park, H.J., Lee, S.S., Aigen, F., Luan, S., Ahn, J.C., and Cho, H.S.
(2014). AtFKBP16-1, a chloroplast lumenal immunophilin, mediates response to
photosynthetic stress by regulating PsaL stability. Physiol Plant 150: 620-631.

Shao, N. and Bock, R. (2008). A codon-optimized luciferase from Gaussia princeps facilitates
the in vivo monitoring of gene expression in the model alga Chlamydomonas reinhardtii.
Curr Genet 53: 381-388.

Shapiguzov, A., Ingelsson, B., Samol, I., Andres, C., Kessler, F., Rochaix, J.-D., Vener, A.V.,
and Goldschmidt-Clermont, M. (2010). The PPH1 phosphatase is specifically involved
in LHCII dephosphorylation and state transitions in Arabidopsis. Proc. Natl. Acad. Sci.
U.S.A. 107: 4782-4787.

Sharon, . et al. (2007). Viral photosynthetic reaction center genes and transcripts in the marine
environment. ISME J 1: 492-501.

Sharwood, R.E., Halpert, M., Luro, S., Schuster, G., and Stern, D.B. (2011). Chloroplast
RNase J compensates for inefficient transcription termination by removal of antisense
RNA. RNA 17: 2165-2176.

Shikanai, T. (2014). Central role of cyclic electron transport around photosystem | in the
regulation of photosynthesis. Current Opinion in Biotechnology 26: 25-30.

Shi, L.-X., Kim, S.J., Marchant, A., Robinson, C., and Schroder, W.P. (1999). Characterisation
of the PsbX protein from Photosystem Il and light regulation of its gene expression in
higher plants. Plant Mol Biol 40: 737-744.

Shimaoka, T., Miyake, C., and Yokota, A. (2003). Mechanism of the reaction catalyzed by
dehydroascorbate reductase from spinach chloroplasts. Eur. J. Biochem. 270: 921-928.

Shimizu, M., Kato, H., Ogawa, T., Kurachi, A., Nakagawa, Y., and Kobayashi, H. (2010). Sigma
factor phosphorylation in the photosynthetic control of photosystem stoichiometry. Proc
Natl Acad Sci U S A 107: 10760-10764.

Shimogawara, K., Fujiwara, S., Grossman, A., and Usuda, H. (1998). High-efficiency
transformation of Chlamydomonas reinhardtii by electroporation. Genetics 148: 1821-
1828.

Shimogawara, K., Wykoff, D.D., Usuda, H., and Grossman, A.R. (1999). Chlamydomonas

reinhardtii Mutants Abnormal in Their Responses to Phosphorus Deprivation. Plant

205



Physiol. 120: 685-694.

Shinozaki, K. et al. (1986). The complete nucleotide sequence of the tobacco chloroplast
genome: its gene organization and expression. EMBO J 5: 2043-2049.

Sineshchekov, O.A., Jung, K.-H., and Spudich, J.L. (2002). Two rhodopsins mediate
phototaxis to low- and high-intensity light in Chlamydomonas reinhardtii. PNAS 99:
8689-8694.

Singh, H., Shukla, M.R., Chary, K.V.R., and Rao, B.J. (2014). Acetate and Bicarbonate
Assimilation and Metabolite Formation in Chlamydomonas reinhardtii: A 13C-NMR Study.
PLoS One 9.

Sizova, l., Fuhrmann, M., and Hegemann, P. (2001). A Streptomyces rimosus aphVIll gene
coding for a new type phosphotransferase provides stable antibiotic resistance to
Chlamydomonas reinhardtii. Gene 277: 221-229.

Sizova, I., Greiner, A., Awasthi, M., Kateriya, S., and Hegemann, P. (2013). Nuclear gene
targeting in Chlamydomonas using engineered zinc-finger nucleases. Plant J. 73: 873-
882.

Skjanes, K., Rebours, C., and Lindblad, P. (2013). Potential for green microalgae to produce
hydrogen, pharmaceuticals and other high value products in a combined process. Critical
reviews in biotechnology 33: 172-215.

Smith, A.L., Friedman, D.B., Yu, H., Carnahan, R.H., and Reynolds, A.B. (2011). ReCLIP
(reversible cross-link immuno-precipitation): an efficient method for interrogation of labile
protein complexes. PLoS ONE 6: e16206.

Sohrt, K. and Soll, J. (2000). Toc64, a new component of the protein translocon of chloroplasts.
J. Cell Biol. 148: 1213-1221.

Solar cell efficiency (2015). Wikipedia, the free encyclopedia.

Somanchi, A., Barnes, D., and Mayfield, S.P. (2005). A nuclear gene of Chlamydomonas
reinhardtii, Tba1, encodes a putative oxidoreductase required for translation of the
chloroplast psbA mRNA. The Plant Journal 42: 341-352.

Soriano, G.M., Guo, L.-W., De Vitry, C., Kallas, T., and Cramer, W.A. (2002). Electron transfer
from the Rieske iron-sulfur protein (ISP) to cytochrome f in vitro. Is a guided trajectory of
the ISP necessary for competent docking? J. Biol. Chem. 277: 41865-41871.

Spruell, J. ed (1984). Response of algae and zooplankton to C18 fatty acids of
Chlamydomonas reinhardtii.

Stampacchia, O., Girard-Bascou, J., Zanasco, J.L., Zerges, W., Bennoun, P., and Rochaix,

206



J.D. (1997). A nuclear-encoded function essential for translation of the chloroplast psaB
MRNA in chlamydomonas. Plant Cell 9: 773-82.

Standfuss, J., Terwisscha van Scheltinga, A.C., Lamborghini, M., and Kiihlbrandt, W. (2005).
Mechanisms of photoprotection and nonphotochemical quenching in pea light-harvesting
complex at 2.5 A resolution. EMBO J. 24: 919-928.

Stengel, A., Benz, J.P., Buchanan, B.B., Soll, J., and Bdlter, B. (2009). Preprotein import into
chloroplasts via the Toc and Tic complexes is regulated by redox signals in Pisum
sativum. Mol Plant 2: 1181-1197.

Stern, D. (2009a). The Chlamydomonas Sourcebook: Organellar and Metabolic Processes
(Academic Press).

Stern, D.B. and Kindle, K.L. (1993). 3’end maturation of the Chlamydomonas reinhardtii
chloroplast atpB mRNA is a two-step process. Mol. Cell. Biol. 13: 2277-2285.

Stern, D.& H., EH (2009b). Chlamydomonas source book.

Stevens, D.R., Rochaix, J.D., and Purton, S. (1996). The bacterial phleomycin resistance gene
ble as a dominant selectable marker in Chlamydomonas. Mol. Gen. Genet. 251: 23-30.

Strand, A., Asami, T., Alonso, J., Ecker, J.R., and Chory, J. (2003). Chloroplast to nucleus
communication triggered by accumulation of Mg-protoporphyrinlX. Nature 421: 79-83.

Streatfield, S.J. and Howard, J.A. (2003). Plant-based vaccines. International journal for
parasitology 33: 479-93.

Stroebel, D., Choquet, Y., Popot, J.-L., and Picot, D. (2003). An atypical haem in the
cytochrome b(6)f complex. Nature 426: 413-418.

Strzepek, R.F. and Harrison, P.J. (2004). Photosynthetic architecture differs in coastal and
oceanic diatoms. Nature 431: 689-92.

Sturm, N.R., Kuras, R., Bischlen, S., Sakamoto, W., Kindle, K.L., Stern, D.B., and Wollman,
F.A. (1994). The petD gene is transcribed by functionally redundant promoters in
Chlamydomonas reinhardtii chloroplasts. Mol. Cell. Biol. 14: 6171-6179.

Suay, L., Salvador, M.L., Abesha, E., and Klein, U. (2005). Specific roles of 5 RNA secondary
structures in stabilizing transcripts in chloroplasts. Nucleic Acids Res. 33: 4754-4761.

Sudhani, H.P.K. and Moreno, J. (2015). Control of the ribulose 1,5-bisphosphate
carboxylase/oxygenase activity by the chloroplastic glutathione pool. Archives of
Biochemistry and Biophysics 567: 30-34.

Suetsugu, N. and Wada, M. (2009). Chloroplast Photorelocation Movement. In The Chloroplast,
A.S. Sandelius and H. Aronsson, eds, Plant Cell Monographs. (Springer Berlin

207



Heidelberg), pp. 235-266.

Sugiura, M., Nakamura, M., Koyama, K., and Boussac, A. (2015). Assembly of oxygen-
evolving Photosystem |l efficiently occurs with the apo-Cytb559 but the holo-Cytb559
accelerates the recovery of a functional enzyme upon photoinhibition. Biochim. Biophys.
Acta 1847: 276-285.

Sullivan, M.B., Lindell, D., Lee, J.A., Thompson, L.R., Bielawski, J.P., and Chisholm, S.W.
(2006). Prevalence and Evolution of Core Photosystem Il Genes in Marine
Cyanobacterial Viruses and Their Hosts. PLoS Biol 4.

Summer, E.J., Schmid, V., Bruns, B.U., and Schmidt, G.W. (1997). Requirement for the H
Phosphoprotein in Photosystem Il of Chlamydomonas reinhardtii. Plant Physiol. 113:
1359-1368.

Sunlight (2015). Wikipedia, the free encyclopedia.

Sun, R, Liu, K., Dong, L., Wu, Y., Paulsen, H., and Yang, C. (2015a). Direct energy transfer
from the major antenna to the photosystem Il core complexes in the absence of minor
antennae in liposomes. Biochimica et Biophysica Acta (BBA) - Bioenergetics 1847: 248-
261.

Sun, T., Shi, X,, Friso, G., Van Wijk, K., Bentolila, S., and Hanson, M.R. (2015b). A zinc finger
motif-containing protein is essential for chloroplast RNA editing. PLoS Genet. 11:
€1005028.

Sun, W,, Gao, F., Fan, H., Shan, X., Sun, R,, Liu, L., and Gong, W. (2013). The structures of
Arabidopsis Deg5 and Deg8 reveal new insights into HirA proteases. Acta Crystallogr.
D Biol. Crystallogr. 69: 830-837.

Sun, X. and Wen, T. (2011). Physiological roles of plastid terminal oxidase in plant stress
responses. J. Biosci. 36: 951-956.

Suorsa, M., Sirpi6, S., Allahverdiyeva, Y., Paakkarinen, V., Mamedov, F., Styring, S., and Aro,
E.-M. (2006). PsbR, a missing link in the assembly of the oxygen-evolving complex of
plant photosystem II. J. Biol. Chem. 281: 145-150.

Suss, K.H., Prokhorenko, I., and Adler, K. (1995). In Situ Association of Calvin Cycle Enzymes,
Ribulose-1,5-Bisphosphate Carboxylase/Oxygenase Activase, Ferredoxin-NADP+
Reductase, and Nitrite Reductase with Thylakoid and Pyrenoid Membranes of
Chlamydomonas reinhardtii Chloroplasts as Revealed by Immunoelectron Microscopy.
Plant Physiol 107: 1387-1397.

Suzuki, T., Wakabayashi, C., Tanaka, K., Feniouk, B.A., and Yoshida, M. (2011). Modulation

208



of nucleotide specificity of thermophilic F(o)F(1)-ATP Synthase by epsilon-subunit. J.
Biol. Chem. 286: 16807-16813.

Svistoonoff, S., Creff, A.,, Reymond, M., Sigoillot-Claude, C., Ricaud, L., Blanchet, A,
Nussaume, L., and Desnos, T. (2007). Root tip contact with low-phosphate media
reprograms plant root architecture. Nat. Genet. 39: 792-796.

Swanson, K.D., Ratzloff, M.W., Mulder, D.W., Artz, J.H., Ghose, S., Hoffman, A., White, S.,
Zadvornyy, O.A., Broderick, J.B., Bothner, B., King, P.W., and Peters, J.W. (2015).
[FeFe]-hydrogenase oxygen inactivation is initiated at the H cluster 2Fe subcluster. J.
Am. Chem. Soc. 137: 1809-1816.

Swiatek, M., Kuras, R., Sokolenko, A., Higgs, D., Olive, J., Cinque, G., Miiller, B., Eichacker,
L.A., Stern, D.B., Bassi, R., Herrmann, R.G., and Wollman, F.-A. (2001). The Chloroplast
Gene ycf9 Encodes a Photosystem Il (PSIl) Core Subunit, PsbZ, That Participates in
PSII Supramolecular Architecture. Plant Cell 13: 1347-1368.

Sylak-Glassman, E.J., Malnoé, A., Re, E.D., Brooks, M.D., Fischer, A.L., Niyogi, K K., and
Fleming, G.R. (2014). Distinct roles of the photosystem Il protein PsbS and zeaxanthin
in the regulation of light harvesting in plants revealed by fluorescence lifetime snapshots.
PNAS 111: 17498-17503.

Szyszka, B., Ivanov, A.G., and Huner, N.P. (2007). Psychrophily is associated with differential
energy partitioning, photosystem stoichiometry and polypeptide phosphorylation in
Chlamydomonas raudensis. Biochim Biophys Acta 1767: 789-800.

Tajima, N., Kouzuma, A., Hashimoto, K., and Watanabe, K. (2011). Selection of Shewanella
oneidensis MR-1 gene-knockout mutants that adapt to an electrode-respiring condition.
Biosci Biotechnol Biochem 75: 2229-33.

Takahama, K., Matsuoka, M., Nagahama, K., and Ogawa, T. (2003). Construction and analysis
of a recombinant cyanobacterium expressing a chromosomally inserted gene for an
ethylene-forming enzyme at the psbAl locus. J. Biosci. Bioeng. 95: 302-305.

Takahashi, H., Okamuro, A., Minagawa, J., and Takahashi, Y. (2014). Biochemical
characterization of photosystem I-associated light-harvesting complexes | and Il isolated
from state 2 cells of Chlamydomonas reinhardtii. Plant Cell Physiol. 55: 1437-1449.

Takahashi, H., Yamazaki, M., Sasakura, N., Watanabe, A., Leustek, T., Engler, J.A., Engler,
G., Van Montagu, M., and Saito, K. (1997). Regulation of sulfur assimilation in higher
plants: a sulfate transporter induced in sulfate-starved roots plays a central role in
Arabidopsis thaliana. Proc. Natl. Acad. Sci. U.S.A. 94: 11102-11107.

209



Takahashi, T. and Watanabe, M. (1993). Photosynthesis modulates the sign of phototaxis of
wild-type Chlamydomonas reinhardtii. Effects of red background illumination and 3-(3’,4’-
dichlorophenyl)-1,1-dimethylurea. FEBS Lett. 336: 516-520.

Takahashi, Y., Goldschmidt-Clermont, M., Soen, S.Y., Franzen, L.G., and Rochaix, J.D. (1991).
Directed chloroplast transformation in Chlamydomonas reinhardtii: insertional
inactivation of the psaC gene encoding the iron sulfur protein destabilizes photosystem
I. EMBO J 10: 2033-40.

Takahashi, Y., Matsumoto, H., Goldschmidt-Clermont, M., and Rochaix, J.D. (1994). Directed
disruption of the Chlamydomonas chloroplast psbK gene destabilizes the photosystem
Il reaction center complex. Plant Mol. Biol. 24: 779-788.

Takahashi, Y., Rahire, M., Breyton, C., Popot, J.L., Joliot, P., and Rochaix, J.D. (1996). The
chloroplast ycf7 (petL) open reading frame of Chlamydomonas reinhardtii encodes a
small functionally important subunit of the cytochrome b6f complex. EMBO J. 15: 3498-
3506.

Tang, H.-L., Yeh, L.-S., Chen, N.-K., Ripmaster, T., Schimmel, P., and Wang, C.-C. (2004).
Translation of a yeast mitochondrial tRNA synthetase initiated at redundant non-AUG
codons. J. Biol. Chem. 279: 49656—49663.

Tanou, G., Filippou, P., Belghazi, M., Job, D., Diamantidis, G., Fotopoulos, V., and Molassiotis,
A. (2012). Oxidative and nitrosative-based signaling and associated post-translational
modifications orchestrate the acclimation of citrus plants to salinity stress. The Plant
Journal 72: 585-599.

Tanou, G., Job, C., Rajjou, L., Arc, E., Belghazi, M., Diamantidis, G., Molassiotis, A., and Job,
D. (2009). Proteomics reveals the overlapping roles of hydrogen peroxide and nitric oxide
in the acclimation of citrus plants to salinity. Plant J. 60: 795-804.

Tardif, M., Atteia, A., Specht, M., Cogne, G., Rolland, N., Brugiere, S., Hippler, M., Ferro, M.,
Bruley, C., Peltier, G., Vallon, O., and Cournac, L. (2012). PredAlgo: a new subcellular
localization prediction tool dedicated to green algae. Mol Biol Evol 29: 3625-39.

Terashima, M., Specht, M., and Hippler, M. (2011). The chloroplast proteome: a survey from
the Chlamydomonas reinhardtii perspective with a focus on distinctive features. Current
genetics 57: 151-68.

Terashima, M., Specht, M., Naumann, B., and Hippler, M. (2010). Characterizing the
Anaerobic Response of Chlamydomonas reinhardtii by Quantitative Proteomics. Mol Cell
Proteomics 9: 1514-1532.

210



Terauchi, A.M., Lu, S.-F., Zaffagnini, M., Tappa, S., Hirasawa, M., Tripathy, J.N., Knaff, D.B.,
Farmer, P.J., Lemaire, S.D., Hase, T., and Merchant, S.S. (2009). Pattern of Expression
and Substrate Specificity of Chloroplast Ferredoxins from Chlamydomonas reinhardtii. J.
Biol. Chem. 284: 25867-25878.

Tetali, S.D., Mitra, M., and Melis, A. (2007). Development of the light-harvesting chlorophyll
antenna in the green alga Chlamydomonas reinhardtii is regulated by the novel Tla1
gene. Planta 225: 813-829.

The Arabidopsis Genome Initiative (2000). Analysis of the genome sequence of the flowering
plant Arabidopsis thaliana. Nature 408: 796-815.

Theg, S.M., Cline, K., Finazzi, G., and Wollman, F.-A. (2005). The energetics of the chloroplast
Tat protein transport pathway revisited. Trends Plant Sci. 10: 153-154.

Theg, S.M. and Geske, F.J. (1992). Biophysical characterization of a transit peptide directing
chloroplast protein import. Biochemistry 31: 5053-60.

The Solar Interior

Thieulin-Pardo, G., Remy, T., Lignon, S., Lebrun, R., and Gontero, B. (2015).
Phosphoribulokinase from Chlamydomonas reinhardtii: a Benson-Calvin cycle enzyme
enslaved to its cysteine residues. Mol Biosyst 11: 1134-1145.

Thomas, D.J., Thomas, J., Youderian, P.A., and Herbert, S.K. (2001). Photoinhibition and light-
induced cyclic electron transport in ndhB(-) and psaE(-) mutants of Synechocystis sp.
PCC 6803. Plant Cell Physiol. 42: 803-812.

Thum, K.E., Kim, M., Morishige, D.T., Eibl, C., Koop, H.U., and Mullet, J.E. (2001). Analysis of
barley chloroplast psbD light-responsive promoter elements in transplastomic tobacco.
Plant Mol. Biol. 47: 353-366.

Tikkanen, M., Nurmi, M., Kangasjarvi, S., and Aro, E.-M. (2008). Core protein phosphorylation
facilitates the repair of photodamaged photosystem Il at high light. Biochimica et
Biophysica Acta (BBA) - Bioenergetics 1777: 1432-1437.

Tiller, N., Weingartner, M., Thiele, W., Maximova, E., Schéttler, M.A., and Bock, R. (2012).
The plastid-specific ribosomal proteins of Arabidopsis thaliana can be divided into non-
essential proteins and genuine ribosomal proteins. Plant J. 69: 302-316.

Tognetti, V.B., Palatnik, J.F., Fillat, M.F., Melzer, M., Hajirezaei, M.-R., Valle, E.M., and Carrillo,
N. (2006). Functional replacement of ferredoxin by a cyanobacterial flavodoxin in
tobacco confers broad-range stress tolerance. Plant Cell 18: 2035-2050.

Tokutsu, R. and Minagawa, J. (2013). Energy-dissipative supercomplex of photosystem I

211



associated with LHCSR3 in Chlamydomonas reinhardtii. Proc. Natl. Acad. Sci. U.S.A.
110: 10016-10021.

Torres, C.M., Rios, S.D., Torras, C., Salvado, J., Mateo-Sanz, J.M., and Jimenez, L. (2013).
Microalgae-based biodiesel: A multicriteria analysis of the production process using
realistic scenarios. Bioresource technology 147: 7-16.

Tourasse, N.J., Choquet, Y., and Vallon, O. (2013). PPR proteins of green algae. RNA biology
10.

Trebitsh, T. and Danon, A. (2001). Translation of chloroplast psbA mRNA is regulated by
signals initiated by both photosystems Il and |. Proc Natl Acad Sci U S A 98: 12289-
12294,

Trebitsh, T., Levitan, A., Sofer, A., and Danon, A. (2000). Translation of Chloroplast psbA
MRNA |s Modulated in the Light by Counteracting Oxidizing and Reducing Activities. Mol
Cell Biol 20: 1116-1123.

Trippens, J., Greiner, A., Schellwat, J., Neukam, M., Rottmann, T., Lu, Y., Kateriya, S.,
Hegemann, P., and Kreimer, G. (2012). Phototropin influence on eyespot development
and regulation of phototactic behavior in Chlamydomonas reinhardtii. Plant Cell 24:
4687-4702.

Tsai, P.L., Chen, S.-F., and Huang, S.Y. (2013). Mass spectrometry-based strategies for
protein disulfide bond identification. Reviews in Analytical Chemistry 32: 257-268.
Tsunoyama, Y., Morikawa, K., Shiina, T., and Toyoshima, Y. (2002). Blue light specific and
differential expression of a plastid sigma factor, Sig5 in Arabidopsis thaliana. FEBS Lett.

516: 225-228.

Tsygankov, A.A., Kosourov, S.N., Tolstygina, I.V., Ghirardi, M.L., and Seibert, M. (2006).
Hydrogen production by sulfur-deprived Chlamydomonas reinhardtii  under
photoautotrophic conditions. International Journal of Hydrogen Energy 31: 1574-1584.

Turcotte, D.L. and Shubert, G. (2002). Chapter 4. Geodynamics (2nd ed.). Cambridge
University Press.

Udy, D.B., Belcher, S., Williams-Carrier, R., Gualberto, J.M., and Barkan, A. (2012). Effects of
reduced chloroplast gene copy number on chloroplast gene expression in maize. Plant
Physiol. 160: 1420-1431.

Ullrich, W.R. (1983). Uptake and Reduction of Nitrate: Algae and Fungi. In Inorganic Plant
Nutrition, P.D.A. Lauchli and D.R.L. Bieleski, eds, Encyclopedia of Plant Physiology.
(Springer Berlin Heidelberg), pp. 376-397.

212



Uniacke, J. and Zerges, W. (2009). Chloroplast protein targeting involves localized translation
in Chlamydomonas. Proc Natl Acad Sci U S A 106: 1439-44.

Uniacke, J. and Zerges, W. (2008). Stress induces the assembly of RNA granules in the
chloroplast of Chlamydomonas reinhardtii. J. Cell Biol. 182: 641-646.

United-Nations (2013). world population projections.

United-states Census Bureau (2012). historical estimates (1800-1950).

Unli, C., Drop, B., Croce, R., and Amerongen, H. van (2014). State transitions in
Chlamydomonas reinhardtii strongly modulate the functional size of photosystem Il but
not of photosystem |. PNAS 111: 3460-3465.

Unli, C., Polukhina, 1., and van Amerongen, H. (2015). Origin of pronounced differences in
77 K fluorescence of the green alga Chlamydomonas reinhardtii in state 1 and 2. Eur.
Biophys. J.

Urzica, E.l. and Merchant, S. (2009). UCSC Genome Browser on C. reinhardtii Oct. 2007
Assembly (chiRei2). Iron defficiency RNAseq esperiments.

Urzica, E.l., Vieler, A., Hong-Hermesdorf, A., Page, M.D., Casero, D., Gallaher, S.D., Kropat,
J., Pellegrini, M., Benning, C., and Merchant, S.S. (2013). Remodeling of Membrane
Lipids in Iron-starved Chlamydomonas. The Journal of biological chemistry 288: 30246—
58.

U.S.Energy-Information-Administration (2007). World Consumption of Primary Energy by
Energy Type and Selected Country Groups, 1980-2004.

Vainonen, J.P., Hansson, M., and Vener, A.V. (2005). STN8 Protein Kinase in Arabidopsis
thaliana Is Specific in Phosphorylation of Photosystem Il Core Proteins. J. Biol. Chem.
280: 33679-33686.

Vaistij, F.E., Boudreau, E., Lemaire, S.D., Goldschmidt-Clermont, M., and Rochaix, J.D.
(2000a). Characterization of Mbb1, a nucleus-encoded tetratricopeptide-like repeat
protein required for expression of the chloroplast psbB/psbT/psbH gene cluster in
Chlamydomonas reinhardtii. Proc Natl Acad Sci U S A 97: 14813-8.

Vaistij, F.E., Goldschmidt-Clermont, M., Wostrikoff, K., and Rochaix, J.D. (2000b). Stability
determinants in the chloroplast psbB/T/H mRNAs of Chlamydomonas reinhardtii. Plant
J. 21: 469-482.

Valledor, L., Furuhashi, T., Recuenco-Mufoz, L., Wienkoop, S., and Weckwerth, W. (2014).
System-level network analysis of nitrogen starvation and recovery in Chlamydomonas

reinhardtii reveals potential new targets for increased lipid accumulation. Biotechnol

213



Biofuels 7: 171.

Van Assche, E., Van Puyvelde, S., Vanderleyden, J., and Steenackers, H.P. (2015). RNA-
binding proteins involved in post-transcriptional regulation in bacteria. Front Microbiol 6:
141.

Vanneste, K., Baele, G., Maere, S., and Van de Peer, Y. (2014). Analysis of 41 plant genomes
supports a wave of successful genome duplications in association with the Cretaceous-
Paleogene boundary. Genome Res. 24: 1334-1347.

Varotto, C., Pesaresi, P., Jahns, P., Lessnick, A., Tizzano, M., Schiavon, F., Salamini, F., and
Leister, D. (2002). Single and double knockouts of the genes for photosystem | subunits
G, K, and H of Arabidopsis. Effects on photosystem | composition, photosynthetic
electron flow, and state transitions. Plant Physiol. 129: 616-624.

Vass, ., Styring, S., Hundal, T., Koivuniemi, A., Aro, E., and Andersson, B. (1992). Reversible
and irreversible intermediates during photoinhibition of photosystem II: stable reduced
QA species promote chlorophyll triplet formation. PNAS 89: 1408-1412.

Vener, AV., Harms, A., Sussman, M.R., and Vierstra, R.D. (2001). Mass Spectrometric
Resolution of Reversible Protein Phosphorylation in Photosynthetic Membranes
ofArabidopsis thaliana. J. Biol. Chem. 276: 6959-6966.

Vener, A.V., van Kan PJ, null, Rich, P.R., Ohad, |., and Andersson, B. (1997). Plastoquinol at
the quinol oxidation site of reduced cytochrome bf mediates signal transduction between
light and protein phosphorylation: thylakoid protein kinase deactivation by a single-
turnover flash. Proc. Natl. Acad. Sci. U.S.A. 94: 1585-1590.

Verhoeven, A., Osmolak, A., Morales, P., and Crow, J. (2009). Seasonal changes in
abundance and phosphorylation status of photosynthetic proteins in eastern white pine
and balsam fir. Tree Physiol 29: 361-74.

Vignais, P.M., Billoud, B., and Meyer, J. (2001). Classification and phylogeny of hydrogenases.
FEMS Microbiol. Rev. 25: 455-501.

Wagner, D., Przybyla, D., Op den Camp, R., Kim, C., Landgraf, F., Lee, K.P., Wiirsch, M.,
Laloi, C., Nater, M., Hideg, E., and Apel, K. (2004). The genetic basis of singlet oxygen-
induced stress responses of Arabidopsis thaliana. Science 306: 1183-1185.

Wang, F., Johnson, X., Cavaiuolo, M., Bohne, A.-V., Nickelsen, J., and Vallon, O. (2015). Two
Chlamydomonas OPR proteins stabilize chloroplast mRNAs encoding small subunits of
photosystem Il and cytochrome b6 f. Plant J.

Wang, H., Gau, B., Slade, W.O., Juergens, M., Li, P., and Hicks, L.M. (2014). The global

214



phosphoproteome of Chlamydomonas reinhardtii reveals complex organellar
phosphorylation in the flagella and thylakoid membrane. Mol. Cell Proteomics 13: 2337-
2353.

Wang, H., Qian, F., Wang, G., Jiao, Y., He, Z., and Li, Y. (2013). A Self-Biased Solar-Microbial
Device for Sustainable Hydrogen Generation. ACS Nano.

Wang, L., Yu, X,, Wang, H., Lu, Y.-Z., de Ruiter, M., Prins, M., and He, Y.-K. (2011). A novel
class of heat-responsive small RNAs derived from the chloroplast genome of Chinese
cabbage (Brassica rapa). BMC Genomics 12: 289.

Wang, X., McLachlan, J., Zamore, P.D., and Hall, T.M.T. (2002). Modular recognition of RNA
by a human pumilio-homology domain. Cell 110: 501-512.

Wang, Z.T., Ullrich, N., Joo, S., Waffenschmidt, S., and Goodenough, U. (2009). Algal lipid
bodies: stress induction, purification, and biochemical characterization in wild-type and
starchless Chlamydomonas reinhardtii. Eukaryotic cell 8: 1856-68.

Weber, J., Wilke-Mounts, S., Lee, R.S., Grell, E., and Senior, A.E. (1993). Specific placement
of tryptophan in the catalytic sites of Escherichia coli F1-ATPase provides a direct probe
of nucleotide binding: maximal ATP hydrolysis occurs with three sites occupied. J. Biol.
Chem. 268: 20126-20133.

Weber, N. and Strotmann, H. (1993). On the function of subunit PsaE in chloroplast
Photosystem I. Biochim. Biophys. Acta 1143: 204-210.

Wei, L., Derrien, B., Gautier, A., Houille-Vernes, L., Boulouis, A., Saint-Marcoux, D., Malnoé,
A., Rappaport, F., de Vitry, C., Vallon, O., Choquet, Y., and Wollman, F.-A. (2014). Nitric
oxide-triggered remodeling of chloroplast bioenergetics and thylakoid proteins upon
nitrogen starvation in Chlamydomonas reinhardtii. Plant Cell 26: 353-372.

Wenshi, C. (2010). Tidal power.

Whitney, S.M., Houtz, R.L., and Alonso, H. (2011). Advancing Our Understanding and
Capacity to Engineer Nature’s CO2-Sequestering Enzyme, Rubisco. Plant Physiol. 155:
27-35.

Wienk, H.L.J., Czisch, M., and de Kruijff, B. (1999). The structural flexibility of the preferredoxin
transit peptide. FEBS Letters 453: 318-326.

Wikipedia (2014). Hydrogen storage. Wikipedia, the free encyclopedia.

Williams-Carrier, R., Kroeger, T., and Barkan, A. (2008). Sequence-specific binding of a
chloroplast pentatricopeptide repeat protein to its native group Il intron ligand. RNA 14:
1930-1941.

215



Williams, P.M. and Barkan, A. (2003). A chloroplast-localized PPR protein required for plastid
ribosome accumulation. Plant J. 36: 675-686.

Winkler, M., Hemschemeier, A., Jacobs, J., Stripp, S., and Happe, T. (2010). Multiple
ferredoxin isoforms in Chlamydomonas reinhardtii - their role under stress conditions and
biotechnological implications. Eur. J. Cell Biol. 89: 998-1004.

Winkler, M., Kuhlgert, S., Hippler, M., and Happe, T. (2009). Characterization of the Key Step
for Light-driven Hydrogen Evolution in Green Algae. J. Biol. Chem. 284: 36620-36627.

Winter, V. (2008). Caracterization of nucleus-encoded factors implicated in the expression of
psaB, a core subunit of photosystem I.

Wobbe, L. and Nixon, P.J. (2013). The mTERF protein MOC1 terminates mitochondrial DNA
transcription in the unicellular green alga Chlamydomonas reinhardtii. Nucleic Acids Res.
41: 6553-6567.

Woelfle, M.A., Thompson, R.J., and Mosig, G. (1993). Roles of novobiocin-sensitive
topoisomerases in chloroplast DNA replication in Chlamydomonas reinhardtii. Nucleic
acids research 21: 4231-8.

Wolfe, G.R., Cunningham, F.X., Durnfordt, D., Green, B.R., and Gantt, E. (1994). Evidence for
a common origin of chloroplasts with light-harvesting complexes of different pigmentation.
Nature 367: 566-568.

Wollman, F.-A. (2001). State transitions reveal the dynamics and flexibility of the
photosynthetic apparatus. EMBO J 20: 3623-3630.

Woodson, J.D., Perez-Ruiz, J.M., Schmitz, R.J., Ecker, J.R., and Chory, J. (2013). Sigma
factor-mediated plastid retrograde signals control nuclear gene expression. Plant J 73:
1-13.

Wostrikoff, K., Girard-Bascou, J., Wollman, F.A., and Choquet, Y. (2004). Biogenesis of PSI
involves a cascade of translational autoregulation in the chloroplast of Chlamydomonas.
EMBO J 23: 2696-705.

Wu, D., Wright, D.A., Wetzel, C., Voytas, D.F., and Rodermel, S. (1999). The IMMUTANS
variegation locus of Arabidopsis defines a mitochondrial alternative oxidase homolog
that functions during early chloroplast biogenesis. Plant Cell 11: 43-55.

Wu, H.Y. and Kuchka, M.R. (1995). A nuclear suppressor overcomes defects in the synthesis
of the chloroplast psbD gene product caused by mutations in two distinct nuclear genes
of Chlamydomonas. Curr. Genet. 27: 263-269.

Wu, X.Y., Song, T.S., Zhu, X.J., Wei, P., and Zhou, C.C. (2013). Construction and Operation

216



of Microbial Fuel Cell with Chlorella vulgaris Biocathode for Electricity Generation.
Applied biochemistry and biotechnology.

Wykoff, D.D., Grossman, A.R., Weeks, D.P., Usuda, H., and Shimogawara, K. (1999). Psr1, a
nuclear localized protein that regulates phosphorus metabolism in Chlamydomonas.
PNAS 96: 15336-15341.

Xia, D., Yu, C.A., Kim, H., Xia, J.Z., Kachurin, A.M., Zhang, L., Yu, L., and Deisenhofer, J.
(1997). Crystal structure of the cytochrome bc1 complex from bovine heart mitochondria.
Science 277: 60-66.

Xie, Z., Culler, D., Dreyfuss, B.W., Kuras, R., Wollman, F.-A., Girard-Bascou, J., and Merchant,
S. (1998). Genetic Analysis of Chloroplast c-Type Cytochrome Assembly in
Chlamydomonas reinhardtii: One Chloroplast Locus and at Least Four Nuclear Loci Are
Required for Heme Attachment. Genetics 148: 681-692.

Xue, H., Bergner, S.V., Scholz, M., and Hippler, M. (2015a). Novel insights into the function of
LHCSRS in Chlamydomonas reinhardtii. Plant Signaling & Behavior 0: 00-00.

Xue, H., Tokutsu, R., Bergner, S.V., Scholz, M., Minagawa, J., and Hippler, M. (2015b). PSBR
is required for efficient binding of LHCSR3 to photosystem Il - light-harvesting
supercomplexes in Chlamydomonas reinhardtii. Plant Physiol.

Xu, Q., Hoppe, D., Chitnis, V.P., Odom, W.R., Guikema, J.A., and Chitnis, P.R. (1995).
Mutational Analysis of Photosystem | Polypeptides in the Cyanobacterium
Synechocystis sp. PCC 6803. targeted inactivation of psal reveals the function of psal in
the structural organization of PsaL. J. Biol. Chem. 270: 16243-16250.

Xu, Y., Ma, P., Shah, P., Rokas, A, Liu, Y., and Johnson, C.H. (2013). Non-optimal codon
usage is a mechanism to achieve circadian clock conditionality. Nature 495: 116-120.

Yacoby, |., Pochekailov, S., Toporik, H., Ghirardi, M.L., King, P.W., and Zhang, S. (2011).
Photosynthetic electron partitioning between [FeFe]-hydrogenase and
ferredoxin:NADP+-oxidoreductase (FNR) enzymes in vitro. Proc. Natl. Acad. Sci. U.S.A.
108: 9396-9401.

Yadavalli, V., Jolley, C.C., Malleda, C., Thangaraj, B., Fromme, P., and Subramanyam, R.
(2012). Alteration of Proteins and Pigments Influence the Function of Photosystem |
under Iron Deficiency from Chlamydomonas reinhardtii. PLoS One 7: e35084.

Yadavalli, V., Malleda, C., and Subramanyam, R. (2011). Protein-protein interactions by
molecular modeling and biochemical characterization of PSI-LHCI supercomplexes from
Chlamydomonas reinhardtii. Mol Biosyst 7: 3143-3151.

217



Yagi, Y., Hayashi, S., Kobayashi, K., Hirayama, T., and Nakamura, T. (2013). Elucidation of
the RNA recognition code for pentatricopeptide repeat proteins involved in organelle
RNA editing in plants. PloS one 8: €57286.

Yamaguchi, K., Knoblauch, K. von, and Subramanian, A.R. (2000). The Plastid Ribosomal
Proteins IDENTIFICATION OF ALL THE PROTEINS IN THE 30 S SUBUNIT OF AN
ORGANELLE RIBOSOME (CHLOROPLAST). J. Biol. Chem. 275: 28455-28465.

Yamaguchi, K. and Subramanian, A.R. (2000). The Plastid Ribosomal Proteins
IDENTIFICATION OF ALL THE PROTEINS IN THE 50 S SUBUNIT OF AN
ORGANELLE RIBOSOME (CHLOROPLAST). J. Biol. Chem. 275: 28466-28482.

Yamano, T., Iguchi, H., and Fukuzawa, H. (2013). Rapid transformation of Chlamydomonas
reinhardtii without cell-wall removal. Journal of Bioscience and Bioengineering 115: 691—
694.

Yamasaki, T., Yamakawa, T., Yamane, Y., Koike, H., Satoh, K., and Katoh, S. (2002).
Temperature Acclimation of Photosynthesis and Related Changes in Photosystem Il
Electron Transport in Winter Wheat. Plant Physiol 128: 1087-1097.

Yamashita, E., Zhang, H., and Cramer, W.A. (2007). Structure of the cytochrome b6f complex:
quinone analogue inhibitors as ligands of heme cn. J. Mol. Biol. 370: 39-52.

Yamori, W., Noguchi, K., Kashino, Y., and Terashima, I. (2008). The role of electron transport
in determining the temperature dependence of the photosynthetic rate in spinach leaves
grown at contrasting temperatures. Plant Cell Physiol. 49: 583-591.

Yang, D.H., Paulsen, H., and Andersson, B. (2000). The N-terminal domain of the light-
harvesting chlorophyll a/b-binding protein complex (LHCII) is essential for its acclimative
proteolysis. FEBS Lett. 466: 385-388.

Yang, W. et al. (2015). Critical role of Chlamydomonas reinhardtii ferredoxin-5 in maintaining
membrane structure and dark metabolism. PNAS 112: 14978-14983.

Yehudai-Resheff, S., Zimmer, S.L., Komine, Y., and Stern, D.B. (2007). Integration of
chloroplast nucleic acid metabolism into the phosphate deprivation response in
Chlamydomonas reinhardtii. Plant Cell 19: 1023-1038.

Yildiz, F.H., Davies, J.P., and Grossman, A.R. (1994). Characterization of Sulfate Transport in
Chlamydomonas reinhardtii during Sulfur-Limited and Sulfur-Sufficient Growth. Plant
Physiol. 104: 981-987.

Yin, P. et al. (2013). Structural basis for the modular recognition of single-stranded RNA by
PPR proteins. Nature 504: 168-171.

218



Yohn, C.B., Cohen, A., Danon, A., and Mayfield, S.P. (1996). Altered mRNA binding activity
and decreased translational initiation in a nuclear mutant lacking translation of the
chloroplast psbA mRNA. Mol Cell Biol 16: 3560-3566.

Yohn, C.B., Cohen, A., Danon, A., and Mayfield, S.P. (1998a). A poly(A) binding protein
functions in the chloroplast as a message-specific translation factor. Proc Natl Acad Sci
U S A 95: 2238-2243.

Yohn, C.B., Cohen, A., Rosch, C., Kuchka, M.R., and Mayfield, S.P. (1998b). Translation of
the Chloroplast psbA mRNA Requires the Nuclear-encoded Poly(A)-binding Protein,
RB47. J Cell Biol 142: 435-442.

Yoon, J.M., Zhao, L., and Shanks, J.V. (2013). Metabolic engineering with plants for a
sustainable biobased economy. Annual review of chemical and biomolecular
engineering 4: 211-37.

Yoshinaga, R., Niwa-Kubota, M., Matsui, H., and Matsuda, Y. (2014). Characterization of iron-
responsive promoters in the marine diatom Phaeodactylum tricornutum. Mar Genomics
16: 55-62.

Young, R.E.B. and Purton, S. (2014). Cytosine deaminase as a negative selectable marker for
the microalgal chloroplast: a strategy for the isolation of nuclear mutations that affect
chloroplast gene expression. Plant J 80: 915-925.

Yu, L., Zhao, J., Muhlenhoff, U., Bryant, D.A., and Golbeck, J.H. (1993). PsaE Is Required for
in Vivo Cyclic Electron Flow around Photosystem | in the Cyanobacterium
Synechococcus sp. PCC 7002. Plant Physiol. 103: 171-180.

Zaffagnini, M., Bedhomme, M., Lemaire, S.D., and Trost, P. (2012). The emerging roles of
protein glutathionylation in chloroplasts. Plant Sci. 185-186: 86-96.

Zamore, P.D., Bartel, D.P., Lehmann, R., and Williamson, J.R. (1999). The PUMILIO-RNA
interaction: a single RNA-binding domain monomer recognizes a bipartite target
sequence. Biochemistry 38: 596-604.

Zerges, W., Auchincloss, A.H., and Rochaix, J.-D. (2003). Multiple translational control
sequences in the 5’ leader of the chloroplast psbC mRNA interact with nuclear gene
products in Chlamydomonas reinhardtii. Genetics 163: 895-904.

Zerges, W. and Rochaix, J.D. (1994). The & leader of a chloroplast mMRNA mediates the
translational requirements for two nucleus-encoded functions in Chlamydomonas
reinhardtii. Mol. Cell. Biol. 14: 5268-5277.

Zghidi, W., Merendino, L., Cottet, A., Mache, R., and Lerbs-Mache, S. (2007). Nucleus-

219



encoded plastid sigma factor SIG3 transcribes specifically the psbN gene in plastids.
Nucleic Acids Res 35: 455-464.

Zhang, L., Paakkarinen, V., van Wijk, K.J., and Aro, E.M. (2000). Biogenesis of the chloroplast-
encoded D1 protein: regulation of translation elongation, insertion, and assembly into
photosystem II. Plant Cell 12: 1769-1782.

Zhang, Z., Shrager, J., Jain, M., Chang, C.-W., Vallon, O., and Grossman, A.R. (2004). Insights
into the survival of Chlamydomonas reinhardtii during sulfur starvation based on
microarray analysis of gene expression. Eukaryotic Cell 3: 1331-1348.

Zhang, Z.-W., Zhang, G.-C., Zhu, F., Zhang, D.-W., and Yuan, S. (2015). The roles of
tetrapyrroles in plastid retrograde signaling and tolerance to environmental stresses.
Planta.

Zheng, H., Gao, Z., Yin, F., Ji, X., and Huang, H. (2012). Lipid production of Chlorella vulgaris
from lipid-extracted microalgal biomass residues through two-step enzymatic hydrolysis.
Bioresource technology 117: 1-6.

Zhu, X.-G., Long, S.P., and Ort, D.R. (2010). Improving photosynthetic efficiency for greater
yield. Annu Rev Plant Biol 61: 235-261.

Zicker, A.A., Kadakia, C.S., and Herrin, D.L. (2007). Distinct roles for the 5’ and 3’ untranslated
regions in the degradation and accumulation of chloroplast tufA mRNA: identification of
an early intermediate in the in vivo degradation pathway. Plant Mol. Biol. 63: 689-702.

Zito, F., Finazzi, G., Delosme, R., Nitschke, W., Picot, D., and Wollman, F.A. (1999). The Qo
site of cytochrome b6f complexes controls the activation of the LHCII kinase. EMBO J
18: 2961-2969.

Zoschke, R., Watkins, K.P., and Barkan, A. (2013). A rapid ribosome profiling method
elucidates chloroplast ribosome behavior in vivo. Plant Cell 25: 2265-2275.

Zulfugarov, 1.S., Tovuu, A., and Lee, C.-H. (2014). Acceleration of cyclic electron flow in rice
plants (Oryza sativa L.) deficient in the PsbS protein of Photosystem Il. Plant Physiology
and Biochemistry 84: 233-239.

Zur, H. and Tuller, T. (2015). Exploiting hidden information interleaved in the redundancy of
the genetic code without prior knowledge. Bioinformatics 31: 1161-1168.

Zybailov, B., Friso, G., Kim, J., Rudella, A., Rodriguez, V.R., Asakura, Y., Sun, Q., and van
Wijk, K.J. (2009). Large scale comparative proteomics of a chloroplast Clp protease
mutant reveals folding stress, altered protein homeostasis, and feedback regulation of
metabolism. Mol Cell Proteomics 8: 1789-1810.

220



221



