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Abstract: The target of rapamycin (TOR) kinase is a master metabolic regulator with roles in
nutritional sensing, protein translation, and autophagy. In Chlamydomonas reinhardtii, a unicellular
green alga, TOR has been linked to the regulation of increased triacylglycerol (TAG) accumulation,
suggesting that TOR or a downstream target(s) is responsible for the elusive “lipid switch” in
control of increasing TAG accumulation under nutrient limitation. However, while TOR has been
well characterized in mammalian systems, it is still poorly understood in photosynthetic systems,
and little work has been done to show the role of oxidative signaling in TOR regulation. In this
study, the TOR inhibitor AZD8055 was used to relate reversible thiol oxidation to the physiological
changes seen under TOR inhibition, including increased TAG content. Using oxidized cysteine
resin-assisted capture enrichment coupled with label-free quantitative proteomics, 401 proteins were
determined to have significant changes in oxidation following TOR inhibition. These oxidative
changes mirrored characterized physiological modifications, supporting the role of reversible thiol
oxidation in TOR regulation of TAG production, protein translation, carbohydrate catabolism,
and photosynthesis through the use of reversible thiol oxidation. The delineation of redox-controlled
proteins under TOR inhibition provides a framework for further characterization of the TOR pathway
in photosynthetic eukaryotes.

Keywords: redox signaling; target of rapamycin; photosynthesis; proteomics; Chlamydomonas
reinhardtii

1. Introduction

Target of rapamycin (TOR) is a conserved Ser/Thr kinase and master regulator of cellular
growth and homeostasis in eukaryotes, with significant control over nutrient-responsive pathways
including macromolecular anabolism and catabolism as well as vacuole formation and autophagy [1-7].
In yeast, mammals, and other complex eukaryotes, TOR has been identified in two distinct complexes,
TORC1 and TORC2 [2,8-11], but in photosynthetic organisms only the components of TORC1 have
been identified [2,4]. While the role of TOR in mammalian species and yeast has been studied
extensively [2,12,13], its role in photosynthetic organisms is less established [4,5].

Specific chemical inhibitors of TOR have been used to delineate some of the targets of the
TOR pathway in mammalian cells [14], yeast [15], and photosynthetic organisms [16-18] through
proteomics and transcriptomic analyses as well as physiological characterization. Directly inhibiting
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TOR results in similar phenotypic changes observed under nitrogen deprivation [19,20], including
an increase in triacylglycerol (TAG) content and a decrease in protein synthesis [21]. This suggests
that the eukaryotic “lipid switch”—the protein(s) responsible for upregulating lipid formation under
nutrient limitation—is regulated by the TOR pathway [19-23]. TAG induction is a response to
autophagy [24,25], a process highly regulated by TOR in algae. TOR inhibition of the model algal
species Chlamydomonas reinhardtii (C. reinhardtii) induces vacuolization, cell bleaching, and production
of autophagy-specific cell markers [1,26]. Additionally, TOR is involved in the regulation of protein
synthesis, with the small molecule inhibitor rapamycin decreasing protein synthesis through the
phosphorylation of BiP, an endoplasmic reticulum chaperone and member of the HSP70 superfamily
involved in post-translational protein folding [27]. Furthermore, TOR has a significant role in the
overall nutrient metabolism of the cell, including the aforementioned TAG synthesis pathways as
well as the tricarboxylic acid cycle, which is downregulated under TOR inhibition and decreases
carbohydrate catabolism [18,28].

In addition to phosphorylation, protein oxidation can play an important role in the regulation
of stress response, as studied previously using exogenous H,O, in algae [29]. However, little work
has been done to look at the role of oxidative signaling in response to the TOR pathway, either
through regulation of the TOR pathway via oxidation or the TOR pathway controlling oxidative
stress response in the cell. Oxidative stress can cause increased protein oxidation on the reactive
thiol groups of cysteines (Cys) in the form of disulfide bonds, S-glutathionylation, S-nitrosylation,
and S-sulfenylation, all of which can leverage a reversible regulatory mechanism. TOR itself has
been shown in mammalian cells to be regulated by the reversible formation of disulfide bonds by
thioredoxin-1 [30]. In photosynthetic organisms, reversible oxidation sites have been previously
identified on enzymes involved in signaling, stress response, transcription and translational control,
and metabolism [22,31-35]; all of these are pathways also known to be regulated by TOR, indicating
that TOR is likely utilizing reversible oxidative signaling. While many targets of the TOR pathway
have known sites of reversible oxidation, the extent to which reversible oxidation is implemented in
TOR signaling is unknown, as are the resulting physiological responses.

Herein, quantitative proteomics of TOR inhibition in C. reinhardtii via enrichment of reversibly
oxidized Cys (Figure 1) reveals significant increases in reversible oxidation throughout the proteome
over the first hour of inhibition, including sites related to lipid synthesis, carbohydrate synthesis and
catabolism, and photosynthesis. Physiological changes measured up to 48 h, including increases
in TAG and carbohydrate content, correlate with oxidative changes, delineating the impact of TOR
inhibition on changing cell metabolism. Additionally, inhibition of photosynthesis in response to TOR
inhibition was characterized for the first time. This analysis demonstrates the overlap of physiological
control and signaling regulation of the TOR pathway through reversible oxidation of thiols.
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Figure 1. Workflow for proteomic oxidative cysteine analysis of C. reinhardtii with AZD8055 treatment.
After protein extraction, reduced cysteine thiols are blocked with N-ethylmalemide (NEM), before
reversibly oxidized cysteines are reduced using dithiothreitol (DTT). An oxidized cysteine resin-assisted
capture method (OxRAC) is used to enrich proteins containing oxidized cysteines and samples are
processed for bottom-up liquid chromatography—tandem mass spectrometry (LC-MS/MS) analysis.

2. Materials and Methods

2.1. Strain, Culture Growth and Treatment Conditions

Wild-type C. reinhardtii strain CC-2895 6145¢ mt- and Hutner’s trace elements were purchased
from the Chlamydomonas Resource Center (St. Paul, MN, USA) and batch cultures were maintained
photoheterotrophically on Tris-acetate-phosphate (TAP) agar plates. For physiological experiments,
C. reinhardtii was inoculated into 25 mL of TAP medium using a 250 pL inoculum in a 50 mL
Erlenmeyer flask top capped with aluminum foil. For proteomic experiments, cells were inoculated
into 250 mL of TAP liquid medium [36] in 500 mL sterile Erlenmeyer flasks. Cultures were grown
photoheterotrophically in quadruplicate, using a 2.5 mL inoculum from a mid-exponential-phase
(ODy50 nm 0.4-0.5) culture and grown under constant white-light conditions of 30 umol photons - m=2 -
s7! at 25 °C and at an orbital rotational speed of 120 rpm on a VWR International model 1000 standard
orbital shaker (Radnor, PA, USA).

AZDB8055 (MedChem Express; Monmouth Junction, NJ, USA) dissolved in dimethyl sulfoxide
(DMSQO,; Fisher Scientific, Waltham, MA, USA) was added when cells reached an OD75p ym of 0.4 +
0.1 to the saturating concentration of 700 nM [16]. Control cultures were given an equal volume of
DMSO without AZD8055. For physiological measurements, the cells were harvested immediately after
dosing and then every 12 h through 48 h of treatment (Figure S1a). For proteomics experiments, the
cells were harvested immediately after dosing as well as 15 min, 30 min, and 1 h post-dosing (Figure
S1b). Cells were harvested by centrifuging for 2 min at 3220x ¢ and discarding the supernatant. Cell
pellets were flash-frozen using liquid nitrogen and stored at —80 °C until use.

2.2. Spectroscopic Cell Density and Cell Diameter

Spectroscopic cell density (turbidity) was measured using a Shimadzu UV-1800 spectrophotometer
(Shimadzu Corp., Kyoto, Japan) at 750 nm as previously described [37,38]. Cell diameter was determined
using a micrometer slide on a VistaVision light microscope (VWR International, at 1000x magnification.
FIJI software was used for image analysis [39].
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2.3. Pigment Extraction

Pigments were extracted as previously described and measured from 470 to 700 nm [37].
Chlorophyll a content (Chl a) was calculated using the following equation [40]: [Chl a] = (12.47
X Absggs.1) — (3.62 X Absggg.1)-

2.4. Cell Dry Weight Measurement

Dry mass was measured as previously reported [38]. Briefly, 1 mL of cells were pelleted and
rinsed with HyO and filtered onto pre-weighed 1 pm, 25 mm GF/B Whatman glass microfiber filters
(Whatman International Ltd., Maidstone, UK) using a Biichner funnel. Filters and cells were dried in
an incubator at 75 °C for 24 h before being weighed on a Secura 125-1S analytical balance (Sartorius,
Gottingen, Germany).

2.5. Lipid Analysis

Lipid extractions were performed as previously described using a modified methyl tert-butyl
ether (MTBE) extraction [41]. A 10 mL sample was pelleted and the supernatant discarded. Cell pellets
were lysed with 1 mL of methanol (Fisher Scientific) and incubated in a 9 mL tube with 4 mL of MTBE
(Fisher Scientific) for 1 h before adding 1 mL H,O and incubating for another 15 min. Suspensions
were centrifuged for 15 min at 10,000 g and the organic layer was removed by a Pasteur pipette into
a pre-weighed 4 cm tube and dried under vacuum. The extraction was completed twice to ensure
near-complete recovery of lipid mass. Tubes were weighed on a 125-1S Secura analytical balance.
Neutral lipids were measured using Nile Red (Sigma-Aldrich, St. Louis, MO, USA) fluorescent
staining [42]. Cells were incubated in the dark for 10 min following a 1:1 dilution in 2 pg - mL™!
Nile Red in DMSO. Fluorescence was measured using a SpectraMax M2 (Molecular Devices, LLC,
San Jose, CA, USA) with a nine-point well scan and an excitation wavelength of 530 nm and emission
wavelength of 580 nm.

2.6. Biochemical Composition

Terminal carbohydrates were assayed as previously described using the acid-phenol assay [38,43].
Briefly, 100 uL of sample was collected in triplicate from each culture and pelleted, discarding the
supernatant. The pellet was then resuspended with 100 uL H,O before adding 500 uL concentrated
H;,SOy (Fisher Scientific) and vortexing. After a 15 min incubation at room temperature (RT), 100 pL of
5% (w/v) phenol (Fisher Scientific) in H,O was added and vortexed. After 15 min, the absorbance of each
sample was measured at 490 nm using a Shimadzu UV-1800 spectrophotometer. Calibration curves
were prepared daily using a freshly prepared 0.05 mg/mL D-glucose (Sigma-Aldrich) stock solution.

Terminal proteins were extracted following a previously described method [44] and were assayed
using a modified Lowry assay [45,46]. A stock of Lowry Reagent D was prepared daily in a 48:1:1 ratio
of Lowry Reagents A (2% w/v Na,COj3 in 0.1N NaOH; Fisher Scientific), B (1% w/v NaK tartrate;
Fisher Scientific), and C (0.5% w/v CuSO4-5H,0O; Fisher Scientific) and the Folin-Ciocalteu reagent
(Sigma-Aldrich) was prepared daily with a 1:1 ratio of H,O. All biological replicates were measured
in triplicate by adding 50 uL of protein extract to 950 uL of Lowry Reagent D before vortexing and
incubating at RT for 10 min. Following incubation, 100 uL of diluted Folin-Ciocalteu reagent was
added before thoroughly vortexing and incubating at RT for 30 min. The absorbance of each sample
was measured at 600 nm using a Shimadzu UV-1800 spectrophotometer and quantified daily using a
five-point calibration curve prepared from a 2 mg - mL~! bovine serum albumin stock solution (Fisher
Scientific).

2.7. Chlorophyll Fluorescence Induction in Vivo

The Chl a OJIP transient is a highly sensitive measurement of photosynthesis that is used to infer
information about the efficiency of electron transport through photosystem II (PSII) [47]. When a



Cells 2019, 8, 1171 50f22

dark-adapted phototrophic sample is exposed to actinic light, the Chl a fluorescence emits in a
polyphasic rise with four characteristic ‘steps,” O, ], I, and P. The O step corresponds with the origin,
or minimal fluorescence, the ] and I are for the inflections at 2 and 30 ms, respectively, and the P
is the maximum fluorescence output. Using the O and P steps, it is possible to calculate the Fy/Fyy,
in which Fy denotes the variable fluorescence calculated by taking the difference between Fj; and Fp
and Fy; is the fluorescence at the P step (Table S1). Fy/Fj; is a measure of the maximum quantum
yield of primary photochemistry in a dark-adapted state and is frequently used to express overall
photosynthetic efficiency. The steps of the OJIP transient have also been shown to correspond to the
oxidation state of the plastoquinone pool; as the steps increase in intensity, the overall oxidation state
of the pool also increases [48].

Photosynthetic electron transfer fluxes were inferred from Chl a fluorescence using a Photon
Systems Instruments FL 3500 fluorometer (Drasov, Czech Republic) as previously described [38].
The OJIP protocol included a 1s actinic illumination using a 630 nm light at an intensity of 2400 pmole
photons - m~2 - s~1. Fluorometry OJIP parameters (JIP test) were calculated as outlined by Stirbet [47].

Additionally, Chl a fluorescence was used to determine the proportion of active reducing centers,
as using two subsequent actinic pulses separated by 1 s of darkness allows further information
regarding the redox state of the Qp reducing centers of PSII. While the first pulse was conducted
following dark adaptation, meaning that all the reaction centers were open, the second pulse only
excited so-called ‘fast-opening’ reaction centers, allowing for the calculation of non-reducing centers
(centers which are unable to open in time for the second pulse) through the equation:

By = (Fy/Fm—Fv*/Fpm™)/Fy/Fum,
where Fy/Fy; is derived from the first pulse and Fy*Fy;* is derived from the second pulse.

2.8. Pulse Amplitude Modulated (PAM) Fluorescence

When photons (or excitons) reach PSII reaction centers, they have one of three fates: they may
be used for photochemistry, emitted as fluorescence, or dissipated as heat via an internal conversion
phenomenon called non-photochemical quenching (NPQ). These three fates combine to be unity,
meaning that a change in the abundance of one will result in proportional changes in the others.
Thus by determining the amount of NPQ and photochemistry through fluorescence techniques, a total
picture of photon fate can be generated [49].

To measure NPQ), a quenching analysis of PAM fluorescence was used on dark-adapted cells with
an actinic intensity of 300 mol photons - m~2 - s71, a saturating pulse intensity of 64,000 umol photons
m~2 - 57!, and a measuring flash voltage of 80%. There was a dark relaxation duration of 20 s between
pulses [50]. Photochemical coefficients were calculated as previously reported [48].

2.9. Protein Extraction for Proteomics Analyses

Frozen cell pellets (0.3 g FW from 50 mL of culture) were lysed in 10 mL of phosphate-buffered
saline (PBS) with 0.5% SDS (Sigma-Aldrich), 0.1% Triton X-100 (Sigma-Aldrich), and }1 tablet of
cOmplete, EDTA-free protease inhibitor cocktail (Roche, Basel, Switzerland). Reduced Cys were
blocked using 100 mM N-ethylmaleimide (NEM; Sigma-Aldrich) by adding 1 mL of 1 M NEM dissolved
in 50% ethanol (Fisher Scientific). The reaction was incubated for 2 h at RT protected from light before
centrifuging for 5 min at 3220x g and 4 °C to form a white pellet of cell debris. The supernatant
was added to 10 mL of cold acetone (Fisher Scientific) and incubated for 30 min at —20 °C before
centrifuging to pellet proteins. Samples were resuspended in 10 mL of PBS with 0.25% SDS and 4
M urea (Sigma-Aldrich) by aspirating back and forth with a 1 mL pipette tip. Protein concentration
was estimated using the CB-X Protein Assay (G-Biosciences, St. Louis, MO, USA) and normalized to
1 mg/mL with resuspension buffer. Aliquots were taken for global proteomic (100 pg) and oxidized
Cys enrichment analysis (1 mg).
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2.10. Global Proteomics

Sample lysates (100 pg) were incubated on a covered ThermoMixer (Eppendorf, Hamburg,
Germany) set to 25 °C and 1000 rpm. Disulfide bonds were reduced with 10 mM dithiothreitol (DTT;
Sigma-Aldrich) for 30 min before directly adding 30 mM NEM for 30 min to alkylate Cys residues.
Samples were mixed with 1 mL of cold acetone to precipitate proteins and centrifuged for 5 min at
10,000 g and 4 °C. Pellets were resuspended (500 uL) in 50 mM Tris, pH 8 with 2 M urea and digested
with 2.5 ug of Trypsin Gold (Promega, Madison, WI, USA) overnight (> 16 h). The digestion was
quenched (20 pL) with 5% trifluoroacetic acid (TFA; Fisher Scientific) and desalted with solid-phase
extraction (SPE).

2.11. Oxidized Cys Enrichment

Reversible oxidation changes were measured using an oxidized Cys resin-assisted capture
enrichment strategy, abbreviated as OXRAC, that has been described previously (Figure 1) [35,51].
Briefly, protein lysates (1 mg) were incubated with 10 mM DTT for 1 h at RT to reduce all reversibly
oxidized Cys before precipitating proteins with 10 mL of cold acetone. Samples were incubated for
30 min at —20 °C before centrifuging for 5 min at 3220x g and 4 °C to collect proteins. Samples were
resuspended in 1 mL of 50 mM Tris, pH 8 with 0.5% SDS and 4 M urea by aspirating back and forth
with a 1 mL pipette.

Thiopropyl Sepharose 6B (TPS6B; GE Healthcare, Pittsburgh, PA, USA) resin was rehydrated in
water and washed with 50 mM Tris, pH 8 before suspending to a 100 mg/mL slurry. Each sample
was mixed with 50 mg of TPS6B resin (0.5 mL slurry) and incubated with end-over-end rotation
for 2 h to covalently enrich proteins with reduced Cys. Samples were transferred to a MobiSpin
column (Boca Scientific, Westwood, MA, USA) and nonspecifically bound proteins were removed
by washing the resin (400 pL each) in 50 mM Tris, pH 8 with 0.5% SDS, 50 mM Tris, pH 8 with
2 M NaCl (Sigma-Aldrich), 80% acetonitrile (Fisher Scientific) with 0.1% TFA, and 50 mM Tris, pH 8.
On-resin digestion of Cys-bound proteins was performed in 250 uL of 50 mM Tris, pH 8 with 2.5 ug of
Trypsin Gold (Promega) and incubated overnight (> 16 h) with agitation at RT. The unbound peptide
flow-through was separated from the Cys-bound peptides by briefly centrifuging the spin columns.
Samples were washed (400 pL) using 50% acetonitrile and subsequently water. Bound Cys-containing
peptides were eluted from the resin using 50 mM DTT (250 pL) for 15 min with agitation at RT and
centrifuged to collect. The resin was washed twice with 50% acetonitrile (200 uL) and collected with
the eluate. Samples were dried by vacuum centrifugation and SPE desalted as described below.

2.12. Solid-Phase Extraction

Desalting of samples was performed using 50 mg/1.0 mL Sep-Pak C18 cartridges (Waters, Milford,
MA, USA) held in a SPE 24-position vacuum manifold (Phenomenex, Torrance, CA, USA) at a maximum
flow rate of 1 drop/s. Resin was first pre-eluted using 1 mL of 80% acetonitrile with 0.1% TFA before
equilibration with 1 mL of water with 0.1% TFA. Samples were acidified to pH 3 using 5% TFA and
loaded onto the cartridges in two passes before washing with 1 mL of water with 0.1% TFA. Peptides
were eluted using 1 mL of 80% acetonitrile with 0.1% TFA and dried by vacuum centrifugation.

2.13. LC-MS/MS Analysis

Samples were analyzed using a nanoAcquity UPLC (Waters) coupled to a TripleTOF 5600 mass
spectrometer (AB Sciex, Framingham, MA, USA). Mobile phase A consisted of water with 0.1% formic
acid (Fisher Scientific) and mobile phase B was acetonitrile with 0.1% formic acid. Injections (5 puL)
were made to a Symmetry Cyg trap column (100 A, 5 um, 180 um x 20 mm; Waters) with a flow
rate of 5 uL/min for 3 min using 99% A and 1% B. Peptides were then separated on a HSS T3 Cig
column (100 A, 1.8 um, 75 um x 250 mm; Waters) using a linear gradient of increasing mobile phase
B at a flow rate of 300 nL/min. Mobile phase B increased from 5% to 35% in 90 min before ramping
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to 85% in 5 min, where it was held for 5 min before returning to 5% in 2 min and re-equilibrating
for 13 min. The mass spectrometer was operated in positive polarity and the NanoSpray III source
had ion source gas 1 set to 15, curtain gas at 25, lonSpray voltage floating at 2400, and interface
heater temperature at 150. MS survey scans were accumulated across m/z range of 350-1600 for 250
ms. For data-dependent acquisition, the mass spectrometer was set to automatically switch between
MS and MS/MS experiments for the first 20 features above 150 counts having +2 to +5 charge state.
Precursor ions were fragmented using rolling collision energy and accumulated in high sensitivity
mode across m/z range 100-1800 for 85 ms. Dynamic exclusion for precursor m/z was set to 8 s.
Automatic calibration was performed every 8 h using a tryptic digest of BSA protein standard (Thermo
Scientific) to maintain high mass accuracy in both MS and MS/MS acquisition.

2.14. Database Searching and Label-Free Quantification

Acquired spectral files (*.wiff) were imported into Progenesis QI for proteomics (Nonlinear
Dynamics, version 2.0; Northumberland, UK). Peak picking sensitivity was set to maximum of
five and a reference spectrum was automatically assigned. Total ion chromatograms (TICs) were
then aligned to minimize run-to-run differences in peak retention time. Each sample received
a unique factor to normalize all peak abundance values resulting from systematic experimental
variation. Alignment was validated (> 80% score) and a combined peak list (*.mgf) was exported
for peptide sequence determination and protein inference by Mascot (Matrix Science, version 2.5.1;
Boston, MA, USA). Database searching was performed against the Chlamydomonas reinhardtii UniProt
database (https://www.uniprot.org/proteomes/UP000006906, 18,828 canonical entries) with sequences
for common laboratory contaminants (https://www.thegpm.org/cRAP/, 116 entries) appended. Searches
of MS/MS data used a trypsin protease specificity with the possibility of two missed cleavages,
peptide/fragment mass tolerances of 15 ppm/0.1 Da, and variable modifications of protein N-terminus
acetylation, and methionine oxidation. Alkylation of Cys with NEM (+125.0477 Da, C¢HyNO,) was
set as a fixed modification for global proteomic samples and variable for oxidized Cys enrichments.
Significant peptide identifications above the identity or homology threshold were adjusted to less
than 1% peptide FDR using the embedded Percolator algorithm [52] and imported to Progenesis for
peak matching. Identifications with a Mascot score less than 13 were removed from consideration in
Progenesis before exporting both “Peptide Measurements” and “Protein Measurements” from the
“Review Proteins” stage.

2.15. Data Analysis and Statistics

For physiological measurements, the data were analyzed through multiple comparisons of means
conducted using Welch's t-tests. The family-wise error rate for each figure was maintained at 0.05
through the use of the Holm-Bonferroni method, unless stated otherwise. To determine statistical
significance of changes over time, data was analyzed through one-way repeated measures analysis of
variance (ANOVA) conducted with Graphpad Prism (Graphpad Software, v7.01; San Diego, CA, USA).
Statistical significance is indicated numerically through increasing asterisks, where * indicates p < 0.05,
** indicates p < 0.01, *** indicates p < 0.005, and **** indicates p < 0.001. Figures show the means of
quadruplicate data and the error bars denote the standard error of the measurement.

For LC-MS/MS-based proteomics, data were parsed using custom scripts written in R for
pre-processing and statistical analysis (https://github.com/hickslab/QuantifyR).

For global proteomic analysis, leading protein accessions were considered from the “Protein
Measurements” data and kept if there were > 2 shared peptides and > 1 unique peptide assigned.
Proteins were removed if there was not at least one condition with 3/4 nonzero values across
the Progenesis-normalized abundance columns. Values were logy-transformed and we applied a
conditional imputation strategy using the imp4p package [53], where conditions with at least one
nonzero value had missing values imputed using the impute.rand function with default parameters.
For cases where a condition had only missing values, the impute.pa function was used to impute small
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numbers centered on the lower 2.5% of values in each replicate. Statistical significance was determined
using a two-tailed, equal variance t-test and the method of Benjamini and Hochberg (BH) was used to
correct p-values for multiple comparisons [54]. Fold change was calculated by the difference of the
mean abundance values between conditions being compared. Only observations with FDR-adjusted
p < 0.05 and log,-transformed fold change +/— 1.5 were considered significantly different.

For the OXRAC experiment, we summarized the “Peptide Measurements” data, which contains
peak features with distinct precursor mass and retention time coordinates matched with a peptide
sequence identification from the database search results.

Some features were duplicated and matched with peptides having identical sequence,
modifications, and score, but alternate protein accessions. These groups were reduced to satisfy
the principle of parsimony and represented by the protein accession with the highest number of unique
peptides found in the “Protein Measurements” data for this experiment, else the protein with the
largest confidence score assigned by Progenesis. Some features were also duplicated with differing
peptide identifications and were reduced to just the peptide with the highest Mascot ion score.

Results were then filtered for reversibly oxidized Cys-peptides only, defined here by the absence
of NEM modification on at least one Cys residue in the peptide sequence. An identifier was created
by joining the protein accession of each peptide to the particular site(s) of modification in the protein
sequence. Each dataset was reduced to unique identifiers by summing the abundance of all contributing
peak features (i.e., different peptide charge states, missed cleavages, and combinations of additional
variable modifications). Identifiers were represented by the peptide with the highest Mascot score in
each group.

Identifiers were removed if there was not at least one condition with 3/4 nonzero values across the
Progenesis-normalized abundance columns. Values were log,-transformed and we applied the same
conditional imputation strategy as used for the global proteomic analysis.

Statistical significance was determined using one-way analysis of variance (ANOVA) and p-values
were BH-corrected. Only observations with FDR-adjusted p < 0.05 and log,-transformed fold change
+/— 2 in the 60 min condition relative to the 0 min control were considered significantly different.
Unsupervised hierarchical clustering was performed on significantly different identifiers to group
together similarly changing abundance trends across conditions (i.e., with time). Gene ontology (GO)
annotations were pulled from UniProt and summarized/visualized for each cluster.

2.16. Data Availability

The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium
via the PRIDE partner repository [55] and can be accessed with the identifier PXD014819.

3. Results

3.1. Cell Growth

Cell growth of both control and TOR inhibitor-treated cultures increased by 142 and 68%,
respectively, from the point of dosage until 48 h (Figure 2a). However, treatment with AZD8055
inhibited the amount of overall growth when compared to the control, with a final turbidity 32%
less than the control cultures, showing that while AZD8055 treatment did not completely result
in the stagnation of cell density, it did lead to a severe decrease in rate of cell growth. Dry mass
measurements were congruent with the ODy5p,m measurements (Figure 2b). While the optical
density of AZD8055-exposed cells was increasing, the cell size also significantly increased over time,
whereas the cell size of control cultures did not change significantly (Figure 2c). This suggests that the
increasing optical density of AZD8055-treated cultures is due to an increase in cell size rather than
cell number, which is further supported by cell counting (Figure S2). Additionally, while Chl a in
AZDB8055-treated cells was significantly less than in non-inhibited cells, this accumulation did not
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change significantly in treated cells over time, indicating that the cells are not chlorotic - the penultimate
step in photoautotrophic autophagy (Figure 2d) [56].
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Figure 2. The growth curves of cultures with and without AZD8055 exposure. The error bars
represent standard deviation and statistical differences indicate a difference between the inhibited
and non-inhibited cultures at one time point. Significance is denoted by asterisks, where *** indicates
p <£0.001, and **** indicates p < 0.0001. (a) The turbidity (optical density) of C. reinhardtii following
dosing with AZD8055. Cells were dosed in mid-exponential phase. Control cultures were dosed with
DMSO, the solvent used for AZD8055. (b) The total dry mass of the cultures with and without AZD8055
treatment. (c) The cell diameter of the cultures with and without AZD8055 treatment. (d.) The Chl
a content of cultures following treatment in mid-exponential phase. Chl a is an indication of both
organismal health as well as photosynthetic productivity.

Rather, it appears as though Chl a synthesis is inhibited without a subsequent increase in
chlorophyll degradation. Thus, cell division of AZD8055-dosed cells was significantly inhibited in
comparison with the control cultures, but cell death does not appear to be initiated as a result of
TOR inhibition.

3.2. Bulk Cell Composition

Cells were assayed for protein, lipid, and carbohydrate content every 12 h (Figure 3a—c).
No differences between control and AZD8055-treatment were observed in total protein or total lipids,
with the overall compositional percent staying within error throughout the time points measured
(Figure 3a,b). However, neutral lipids had significant increases in AZD8055-exposed cells, with 2.6x
the control at 48 h (Figure 3d).
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Figure 3. Compositional analysis of C. reinhardtii cultures with and without AZD8055 treatment,
taken over time. The error bars represent standard deviation and statistical differences indicate a
difference between the inhibited and non-inhibited cultures at one time point. Significance is denoted
by asterisks, where * indicates p < 0.05, ** indicates p < 0.01, *** indicates p < 0.001, and **** indicates p
<0.0001. (a) The total protein content of the cultures, measured in mg/mg dry mass, with and without
AZD8055 treatment. (b) The total lipid content of cultures, measured in mg/mg dry mass. (c) The
total carbohydrate content of cultures, measured in mg/mg dry mass. (d.) Neutral lipid content of the
cultures with and without AZD8055 treatment measured using Nile Red staining.

Carbohydrates also significantly increased by 36 h post-dosage, with AZD8055-treated cultures
accumulating 2.4x the carbohydrates vs. control cultures when normalized to dry mass (Figure 3c).

This is likely due to an increase in starch accumulation, as previous work has shown TOR-inhibition
to favor lipid cycling to storage macromolecules [57]. This also could explain the increase in
AZD8055-treated cell size, as cells with higher accumulations of starch are likely to have higher water
accumulation that could increase the overall cell diameter [58,59].

3.3. Photosynthetic Output

In order to determine if TOR inhibition affects photosynthetic productivity, Chla (OJIP) fluorescence
and PAM fluorescence were used in vivo following AZD8055 treatment (Figure 4). Analysis of the
OJIP transient following TOR inhibition revealed a decrease in PI,ps, the performance index on a per
absorption basis, to 47% of its pre-AZD8055 productivity after just 1 h of exposure, showing that
TOR has a significant and quick effect on photosynthetic electron transport (Figure 4a). Over time,
this decrease in photosynthetic activity becomes more pronounced. The decrease in Fy/Fy; (which
shows that PSIl is affected by AZD8055 even in a dark-adapted state) when compared to the control
paired with the increase in the overall amplitude of the OJ phase of the transient indicates that the
decline in photosynthetic efficiency is the result of a decrease in the overall reduction of Q4 centers in
PSII [60] (Figure 4b). Furthermore, the averaged trapped energy flux per PSII reaction center (TR/RC),
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the relative number of photons absorbed through the antenna that are trapped by PSII reaction centers,
decreases to 60% of the control by 36 h post-dosage (Table S1).

Additionally, the two-pulse method of collecting OJIP traces indicated that the AZD8055-treated
cultures decreased in reduction capacity (when compared to the control) only at 12 and 24 h after
treatment, after which it was not statistically different from the control (Figure S3). This shows that
the lack of electron flux was not a result of damage to the acceptor side of PSII, as the increase in
By does not explain the continuing decrease in photoactivity following the 24 h measurement [61].
However, while PAM fluorescence indicated that the electron flow through PSII (YII) was significantly
diminished with a decrease of 1.8x after 1 h of AZD8055 treatment, the NPQ parameter was not
increased (Figure 4c,d). As all absorbed photons must be accounted for through photochemistry, NPQ,
or fluorescence, the decrease in photochemical flow in this case must be reallocated to fluorescence,
showing a decrease in available PSII to further reduce the plastoquinone pool.
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Figure 4. Photosynthesis measurements taken after treatment. The error bars represent standard
deviation and statistical differences indicate a difference between the inhibited and non-inhibited cultures
at one time point. Significance is denoted by asterisks, where * indicates p < 0.05, and **** indicates
p <0.0001. (a.) Chl a fluorescence OJIP parameters of AZD-dosed cultures over the course of 1 h,
where t0 is normalized to 1, enabling visualization of rapid changes in the photosynthetic apparatus.
Changes in OJIP parameters relative to the control, as well as the derivations and explanations of all
parameters, can be found in supplemental materials. (b.) Fy/Fp1, the measure of quantum efficiency of
PSII following dark adaptation, of the cultures with and without AZD treatment. (c.) The photochemical
yields of photosystem II with and without treatment with AZD8055 measured using PAM fluorescence.
(d.) The nonphotochemical quenching of the cultures with and without AZD8055 treatment measured
using PAM fluorescence.

However, the My parameter of the OJIP analysis, representative of the relative rate of primary
QAa reduction, increases over the first hour of AZD8055 inhibition, suggesting that the plastoquinone
pool is being reduced more rapidly after TOR inhibition (Figure 4a). An increase in fluorescence
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paired with the increase in My suggests that the plastoquinone pool is either not being sufficiently
oxidized downstream or being re-reduced via cyclic electron transport, decreasing the availability
of plastoquinone for the Q, site of PSII and increasing the likelihood of charge recombination and
subsequent fluorescence.

3.4. Coverage and Differential Analysis of the Reversibly Oxidized Thiol Proteome Upon TOR Inhibition

A total of 16 C. reinhardtii cultures, four biological replicates for each time point, were grown to
mid-exponential phase before treatment. Previous TOR inhibition studies have shown that changes in
signaling occur rapidly after treatment, in as little as two min [62]. Previous work in both C. reinhardtii
and Arabidopsis thaliana has shown that after treatment with H,O,, changes in reversible oxidation
are seen in as little as ten min [34,63]. Given these documented rapid changes and to minimize the
impact of protein turnover in the experiment, time points of 0, 15, 30, and 60 min were selected to
assess reversible oxidation upon TOR inhibition. Global differential proteomic analysis was performed
between the 0- and 60-min time points to confirm the absence of protein turnover. Of the 1346 proteins
identified across these samples (Table S2), only one (AOA2K3DLA1, Ubiquinol oxidase) was shown to
be significantly changing in abundance. 732 of these proteins identified in this global analysis, or 54%,
were also measured in the oxidized Cys analysis. Thus, the observed changes in oxidation of the
identified Cys sites in the time course can be confidently assessed and with little to no false positives
resulting from protein turnover or expression changes.

Identification and site-specific quantification of reversible thiol oxidation has been readily performed
via differential alkylation-based methods utilizing thiol-disulfide exchange chromatography [64,65] that
have been tailored for specific modifications including S-nitrosylation [66,67], S-glutathionylation [68,69],
and S-acylation [70]. By using DTT rather than a modification-specific reductant, it is possible to map the
entirety of the cellular redox proteome. Herein, we have applied this strategy for quantitative profiling of
reversible Cys oxidation using OxRAC in the C. reinhardtii proteome following in situ TOR inhibition with
exogenous AZD8055.

Cys reactivity was quenched during cell lysis under denaturing conditions in the presence of
NEM to block reduced thiols, which has been shown to be rapid and efficient in alkylation [71,72].
All reversibly oxidized Cys-residues were later reduced by DTT and nascent thiols enriched at the
protein-level using Thiopropyl Sepharose 6B (TPS6B) resin. On-resin trypsin digestion of Cys-bound
proteins was performed and unbound peptides were washed away. Cys-bound peptides were eluted
from the resin and analyzed by LC-MS/MS.

Overall, 5177 unique oxidized Cys sites were identified, quantified by 4755 peptides, referred to as
identifiers, from 2234 proteins (Table S3). Most of these peptides had only one modification site (85% of
4755), which was most likely due to Cys being particularly rare. Most proteins in the C. reinhardtii
proteome have Cys residues (93%, 17571/18828), but there are relatively fewer Cys compared to other
amino acids (i.e., on average 1.6% Cys per protein compared to 11% Gly and 16% Ala), making peptides
with multiple Cys residues a less frequent occurrence. Nearly half the proteins identified had only one
modified site (48% of 2234).

These sites were compared with literature where specific redox modifications were targeted
in C. reinhardtii including S-glutahionylation [32], S-nitrosylation [73], and thioredoxin-dependent
reduction [74]. Of the proteins identified in this dataset, 22 were shown previously to be
S-glutathionylated, 100 were S-nitrosylated, and 188 were thioredoxin-dependent.

The most modified protein had 41 oxidized Cys sites quantified by 36 identifiers and was a large
(870 residues), predicted protein (A8JFZ2_CHLRE) localized to the Golgi membrane (GO:0000139)
with a Cys-rich repeat (PF00839) known to form intra-chain disulfide bonds [75]. While most Cys sites
on this protein were unchanged during the treatment, one Cys identifier (C632-646) increased 2.3-fold
by 60 min and could provide mechanistic insight to this otherwise uncharacterized protein.

To assess overall change in oxidation across all four time points, a one-way ANOVA test was
performed. After FDR-correction, 510 identifiers from 401 proteins had a significant 0-60 min fold
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change, with 135 identifiers decreasing in oxidation (highlighted in blue in Table S3) and 375 identifiers
increasing in oxidation (highlighted in red in Table S3) following TOR inhibition. A p < 0.05 after FDR
correction and at least a two-fold change in oxidation was needed for an identifier to be considered
significantly changing. Hierarchical clustering was performed on the identifiers that were significantly
changing with AZD8055 treatment (Figure 5a). These identifiers, when sorted into two clusters,
separate based on those identifiers that generally increase in oxidation (361 identifiers), and those
that decrease (149 identifiers), suggesting the most pronounced change in oxidative state occurs
after 60 min of treatment. However, there are identifiers within these data that, when a four-cluster
analysis is used, show that some Cys sites have a maximum fold change before 60 min (Figure S4).
This implies either a recovery of the oxidation state prior to treatment, or oxidation of the site to an
extent that it becomes irreversibly oxidized. GO analysis revealed that proteins within cluster A from
the two-cluster analysis, which are generally increasing in oxidation, include many physiologically
important processes including translation, photosynthesis, and transcription (Figure 5b), as well as
proteins with inorganic binding sites such as metal ion and ATP-binding enzymes. Many proteins in
cluster B, which generally decrease in reversible oxidation, are involved with cell redox homeostasis.
This finding suggests that these proteins may be highly reactive to oxidation under TOR inhibition,
and rather than seeing a decrease in reversible oxidation through reduction, these Cys residues instead
might be hyper-oxidized to an irreversible sulfinyl or sulfonyl modification.
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Figure 5. Differential analysis of the reversibly oxidized cysteine thiol proteome. (a.) Hierarchical
clustering of the 510 identifiers significantly changing (p < 0.05, FC > +2) into two clusters.
(b.) Gene ontology (GO) summary of significantly changing identifiers in clusters A and B from
hierarchical clustering analysis. The number and shading correspond to the number of unique proteins
in each category for each cluster.

4. Discussion

While previous research has shown the connection between TOR inhibition, lipid accumulation,
and the similar phenotypic response seen with H,O, treatment [29], this study indicates that large-scale
reversible oxidative signaling is part of TOR pathway regulation and impacts all major aspects of
metabolism. By investigating the 401 proteins with statistically significant changes in oxidation,
focusing specifically on the proteins involved in lipid synthesis, protein translation, carbohydrate
metabolism, the TOR pathway, and photosynthesis, it was possible to integrate observed physiological
changes with the oxidized Cys-containing peptides, providing a framework for determining how TOR
impacts the changing phenotype of C. reinhardtii.

4.1. Lipid Metabolism

The physiological response following TOR inhibition shows an increase in neutral lipids while
overall lipid content remains steady. These data, when paired with the increase in cell size of
AZDB8055-treated cultures, is indicative of carbon reallocation in which the cells are redistributing lipids
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from phospholipids into TAGs for long-term storage—a phenomenon that has been characterized in
C. reinhardtii following nitrogen deprivation [20]. These results are supported by the regulation of
48 lipid-related proteins through changes in reversible oxidation upon TOR inhibition (Table S4). Of the
106 identifiers, eight were seen to significantly increase in oxidation upon inhibition including Cys302
on glycerol-3-phosphate acyltransferase (H9CTHO, FC: 49.67), Cys35-Cys39-Cys44 on phospholipase
A2 (A8I212, FC: 9.59), Cys387-Cys390 on chloroplast wé desaturase (048663, FC: 5.82), Cys653 on
phospholipase B-like (AOA2K3DXV3, FC: 4.86), and C278 on phosphoglycerate kinase (A8JC04, FC:
2.74). Both phospholipases are involved in the cleavage of fatty acids in phospholipids, hydrolyzing the
major component of the cell membrane. It has been previously shown that under nitrogen deprivation
there is an increase in phospholipase abundance and other components responsible for membrane
remodeling, reflecting a similar response in regulation between these two stressors [20]. Phospholipases
are also known to be Cys-rich, with many of these Cys residues involved in disulfide bonds [76].
While the impact of these oxidation sites is unknown, previous work has shown that oxidized Cys in
mammalian cells regulate the activity of phospholipases [76]. Conversely, chloroplast w6 desaturase
is involved in lipid synthesis, introducing a double bond in the biosynthesis of 16:3 and 18:3 fatty
acids, an important component of plant membranes [77]. The diversion of lipids from membrane
components to TAGs suggests that this oxidation site may regulate the activity of this desaturase.
Phosphoglycerate kinase (PGK) is involved in glycolysis and in carbon metabolism, catalyzing the
reaction of 1,3-bisphosphoglycerate into 3-phosphoglycerate in glycolysis and the reverse reaction
in the Calvin-Benson-Bassham Cycle (CBBC) [78]. This enzyme is known to be highly regulated
by oxidation, with previous work in cyanobacteria showing that the conserved Cys residue found
in this study plays an important role in regulating the activity of this kinase [78]. This previous
work showed that oxidation of this Cys greatly diminished the activity of PGK, suggesting that the
increase in oxidation seen in this study could be inhibiting the kinase, demonstrating regulation of
glycolysis/CBBC by the TOR pathway via reversible oxidation [78].

4.2. Protein Translation

Although there was not a significant physiological change in total protein due to treatment,
a number of translation-related proteins were identified as being regulated by reversible oxidation
upon TOR inhibition (Table S5). The latter better correlates to previous research studying physiological
changes in C. reinhardtii following TOR inhibition [27]. A total of 204 identifiers were quantified
on 101 unique proteins involved in translation. Of these identifiers, 17 were found to increase in
oxidation, while three significantly decreased. One of these identifiers is Cys82 on elongation factor Tu
(P17746, FC: 3.23), a protein that promotes binding of aminoacyl-tRNA to the ribosomal A-site during
protein synthesis. This protein has been shown to be oxidized in a number of different bacteria [79-81],
and although the exact function of this oxidation is unknown, the conservation across multiple bacterial
strains as well as in C. reinhardtii suggests this post-translational modification may be important for
regulation of its activity.

Many ribosomal proteins were shown to contain reversible oxidation sites, including 121 identifiers
on 62 proteins, nine of which significantly increased and two that significantly decreased (Table S6).
Ribosomal proteins in yeast have been shown to be regulated by reversible oxidation with many of
these proteins containing a conserved CX;C-Xg.47-CX; 4C site where oxidation occurs on one of these
Cys residues [82]. These conserved motifs have been shown to be Zn*? binding, stabilizing in protein
folding, and their activity is redox-regulated. Two of the proteins in this study, ribosomal protein L37a
(A8HYO08) and ribosomal protein L36a (A8IM74), have this conserved motif. Ribosomal protein L37a
demonstrated reversible oxidation on Cys39, the first Cys in the conserved motif, although it was not
shown to be significantly changing. Ribosomal protein L36a had significantly changing oxidation on
Cys86 (FC: 2.05), a Cys outside the conserved motif. Ribosomal protein L10 (A8IZK3) also has an
identifier, Cys140, that significantly increases 2.07-fold in oxidation upon inhibition of TOR. This site is
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conserved in yeast, and is shown to be oxidized with H,O, treatment, suggesting this site is involved
in the response to chemical stressors [82].

4.3. Carbohydrate Metabolism

The assessment of cell composition after treatment with AZD8055 showed a significant increase
in the percentage of carbohydrates as a function of dry mass in the cells beginning 36 h after treatment
(Figure 3c). Previous work in plants and a red alga supports this, also showing an increase in starch
accumulation with inactivity of TOR [83,84]. This result is further reflected in the changes in thiol
oxidation found in this study, with 214 identifiers on 74 proteins showing reversible oxidation, 15 of
these identifiers increasing in oxidation and one decreasing (Table S7). The increase in carbohydrate
content is supported more specifically by the oxidative regulation of several important enzymes
involved in carbohydrate metabolism. NADP-malate dehydrogenase (Q9FNS5), has one site, Cys389,
increasing in oxidation upon treatment (FC: 3.20). This is the chloroplastic isoform of the dehydrogenase,
and is well-known to be redox-regulated in higher-order plants [85] and C. reinhardtii [86], but this is
the first time it has been linked to TOR regulation. This Cys residue is conserved in sorghum and has
been shown to be part of a regulatory disulfide bond, with the enzyme being fully active when it is
completely reduced [87], suggesting that the increase in oxidation observed is decreasing the overall
activity of the dehydrogenase.

The large subunit of isopropylmalate dehydratase (A8JG03) also has a Cys site significantly
increasing in oxidation, Cys444 (FC: 2.47). This is a highly modified site, with previous work
identifying S-glutathionylation [32], S-nitrosylation [73], and regulation via thioredoxin [74] on this Cys.
Although the exact function of this Cys is unknown, it appears to be an important site for oxidative
signaling in the cell.

The identifier with the largest fold change on a carbohydrate-related enzyme is a hypothetical
protein (AOA2K3DY10, FC: 20.92) with a sequence almost identical to that of chloroplastic
sedoheptulose-1,7-bisphosphatase (P46284), which shares this identifier. This Cys116 site is known to
be part of a disulfide bond controlled by thioredoxin, which activates the enzyme upon reduction of
the disulfide [88]. With its important role in carbon fixation, the regulation of this enzyme could be
contributing significantly to the increase in carbohydrate content that is seen in the cell.

4.4. TOR Pathway-Related Proteins

A total of 28 identifiers on 10 proteins of the known TOR signaling pathway had reversible
oxidation identified in this study (Table S8). Of those identifiers, only one, Cys26 on the TOR complex
subunit Lethal with SEC-13 (LST8, A8JDD2), was shown to be significantly changing, with a four-fold
increase in oxidation. Although a previous study on mTORC1 has shown that TOR activity is redox
regulated [89], this is the first time that an oxidation site has been identified on LSTS8, which could
impact the formation and activity of the TOR complex. While not shown in this dataset, the presence of
oxidative sites on the other components of the TORC complex, TOR and Regulatory-associated protein
of TOR (RAPTOR), each of which contain several cysteine residues, cannot be excluded; however,
more specific enrichment/fractionation methods would need to be used to get the coverage needed for
this determination.

A majority of the other TOR-pathway-realted identifiers were from vacuolar ATPases, many of
which have been previously shown to be associated with the TOR pathway in mammalian systems [90].
This class of enzymes has high sequence homology, with conserved domains and subunits, and is
known to be regulated by Cys oxidation. Although none of these identifiers in this study are changing
with TOR inhibition, Cys oxidation was identified on V-type proton ATPase subunits C (ASHYU2), F
(A8HZS87), and H (A8HQ97), as well as vacuolar ATP (V-ATP) synthase subunits A (A8I164), B (A8IA45),
and E (A8IW47). Interestingly, Cys247 on V-ATP synthase subunit A is a conserved Cys shown to
modulate its activity in Arabidopsis [91]. Although not changing, oxidation on this subunit suggests
that this site may have a similar mechanism in C. reinhardtii, but is not regulated by TOR under
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the presented conditions. However, Subunit B of V-ATP synthase has been previously shown to be
regulated by TOR via phosphorylation on Ser8 [16]. With ATPases” important role of maintaining cell
homeostasis under stress, this subunit could be an important component of TOR’s regulatory pathway,
but further studies would be required to assess its exact role.

4.5. Photosynthesis

There were 20 photosynthesis-related proteins with 21 significantly changing reversible oxidation
identifiers (Table S9), suggesting that inhibition TOR plays a role in regulating the light reactions of
photosynthesis, a novel finding. Looking specifically at the protein components of photosynthetic
machinery, 13 proteins were found to have oxidation on Cys with a total of 60 identifiers (Figure 6). Two
of these proteins, photosystem I iron-sulfur center (PsaC, Q00914) and Ferredoxin—NADDP reductase
(FNR, A8J6Y8) have an identifier significantly increasing in oxidation (FC: 2.46 and 3.80, respectively)
and two proteins, Cytochrome f (PetA, P23577) and Ferredoxin (PetF, A8IV40), have identifiers
significantly decreasing in oxidation (FC: 0.39 and 0.36, respectively). OJIP analysis suggests that TOR
inhibition results in decreased electron flow through PSII, likely stemming from an overly reduced
plastoquinone pool due to downstream effects, resulting in decreased overall turnover of PSII and
linear (oxygen-producing) photosynthetic activity. This diminished activity is irreversible and begins
within 15 min of inhibition and continues through the full 48 h of treatment. While the lack of chlorosis
(degradation of chlorophyll) suggests the photosynthetic apparatus is still intact, these data suggests
that TOR inhibition results in a marked inhibition of electron flux through PSII. Furthermore, the
increased reduction of the plastoquinone pool downstream of PSII suggests that either downstream
proteins of PSII have been damaged or that PSI is participating in cyclic, rather than linear, electron
transport. Cyclic electron transport results in greater production of ATP as FNR is bypassed, resulting
in electron transfer to cytochrome bgf via the stromal side, increasing the proton gradient needed for
ATP synthesis while decreasing the production of NADPH. This leads to a more reduced quinone pool,
as fewer electrons are transferred to CO, via NADPH.
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Figure 6. Reversible oxidation on photosynthetic machinery. Adapted from KEGG pathway map for
photosynthesis (https:/www.genome jp/dbget-bin/www_bget?pathway:map00195). Protein names are
labeled in diagram with gene names listed in boxes below. Components with C. reinhardtii homologs
are in yellow. Proteins with identified reversible oxidation sites are in green with the Cys sites identified
listed above. Proteins with significantly increasing (red) or decreasing (blue) identifiers upon inhibition
of TOR also include the maximum fold change listed above.
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A shift to cyclic electron transport is supported by proteomic analysis, as there is a 3.8x FC in
oxidation of FNR (A8]6Y8), showing a decrease in enzyme activity (FNR is reduced by ferredoxin
following reduction by PSI) [92]. If FNR was generating NADPH, an increase in reduction, not oxidation,
would be expected, as it would be reduced in the process of shuttling electrons. A shift toward cyclic
electron transport is further indicated by the pairing of decreased PSII activity with the decrease in
oxidation of Cys52-Cys55 of cytochrome f (P23577, FC: 0.39), the subunit of cytochrome byf responsible
for electron transfer to plastocyanin. An increase in the reduction of cytochrome f suggests an
increased electron load; while the bgf complex is a rate-limiting step in both linear and cyclic electron
transport [93], it would likely be more substantial under cyclic electron transport as electrons are
supplied from both plastoquinol and ferredoxin. However, when paired with the increased oxidation
of other regulatory Cys, such as PsaC (Q00914, FC: 3.36), a PSI subunit containing one of the iron-sulfur
centers, it is also possible that damages downstream of PSII are causing a “traffic jam” for electrons,
resulting in a more reduced plastoquinone pool that decreases the available plastoquinone for PSII.
It could possibly be a combination of these two phenomena, wherein the ETC converts to cyclic electron
transfer due to stress, while simultaneously decreasing capacity due to oxidative changes downstream
of PSIL

5. Conclusions

While TOR is a known master regulator with significant control over nutrient-responsive pathways,
its role in the metabolic regulation of photosynthetic eukaryotes is still not completely understood.
By characterizing the physiological effects of AZD8055-mediated TOR inhibition on C. reinhardtii and
pairing it with label-free quantitative proteomics following OxRAC, a network of reversible thiol
oxidation was unveiled. This complex oxidation network was cell-wide, overlapping all major metabolic
processes and indicating an essential role for thiol oxidative signaling in TOR regulation. TOR targets
for thiol oxidation included important lipases involved in lipid cycling and TAG biosynthesis, directly
linking oxidative signaling to upregulation of TAGs following TOR inhibition. Additionally, for the
first time, photosynthesis was shown to be regulated by the TOR pathway with inhibition of TOR
causing a decrease in the photosynthetic efficiency of PSII, and a shift toward cyclic electron transport.
Future studies will benefit from modification-specific redox analysis, through which the individual
regulatory mechanisms could be determined.
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Figure S1. (a.) Treatment and sampling timeline for physiological measurements. C. reinhardtii cultures were
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oxidative cysteine thiol analysis and photosynthetic measurements. Cultures were grown to an ODysq of ~0.5 prior
to treatment. Figure S2. The cell number of cultures with and without AZD8055 exposure. The error bars represent
standard deviation and statistical differences indicate a difference between the inhibited and non-inhibited cultures
at one time point. Significance is denoted by asterisks, where *** indicates p < 0.001, and **** indicates p < 0.0001.
Figure S3. The B0 of cultures with and without AZD8055 inhibition, measured using the double pulse method of
OJIP fluorescence. B0 indicates the relative number of inactive reducing centers; thus, as BO increases, the activity
decreases. The error bars represent standard deviation and statistical differences indicate a difference between the
inhibited and non-inhibited cultures at one time point. Significance is denoted by asterisks, where ** indicates
p £0.01, and *** indicates p < 0.0001. Figure S4. Differential analysis of the reversibly oxidized cysteine thiol
proteome. Hierarchical clustering of the 510 identifiers significantly changing (p < 0.05, FC > +2) into four clusters.
Table S1: OJIP parameters for AZD8055-treated and non-treated cells, Table S2: Differential global proteomic
analysis results between 0 and 60 min timepoints, Table S3: Results of differential analysis of reversibly oxidized
cysteine thiols upon TOR inhibition, Table S4: Identifiers from proteins related to lipid metabolism, Table S5:
Identifiers from proteins related to protein translation, Table S6: Identifiers from ribosomal proteins, Table 57:
Identifiers from proteins related to carbohydrate metabolism, Table S8: Identifiers from TOR pathway-related
proteins, Table S9: Identifiers from proteins related to photosynthesis.

Author Contributions: Conceptualization, A.L.S., EW.M., D.RJ.K. and L.M.H.; Data curation, M.M.F. and EW.M.;
Formal analysis, M.MLE,, A.L.S., EW.M. and S.C.L.; Funding acquisition, D.RJ.K. and L.M.H.; Investigation,
MME, ALS.,, EWM. and S.C.L.; Methodology, A.L.S. and E.W.M.; Project administration, D.R.J.K. and LM.H.;
Software EEW.M.; Visualization, M.MLF, A.L.S. and E.W.M.; Writing—original draft, M.MLEF,, A.L.S. and EW.M.;
Writing—review & editing, M.M.E,, ALS,, EWM.,, S.C.L.,, D.RJ.K. and LM.H.


http://www.mdpi.com/2073-4409/8/10/1171/s1

Cells 2019, 8, 1171 18 of 22

Funding: This research was supported by a National Science Foundation CAREER award (MCB-1552522) awarded
to L.M.H and a National Science Foundation award (Cooperative Agreement OIA-1458,952) to D.RJ.K. A.L.S. was
funded by the NASA West Virginia Space Grant Consortium (NNX15AK74A and NNX15AI01H).

Conflicts of Interest: The authors declare no conflict of interest.

References

1.

10.

11.

12.

13.

14.
15.

16.

17.

18.

19.

Crespo, J.L.; Diaz-Troya, S.; Florencio, EJ. Inhibition of Target of Rapamycin signaling by rapamycin in the
unicellular green alga Chlamydomonas reinhardtii. Plant Physiol. 2005, 139, 1736-1749. [CrossRef]
Waullschleger, S.; Loewith, R.; Hall, M.N. TOR signaling in growth and metabolism. Cell 2006, 124, 471-484.
[CrossRef]

Loewith, R.; Hall, M.N. Target of Rapamycin (TOR) in nutrient signaling and growth control. Genetics 2011,
189, 1177-1201. [CrossRef]

Dobrenel, T.; Caldana, C.; Hanson, J.; Robaglia, C.; Vincentz, M.; Veit, B.; Meyer, C. TOR signaling and
nutrient sensing. Annu. Rev. Plant Biol. 2016, 67, 261-285. [CrossRef]

Pérez-Pérez, M.E.; Couso, I.; Crespo, J.L. The TOR signaling network in the model unicellular green alga
Chlamydomonas reinhardtii. Biomolecules 2017, 7, 54. [CrossRef]

Gonzalez, A.; Hall, M.N. Nutrient sensing and TOR signaling in yeast and mammals. EMBO ]. 2017, 36,
397-408. [CrossRef]

Ryabova, L.A.; Robaglia, C.; Meyer, C. Target of Rapamycin kinase: Central regulatory hub for plant growth
and metabolism. |. Exp. Bot. 2019, 70, 2211-2216. [CrossRef]

Kunz, J.; Henriquez, R.; Schneider, U.; Deuter-Reinhard, M.; Movva, N.R.; Hall, M.N. Target of rapamycin in
yeast, TOR?2, is an essential phosphatidylinositol kinase homolog required for G1 progression. Cell 1993, 73,
585-596. [CrossRef]

Helliwell, S.B.; Wagner, P.; Kunz, J.; Deuter-Reinhard, M.; Henriquez, R.; Hall, M.N. TOR1 and TOR2 are
structurally and functionally similar but not identical phosphatidylinositol kinase homologues in yeast. Mol.
Biol. Cell 1994, 5, 105-118. [CrossRef]

Loewith, R.; Jacinto, E.; Wullschleger, S.; Lorberg, A.; Crespo, J.L.; Bonenfant, D.; Oppliger, W.; Jenoe, P.;
Hall, M.N. Two TOR complexes, only one of which is rapamycin sensitive, have distinct roles in cell growth
control. Mol. Cell 2002, 10, 457-468. [CrossRef]

Wedaman, K.P.; Reinke, A.; Anderson, S.; Yates, J.; McCaffery, ].M.; Powers, T. TOR kinases are in distinct
membrane-associated protein complexes in Saccharomyces cerevisiae. Mol. Biol. Cell 2003, 14, 1204-1220.
[CrossRef]

Dibble, C.C.; Manning, B.D. Signal integration by mTORC1 coordinates nutrient input with biosynthetic
output. Nat. Cell Biol. 2013, 15, 555-564. [CrossRef]

Saxton, R.A.; Sabatini, D.M. mTOR Signaling in growth, metabolism, and disease. Cell 2017, 168, 960-976.
[CrossRef]

Ballou, L.M.; Lin, R.Z. Rapamycin and mTOR kinase inhibitors. J. Chem. Biol. 2008, 1, 27-36. [CrossRef]

De Virgilio, C.; Loewith, R. The TOR signalling network from yeast to man. Int. J. Biochem. Cell Biol. 2006, 38,
1476-1481. [CrossRef]

Werth, E.G.; McConnell, EW.; Lianez, 1.C.; Perrine, Z.; Crespo, J.L.; Umen, J.G.; Hicks, L.M. Investigating the
effect of Target of Rapamycin kinase inhibition on the Chlamydomonas reinhardtii phosphoproteome: From
known homologs to new targets. New Phytol. 2019, 221, 247-260. [CrossRef]

Ramundo, S.; Casero, D.; Miihlhaus, T.; Hemme, D.; Sommer, F.; Crévecoeur, M.; Rahire, M.; Schroda, M.;
Rusch, J.; Goodenough, U.; et al. Conditional depletion of the Chlamydomonas chloroplast ClpP protease
activates nuclear genes involved in autophagy and plastid protein quality control. Plant Cell. 2014, 26,
2201-2222. [CrossRef]

Kleessen, S.; Irgang, S.; Klie, S.; Giavalisco, P.; Nikoloski, Z. Integration of transcriptomics and metabolomics
data specifies the metabolic response of Chlamydomonas to rapamycin treatment. Plant . 2015, 81, 822-835.
[CrossRef]

Valledor, L.; Furuhashi, T.; Recuenco-Muiioz, L.; Wienkoop, S.; Weckwerth, W. System-level network analysis
of nitrogen starvation and recovery in Chlamydomonas reinhardtii reveals potential new targets for increased
lipid accumulation. Biotechnol. Biofuels 2014, 7, 171. [CrossRef]


http://dx.doi.org/10.1104/pp.105.070847
http://dx.doi.org/10.1016/j.cell.2006.01.016
http://dx.doi.org/10.1534/genetics.111.133363
http://dx.doi.org/10.1146/annurev-arplant-043014-114648
http://dx.doi.org/10.3390/biom7030054
http://dx.doi.org/10.15252/embj.201696010
http://dx.doi.org/10.1093/jxb/erz108
http://dx.doi.org/10.1016/0092-8674(93)90144-F
http://dx.doi.org/10.1091/mbc.5.1.105
http://dx.doi.org/10.1016/S1097-2765(02)00636-6
http://dx.doi.org/10.1091/mbc.e02-09-0609
http://dx.doi.org/10.1038/ncb2763
http://dx.doi.org/10.1016/j.cell.2017.02.004
http://dx.doi.org/10.1007/s12154-008-0003-5
http://dx.doi.org/10.1016/j.biocel.2006.02.013
http://dx.doi.org/10.1111/nph.15339
http://dx.doi.org/10.1105/tpc.114.124842
http://dx.doi.org/10.1111/tpj.12763
http://dx.doi.org/10.1186/s13068-014-0171-1

Cells 2019, 8, 1171 19 of 22

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.
37.

38.

39.

40.

Park, J.-J; Wang, H.; Gargouri, M.; Deshpande, R.R.; Skepper, J.N.; Holguin, EO.; Juergens, M.T,;
Shachar-Hill, Y.; Hicks, L.M.; Gang, D.R. The response of Chlamydomonas reinhardtii to nitrogen deprivation:
A systems biology analysis. Plant J. 2015, 81, 611-624. [CrossRef]

Imamura, S.; Kawase, Y.; Kobayashi, I.; Shimojima, M.; Ohta, H.; Tanaka, K. TOR (target of rapamycin) is a
key regulator of triacylglycerol accumulation in microalgae. Plant Signal Behav. 2016, 11. [CrossRef]
Rodrigues, S.P; Alvarez, S.; Werth, E.G.; Slade, W.O.; Gau, B.; Cahoon, E.B.; Hicks, L.M. Multiplexing
strategy for simultaneous detection of redox-, phospho- and total proteome — understanding TOR regulating
pathways in Chlamydomonas reinhardtii. Anal. Methods 2015, 7, 7336-7344. [CrossRef]

Couso, I; Evans, B.S.; Li, ].; Liu, Y.; Ma, E; Diamond, S.; Allen, D.K.; Umen, J.G. Synergism between inositol
polyphosphates and TOR kinase signaling in nutrient sensing, growth control, and lipid metabolism in
Chlamydomonas. Plant Cell 2016, 28, 2026-2042. [CrossRef]

Couso, I.; Pérez-Pérez, M.E.; Martinez-Force, E.; Kim, H.-S.; He, Y.; Umen, ].G.; Crespo, J.L. Autophagic flux
is required for the synthesis of triacylglycerols and ribosomal protein turnover in Chlamydomonas. J. Exp.
Bot. 2018, 69, 1355-1367. [CrossRef]

Fan, J.; Yu, L.; Xu, C. Dual role for autophagy in lipid metabolism in Arabidopsis. Plant Cell 2019, 31,
1598-1613. [CrossRef]

Pérez-Pérez, MLE.; Florencio, FJ.; Crespo, J.L. Inhibition of target of rapamycin signaling and stress activate
autophagy in Chlamydomonas reinhardtii. Plant Physiol. 2010, 152, 1874-1888. [CrossRef]

Diaz-Troya, S.; Pérez-Pérez, M.E.; Pérez-Martin, M.; Moes, S.; Jeno, P.; Florencio, F].; Crespo, J.L. Inhibition
of protein synthesis by TOR inactivation revealed a conserved regulatory mechanism of the BiP Chaperone
in Chlamydomonas. Plant Physiol. 2011, 157, 730-741. [CrossRef]

Lee, D.Y,; Fiehn, O. Metabolomic response of Chlamydomonas reinhardtii to the inhibition of target of rapamycin
(TOR) by rapamycin. J. Microbiol. Biotechnol. 2013, 23, 923-931. [CrossRef]

Yilancioglu, K.; Cokol, M.; Pastirmaci, I.; Erman, B.; Cetiner, S. Oxidative stress is a mediator for increased
lipid accumulation in a newly isolated Dunaliella salina strain. PLOS ONE 2014, 9, €91957. [CrossRef]

Oka, S.-L; Hirata, T.; Suzuki, W.; Naito, D.; Chen, Y.; Chin, A.; Yaginuma, H.; Saito, T.; Nagarajan, N.; Zhai, P;
et al. Thioredoxin-1 maintains mechanistic target of rapamycin (mTOR) function during oxidative stress in
cardiomyocytes. J. Biol. Chem. 2017, 292, 18988-19000. [CrossRef]

Wang, H.; Wang, S.; Lu, Y.; Alvarez, S.; Hicks, L.M.; Ge, X.; Xia, Y. Proteomic analysis of early-responsive
redox-sensitive proteins in Arabidopsis. J. Proteome Res. 2012, 11, 412-424. [CrossRef] [PubMed]
Zaffagnini, M.; Bedhomme, M.; Groni, H.; Marchand, C.H.; Puppo, C.; Gontero, B.; Cassier-Chauvat, C.;
Decottignies, P.; Lemaire, S.D. Glutathionylation in the photosynthetic model organism Chlamydomonas
reinhardtii: A proteomic survey. Mol. Cell Proteomics 2012, 11, M111.014142. [CrossRef] [PubMed]

Liu, P; Zhang, H.; Wang, H.; Xia, Y. Identification of redox-sensitive cysteines in the Arabidopsis proteome
using OxiTRAQ), a quantitative redox proteomics method. Proteomics 2014, 14, 750-762. [CrossRef] [PubMed]
Slade, W.O.; Werth, E.G.; McConnell, EW.; Alvarez, S.; Hicks, L.M. Quantifying reversible oxidation of
protein thiols in photosynthetic organisms. J. Am. Soc. Mass Spectrom. 2015, 26, 631-640. [CrossRef]
[PubMed]

McConnell, EW.; Werth, E.G.; Hicks, LM. The phosphorylated redox proteome of Chlamydomonas
reinhardtii: Revealing novel means for regulation of protein structure and function. Redox Biol. 2018, 17,
35-46. [CrossRef]

Harris, E.H. The Chlamydomonas Sourcebook; Academic Press Inc.: San Diego, CA, USA, 1989.

Woodworth, B.D.; Mead, R.L.; Nichols, C.N.; Kolling, D.R.J. Photosynthetic light reactions increase total
lipid accumulation in carbon-supplemented batch cultures of Chlorella vulgaris. Bioresour. Technol. 2015, 179,
159-164. [CrossRef] [PubMed]

Smythers, A.L.; Garmany, A.; Perry, N.L.; Higginbotham, E.L.; Adkins, PE.; Kolling, D.R.J. Characterizing
the effect of Poast on Chlorella vulgaris, a non-target organism. Chemosphere 2019, 219, 704-712. [CrossRef]
Schindelin, J.; Arganda-Carreras, I; Frise, E.; Kaynig, V.; Longair, M.; Pietzsch, T.; Preibisch, S.; Rueden, C;
Saalfeld, S.; Schmid, B.; et al. Fiji: An open-source platform for biological-image analysis. Nat. Methods.
2012, 9, 676-682. [CrossRef]

Wellburn, A.R. The spectral determination of chlorophylls a and b, as well as total carotenoids, using various
solvents with spectrophotometers of different resolution. J. Plant Phys. 1994, 144, 307-313. [CrossRef]


http://dx.doi.org/10.1111/tpj.12747
http://dx.doi.org/10.1080/15592324.2016.1149285
http://dx.doi.org/10.1039/C5AY00521C
http://dx.doi.org/10.1105/tpc.16.00351
http://dx.doi.org/10.1093/jxb/erx372
http://dx.doi.org/10.1105/tpc.19.00170
http://dx.doi.org/10.1104/pp.109.152520
http://dx.doi.org/10.1104/pp.111.179861
http://dx.doi.org/10.4014/jmb.1304.04057
http://dx.doi.org/10.1371/journal.pone.0091957
http://dx.doi.org/10.1074/jbc.M117.807735
http://dx.doi.org/10.1021/pr200918f
http://www.ncbi.nlm.nih.gov/pubmed/22050424
http://dx.doi.org/10.1074/mcp.M111.014142
http://www.ncbi.nlm.nih.gov/pubmed/22122882
http://dx.doi.org/10.1002/pmic.201300307
http://www.ncbi.nlm.nih.gov/pubmed/24376095
http://dx.doi.org/10.1007/s13361-014-1073-y
http://www.ncbi.nlm.nih.gov/pubmed/25698223
http://dx.doi.org/10.1016/j.redox.2018.04.003
http://dx.doi.org/10.1016/j.biortech.2014.11.098
http://www.ncbi.nlm.nih.gov/pubmed/25543540
http://dx.doi.org/10.1016/j.chemosphere.2018.12.050
http://dx.doi.org/10.1038/nmeth.2019
http://dx.doi.org/10.1016/S0176-1617(11)81192-2

Cells 2019, 8, 1171 20 of 22

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

Matyash, V.; Liebisch, G.; Kurzchalia, T.V.; Shevchenko, A.; Schwudke, D. Lipid extraction by methyl-tert-butyl
ether for high-throughput lipidomics. J. Lipid Res. 2008, 49, 1137-1146. [CrossRef]

Greenspan, P.; Mayer, E.P.; Fowler, S.D. Nile red: A selective fluorescent stain for intracellular lipid droplets.
J. Cell Biol. 1985, 100, 965-973. [CrossRef] [PubMed]

Dubois, M.; Gilles, K.A.; Hamilton, J.K.; Rebers, P.A.; Smith, F. Colorimetric method for determination of
sugars and related substances. Anal. Chem. 1956, 28, 350-356. [CrossRef]

Slocombe, S.P; Ross, M.; Thomas, N.; McNeill, S.; Stanley, M.S. A rapid and general method for measurement
of protein in micro-algal biomass. Bioresour. Technol. 2013, 129, 51-57. [CrossRef] [PubMed]

Lowry, O.H.; Rosebrough, N.J.; Farr, A.L.; Randall, R.]J. Protein measurement with the Folin phenol reagent.
J. Biol. Chem. 1951, 193, 265-275. [PubMed]

Price, C.A. A membrane method for determination of total protein in dilute algal suspensions. Anal. Biochem.
1965, 12, 213-218. [CrossRef]

Stirbet, A.; Lazar, D.; Kromdijk, J.; Govindjee. Chlorophyll a fluorescence induction: Can just a one-second
measurement be used to quantify abiotic stress responses? Photosynthetica 2018, 56, 86-104. [CrossRef]
Stirbet, A.; Govindjee. On the relation between the Kautsky effect (chlorophyll a fluorescence induction) and
Photosystem II: Basics and applications of the OJIP fluorescence transient. J. Photochem. Photobiol. B 2011,
104, 236-257. [CrossRef]

Miiller, P,; Li, X.-P.; Niyogi, K.K. Non-photochemical quenching. A response to excess light energy. Plant
Phys. 2001, 125, 1558-1566. [CrossRef]

Schansker, G.; Téth, S.Z.; Strasser, R.J. Dark recovery of the Chl a fluorescence transient (OJIP) after light
adaptation: The qT-component of non-photochemical quenching is related to an activated photosystem I
acceptor side. Biochim. Biophys. Acta 2006, 1757, 787-797. [CrossRef]

McConnell, EW.; Berg, P; Westlake, T.J.; Wilson, KM.; Popescu, G.V.; Hicks, L.M.; Popescu, S.C.
Proteome-wide analysis of cysteine reactivity during effector-triggered immunity. Plant Physiol. 2019,
179, 1248-1264. [CrossRef]

Kall, L.; Canterbury, ]J.D.; Weston, J.; Noble, W.S.; MacCoss, M.]. Semi-supervised learning for peptide
identification from shotgun proteomics datasets. Nat. Methods 2007, 4, 923-925. [CrossRef]

Gianetto, Q.G. imp4p: Imputation for Proteomics. 2018. Available online: https://cran.r-project.org/web/
packages/imp4p/index.html (accessed on 30 January 2019).

Benjamini, Y.; Hochberg, Y. Controlling the false discovery rate: A practical and powerful approach to
multiple testing. J. Royal Stat. Soc. B 1995, 57, 289-300. [CrossRef]

Vizcaino, J.A.; Deutsch, EW.,; Wang, R.; Csordas, A.; Reisinger, E; Rios, D.; Dianes, J.A.; Sun, Z.; Farrah, T,;
Bandeira, N.; et al. ProteomeXchange provides globally coordinated proteomics data submission and
dissemination. Nat. Biotechnol. 2014, 32, 223-226. [CrossRef]

Ishida, H.; Izumi, M.; Wada, S.; Makino, A. Roles of autophagy in chloroplast recycling. Biochim. Biophys.
Acta 2014, 1837, 512-521. [CrossRef]

Roustan, V.; Weckwerth, W. Quantitative phosphoproteomic and system-level analysis of TOR inhibition
unravel distinct organellar acclimation in Chlamydomonas reinhardtii. Front. Plant Sci. 2018, 9, 1590. [CrossRef]
Yap, B.H.J.; Crawford, S.A.; Dagastine, R.R.; Scales, PJ.; Martin, G.J.O. Nitrogen deprivation of microalgae:
Effect on cell size, cell wall thickness, cell strength, and resistance to mechanical disruption. J. Ind. Microbiol.
Biotechnol. 2016, 43, 1671-1680. [CrossRef]

Jeong, S.W.; Nam, S.W.; HwangBo, K.; Jeong, W.J.; Jeong, B.; Chang, Y.K.; Park, Y.-I. Transcriptional regulation
of cellulose biosynthesis during the early phase of nitrogen deprivation in Nannochloropsis salina. Sci. Rep.
2017, 7, 5264. [CrossRef]

Antal, T.; Rubin, A. In vivo analysis of chlorophyll a fluorescence induction. Photosyn. Res. 2008, 96, 217-226.
[CrossRef]

Tomek, P; Lazar, D.; Ilik, P.; Naus, J. Research note: On the intermediate steps between the O and P steps in
chlorophyll a fluorescence rise measured at different intensities of exciting light. Functional Plant Biol. 2001,
28,1151-1160. [CrossRef]

Rigbolt, K.T.G.; Zarei, M.; Sprenger, A.; Becker, A.C.; Diedrich, B.; Huang, X.; Eiselein, S.; Kristensen, A.R.;
Gretzmeier, C.; Andersen, J.S.; et al. Characterizatino of early autophagy signaling by quantitative
phosphoproteomics. Autophagy. 2014, 10, 356-371. [CrossRef]


http://dx.doi.org/10.1194/jlr.D700041-JLR200
http://dx.doi.org/10.1083/jcb.100.3.965
http://www.ncbi.nlm.nih.gov/pubmed/3972906
http://dx.doi.org/10.1021/ac60111a017
http://dx.doi.org/10.1016/j.biortech.2012.10.163
http://www.ncbi.nlm.nih.gov/pubmed/23232222
http://www.ncbi.nlm.nih.gov/pubmed/14907713
http://dx.doi.org/10.1016/0003-2697(65)90084-9
http://dx.doi.org/10.1007/s11099-018-0770-3
http://dx.doi.org/10.1016/j.jphotobiol.2010.12.010
http://dx.doi.org/10.1104/pp.125.4.1558
http://dx.doi.org/10.1016/j.bbabio.2006.04.019
http://dx.doi.org/10.1104/pp.18.01194
http://dx.doi.org/10.1038/nmeth1113
https://cran.r-project.org/web/packages/imp4p/index.html
https://cran.r-project.org/web/packages/imp4p/index.html
http://dx.doi.org/10.1111/j.2517-6161.1995.tb02031.x
http://dx.doi.org/10.1038/nbt.2839
http://dx.doi.org/10.1016/j.bbabio.2013.11.009
http://dx.doi.org/10.3389/fpls.2018.01590
http://dx.doi.org/10.1007/s10295-016-1848-1
http://dx.doi.org/10.1038/s41598-017-05684-4
http://dx.doi.org/10.1007/s11120-008-9301-6
http://dx.doi.org/10.1071/PP01065
http://dx.doi.org/10.4161/auto.26864

Cells 2019, 8, 1171 21 of 22

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

Muthuramalingam, M.; Matros, A.; Scheibe, R.; Mock, H.-P,; Dietz, K.-J. The hydrogen peroxide-sensitive
proteome of the chloroplast in vitro and in vivo. Front. Plant Sci. 2013, 4. [CrossRef]

Paulech, J.; Solis, N.; Edwards, A.V.G.; Puckeridge, M.; White, M.Y.; Cordwell, S.J. Large-scale capture of
peptides containing reversibly oxidized cysteines by thiol-disulfide exchange applied to the myocardial
redox proteome. Anal. Chem. 2013, 85, 3774-3780. [CrossRef]

Guo, J.; Gaffrey, ML].; Su, D,; Liu, T.; Camp, D.G.; Smith, R.D.; Qian, W.-]. Resin-assisted enrichment of thiols
as a general strategy for proteomic profiling of cysteine-based reversible modifications. Nat. Protoc. 2014, 9,
64-75. [CrossRef]

Forrester, M.T.; Thompson, J.W.; Foster, M.W.; Nogueira, L.; Moseley, M.A.; Stamler, ].S. Proteomic analysis
of S-nitrosylation and denitrosylation by resin-assisted capture. Nat. Biotechnol. 2009, 27, 557-559. [CrossRef]
Su, D.; Shukla, AK.; Chen, B.; Kim, ].-S.; Nakayasu, E.; Qu, Y.; Aryal, U.; Weitz, K.; Clauss, TR.W.;
Monroe, M.E.; et al. Quantitative site-specific reactivity profiling of S-nitrosylation in mouse skeletal muscle
using cysteinyl peptide enrichment coupled with mass spectrometry. Free Radic. Biol. Med. 2013, 57, 68-78.
[CrossRef]

Lind, C.; Gerdes, R.; Hamnell, Y.; Schuppe-Koistinen, I.; von Lowenhielm, H.B.; Holmgren, A.; Cotgreave, LA.
Identification of S-glutathionylated cellular proteins during oxidative stress and constitutive metabolism by
affinity purification and proteomic analysis. Arch. Biochem. Biophys. 2002, 406, 229-240. [CrossRef]

Su, D.; Gaffrey, M.].; Guo, J.; Hatchell, K.E.; Chu, RK,; Clauss, TR.W.; Aldrich, ]J.T.; Wu, S.; Purvine, S;
Camp, D.G,; et al. Proteomic identification and quantification of S-glutathionylation in mouse macrophages
using resin-assisted enrichment and isobaric labeling. Free Radic. Biol. Med. 2014, 67, 460—470. [CrossRef]
Forrester, M.T.; Hess, D.T.; Thompson, ].W.; Hultman, R.; Moseley, M.A_; Stamler, ].S.; Casey, PJ. Site-specific
analysis of protein S-acylation by resin-assisted capture. J. Lipid Res. 2011, 52, 393-398. [CrossRef]

Hansen, R.E.; Winther, J.R. An introduction to methods for analyzing thiols and disulfides: Reactions,
reagents, and practical considerations. Anal. Biochem. 2009, 394, 147-158. [CrossRef]

Paulech, J.; Solis, N.; Cordwell, S.J. Characterization of reaction conditions providing rapid and specific
cysteine alkylation for peptide-based mass spectrometry. Biochim. Biophys. Acta 2013, 1834, 372-379.
[CrossRef]

Morisse, S.; Zaffagnini, M.; Gao, X.-H.; Lemaire, S.D.; Marchand, C.H. Insight into protein S-nitrosylation in
Chlamydomonas reinhardtii. Antioxid. Redox Signal. 2014, 21, 1271-1284. [CrossRef] [PubMed]

Pérez-Pérez, M.E.; Mauries, A.; Maes, A.; Tourasse, N.J.; Hamon, M.; Lemaire, S.D.; Marchand, C.H. The
deep thioredoxome in Chlamydomonas reinhardtii: New insights into redox regulation. Mol. Plant 2017, 10,
1107-1125. [CrossRef] [PubMed]

Burrus, L.W.; Zuber, M.E.; Lueddecke, B.A.; Olwin, B.B. Identification of a cysteine-rich receptor for fibroblast
growth factors. Mol. Cell. Biol. 1992, 12, 5600-5609. [CrossRef] [PubMed]

Song, H.; Bao, S.; Ramanadham, S.; Turk, J. Effects of biological oxidants on the catalytic activity and structure
of group VIA Phospholipase A2. Biochem. 2006, 45, 6392-6406. [CrossRef] [PubMed]

Sato, N.; Fujiwara, S.; Kawaguchi, A.; Tsuzuki, M. Cloning of a gene for chloroplast w6 Desaturase of a green
alga, Chlamydomonas reinhardtii. |. Biochem. 1997, 122, 1224-1232. [CrossRef] [PubMed]

Tsukamoto, Y.; Fukushima, Y.; Hara, S.; Hisabori, T. Redox control of the activity of Phosphoglycerate Kinase
in Synechocystis sp. PCC6803. Plant Cell Physiol. 2013, 54, 484-491. [CrossRef] [PubMed]

Liebeke, M.; Péther, D.-C.; van Duy, N.; Albrecht, D.; Becher, D.; Hochgrife, F; Lalk, M.; Hecker, M.;
Antelmann, H. Depletion of thiol-containing proteins in response to quinones in Bacillus subtilis. Mol.
Microbiol. 2008, 69, 1513-1529. [CrossRef] [PubMed]

Loi, V.V,; Rossius, M.; Antelmann, H. Redox regulation by reversible protein S-thiolation in bacteria. Front.
Microbiol. 2015, 6, 187. [CrossRef]

Imber, M.; Pietrzyk-Brzezinska, A.].; Antelmann, H. Redox regulation by reversible protein S-thiolation in
Gram-positive bacteria. Redox Biol. 2019, 20, 130-145. [CrossRef]

Topf, U.; Suppanz, I.; Samluk, L.; Wrobel, L.; Béser, A.; Sakowska, P.; Knapp, B.; Pietrzyk, M.K.; Chacinska, A.;
Warscheid, B. Quantitative proteomics identifies redox switches for global translation modulation by
mitochondrially produced reactive oxygen species. Nat. Commun. 2018, 9, 324. [CrossRef]

Xiong, Y.; Sheen, J. The role of Target of Rapamycin signaling networks in plant growth and metabolism.
Plant Physiol. 2014, 164, 499-512. [CrossRef]


http://dx.doi.org/10.3389/fpls.2013.00054
http://dx.doi.org/10.1021/ac400166e
http://dx.doi.org/10.1038/nprot.2013.161
http://dx.doi.org/10.1038/nbt.1545
http://dx.doi.org/10.1016/j.freeradbiomed.2012.12.010
http://dx.doi.org/10.1016/S0003-9861(02)00468-X
http://dx.doi.org/10.1016/j.freeradbiomed.2013.12.004
http://dx.doi.org/10.1194/jlr.D011106
http://dx.doi.org/10.1016/j.ab.2009.07.051
http://dx.doi.org/10.1016/j.bbapap.2012.08.002
http://dx.doi.org/10.1089/ars.2013.5632
http://www.ncbi.nlm.nih.gov/pubmed/24328795
http://dx.doi.org/10.1016/j.molp.2017.07.009
http://www.ncbi.nlm.nih.gov/pubmed/28739495
http://dx.doi.org/10.1128/MCB.12.12.5600
http://www.ncbi.nlm.nih.gov/pubmed/1448090
http://dx.doi.org/10.1021/bi060502a
http://www.ncbi.nlm.nih.gov/pubmed/16700550
http://dx.doi.org/10.1093/oxfordjournals.jbchem.a021885
http://www.ncbi.nlm.nih.gov/pubmed/9498569
http://dx.doi.org/10.1093/pcp/pct002
http://www.ncbi.nlm.nih.gov/pubmed/23299412
http://dx.doi.org/10.1111/j.1365-2958.2008.06382.x
http://www.ncbi.nlm.nih.gov/pubmed/18673455
http://dx.doi.org/10.3389/fmicb.2015.00187
http://dx.doi.org/10.1016/j.redox.2018.08.017
http://dx.doi.org/10.1038/s41467-017-02694-8
http://dx.doi.org/10.1104/pp.113.229948

Cells 2019, 8, 1171 22 of 22

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

Pancha, I; Shima, H.; Higashitani, N.; Igarashi, K.; Higashitani, A.; Tanaka, K.; Imamura, S. Target of
Rapamycin-signaling modulates starch accumulation via glycogenin phosphorylation status in the unicellular
red alga Cyanidioschyzon merolae. Plant ]. 2019, 97, 485-499. [CrossRef]

Miginiac-Maslow, M.; Lancelin, J.-M. Intrasteric inhibition in redox signalling: Light activation of
NADP-malate dehydrogenase. Photosynth. Res. 2002, 72, 1. [CrossRef]

Lemaire, S.D.; Quesada, A.; Merchan, F; Corral, ].M.; Igeno, M.L;; Keryer, E.; Issakidis-Bourguet, E.;
Hirasawa, M.; Knaff, D.B.; Miginiac-Maslow, M. NADP-Malate Dehydrogenase from unicellular green alga
Chlamydomonas reinhardtii: A first step toward redox regulation? Plant Phys. 2005, 137, 514-521. [CrossRef]
Issakidis, E.; Saarinen, M.; Decottignies, P.; Jacquot, J.P.; Crétin, C.; Gadal, P.; Miginiac-Maslow, M.
Identification and characterization of the second regulatory disulfide bridge of recombinant sorghum leaf
NADP-malate dehydrogenase. J. Biol. Chem. 1994, 269, 3511-3517.

Raines, C.A.; Lloyd, J.C; Dyer, T.A. New insights into the structure and function of
sedoheptulose-1,7-bisphosphatase; an important but neglected Calvin cycle enzyme. J. Exp. Bot. 1999, 50,
1-8.

Yoshida, S.; Hong, S.; Suzuki, T.; Nada, S.; Mannan, A.M.; Wang, ]J.; Okada, M.; Guan, K.-L.; Inoki, K. Redox
regulates mammalian target of rapamycin complex 1 (mTORC1) activity by modulating the TSC1/TSC2-Rheb
GTPase pathway. J. Biol. Chem. 2011, 286, 32651-32660. [CrossRef]

Marshansky, V.; Rubinstein, ].L.; Griiber, G. Eukaryotic V-ATPase: Novel structural findings and functional
insights. Biochim. Biophys. Acta 2014, 1837, 857-879. [CrossRef]

Seidel, T.; Scholl, S.; Krebs, M.; Rienmiiller, F.; Marten, I.; Hedrich, R.; Hanitzsch, M.; Janetzki, P,; Dietz, K.-J.;
Schumacher, K. Regulation of the V-type ATPase by redox modulation. Biochem. ]. 2012, 448, 243-251.
[CrossRef]

Cassan, N.; Lagoutte, B.; Sétif, P. Ferredoxin-NADP+ Reductase kinetics of electron transfer, transient
intermediates, and catalytic activities studied by flash-absorption spectroscopy with isolated Photosystem I
and Ferredoxin. J. Biol. Chem. 2005, 280, 25960-25972. [CrossRef]

Hasan, S.S.; Cramer, W.A. On rate limitations of electron transfer in the photosynthetic Cytochrome b6f
complex. Phys. Chem. Chem. Phys. 2012, 14, 13853-13860. [CrossRef] [PubMed]

@ © 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http://creativecommons.org/licenses/by/4.0/).


http://dx.doi.org/10.1111/tpj.14136
http://dx.doi.org/10.1023/A:1016099228450
http://dx.doi.org/10.1104/pp.104.052670
http://dx.doi.org/10.1074/jbc.M111.238014
http://dx.doi.org/10.1016/j.bbabio.2014.01.018
http://dx.doi.org/10.1042/BJ20120976
http://dx.doi.org/10.1074/jbc.M503742200
http://dx.doi.org/10.1039/c2cp41386h
http://www.ncbi.nlm.nih.gov/pubmed/22890107
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Strain, Culture Growth and Treatment Conditions 
	Spectroscopic Cell Density and Cell Diameter 
	Pigment Extraction 
	Cell Dry Weight Measurement 
	Lipid Analysis 
	Biochemical Composition 
	Chlorophyll Fluorescence Induction in Vivo 
	Pulse Amplitude Modulated (PAM) Fluorescence 
	Protein Extraction for Proteomics Analyses 
	Global Proteomics 
	Oxidized Cys Enrichment 
	Solid-Phase Extraction 
	LC-MS/MS Analysis 
	Database Searching and Label-Free Quantification 
	Data Analysis and Statistics 
	Data Availability 

	Results 
	Cell Growth 
	Bulk Cell Composition 
	Photosynthetic Output 
	Coverage and Differential Analysis of the Reversibly Oxidized Thiol Proteome Upon TOR Inhibition 

	Discussion 
	Lipid Metabolism 
	Protein Translation 
	Carbohydrate Metabolism 
	TOR Pathway-Related Proteins 
	Photosynthesis 

	Conclusions 
	References

