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Complexome profiling of the Chlamydomonas psb28
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Abstract

PSII assembly requires auxiliary factors, including Psb28. Although the absence of Psb28 in cyanobacteria has little effect on PSII
assembly, we show here that the Chlamydomonas (Chlamydomonas reinhardtii) psb28 null mutant is severely impaired in PSII assembly,
showing drastically reduced PSII supercomplexes, dimers, and monomers, while overaccumulating early PSII assembly intermediates
reaction center II (RCII), CP43,04, and Dlyoa. The mutant had less PSI and more cytochrome bgf complex, its thylakoids were
organized mainly as monolayers, and it had a distorted chloroplast morphology. Complexome profiling of the psb28 mutant revealed
that THYLAKOID ENRICHED FRACTION 5 (TEFS), the homolog of Arabidopsis (Arabidopsis thaliana) PHOTOSYSTEM B PROTEIN 33/
LIGHT HARVESTING-LIKE 8, comigrated particularly with RCII. TEF5 also interacted with PSI. A Chlamydomonas tef5 null mutant was
severely impaired in PSII assembly and overaccumulated RCII and CP43,,0,4. RC47 was not detectable in the light-grown tef5 mutant.
Our data suggest a possible role for TEF5 in RCII photoprotection or maturation. Both the psb28 and tefS mutants exhibited decreased
synthesis of CP47 and PsbH, suggesting negative feedback regulation possibly exerted by the accumulation of RCII and/or CP43,,04 in
both mutants. The strong effects of missing auxiliary factors on PSII assembly in Chlamydomonas suggest a more effective protein
quality control system in this alga than in land plants and cyanobacteria.

Introduction peripheral antennae bind on both sides to form PSII supercom-
plexes. In land plants, a PSII dimer binds 2 copies each of the
monomeric minor antenna CP24 (LHCB6), CP26 (LHCBS), and
CP29 (LHCB4) as well as up to 4 major LIGHT HARVESTING
COMPLEX II (LHCII) heterotrimers (Caffarri et al. 2009; Kouril
et al. 2011; Su et al. 2017). In Chlamydomonas, which lacks

PSII is a light-driven water-plastoquinone oxidoreductase in the
thylakoid membranes of cyanobacteria and chloroplasts.
Structural analyses of the PSII core complex from spinach
and pea revealed 4 large intrinsic subunits, D1 (PsbA),
D2 (PsbD), CP43 (PsbC), and CP47 (PsbB), as well as 12 small

membrane-spanning subunits, PsbE, PsbF, PsbH, Psbl, Psbj,
PsbK, PsbL, PsbM, PsbTc, PsbW, PsbX, and PsbZ. Moreover, there
were 4 extrinsic subunits on the luminal side, including oxygen-
evolving complex proteins (PsbO, PsbP, and PsbQ) and PsbTn
(Wei et al. 2016; Su et al. 2017). Structural analyses of PSII from
Chlamydomonas reinhardtii (Chlamydomonas) revealed the same
subunits as found in the PSII core from land plants, but 2 more pe-
ripheral subunits were detected, Psb30 and PsbR, while PsbTn was
absent. Moreover, 2 new densities referred to as unidentified stro-
mal protein and small luminal protein were detected (Shenget al.
2019, 2021). PSII core monomers assemble into dimers, to which

CP24, a PSII dimer binds 2 each of the CP26 and CP29 monomers
as well as up to 6 large LHCII heterotrimers (Tokutsu et al. 2012;
Sheng et al. 2019, 2021).

Based largely on the seminal work on cyanobacterial PSII, the
steps leading to the formation of PSII core complexes from 4 pre-
assembled modules termed D104, D2mod, CP47mod, and CP4304
have been revealed (Komenda et al. 2024): PSII assembly starts
with the synthesis of the a- and B-subunits (PsbE and PsbF) of cy-
tochrome (Cyt) bsso, which accumulates in the membrane and in-
teracts with newly made D2 to form the D204 (Morais et al. 1998;
Muller and Eichacker 1999; Komenda et al. 2004). In parallel, the
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newly synthesized D1 precursor interacts with Psbl that has al-
ready been produced. PsbI-D1 (D1p04) is then combined with the
D204 to form the reaction center (RCII) (Dobakova et al. 2007;
Zhao et al. 2023). This is followed by proteolytic processing of
the D1 precursor at its C-terminus (Anbudurai et al. 1994). With
the low molecular mass subunits PsbH, PsbL, PsbM, PsbR, and
PsbTc, CP47 forms the CP47,,0,q that combines with RCII to form
the RC47 intermediate, which also contains PsbX and PsbY
(Rokka et al. 2005; Boehm et al. 2012). CP43 interacts with the
small subunits PsbK, PsbZ, and Psb30 and forms the CP43..4,
which finally combines with RC47 to form PSII monomers
(Sugimoto and Takahashi 2003; Rokka et al. 2005; Boehm et al.
2011). During photoactivation in chloroplasts, the Mn,CaOs clus-
ter is attached to the luminal side of the PSII monomers, followed
by the proteins PsbO, PsbP, and PsbQ (Bricker et al. 2012). After di-
merization and attachment of LHCII, the assembly is complete
and the supercomplex is transferred from stroma-exposed mem-
branes to grana stacks (Tokutsu et al. 2012; van Bezouwen et al.
2017).

The assembly of PSII is facilitated by auxiliary factors that tem-
porarily bind to discrete assembly intermediates, but they are not
constituents of the final complex. Many, but not all of these aux-
iliary factors are conserved between cyanobacteria and chloro-
plasts (Nixon et al. 2010; Nickelsen and Rengstl 2013; Lu 2016;
Komenda et al. 2024). For example, auxiliary factors HIGH
CHLOROPHYLL FLUORESCENCE 136 (HCF136) (hypothetical
chloroplast open reading frame 48 [Ycf48] in Synechocystis), PsbN,
PHOTOSYNTHESIS AFFECTED MUTANT 68 (PAM68), PSB28,
HCF244 (Ycf39 in Synechocystis), and rubredoxin 1 (RBD1) (RubA
in Synechocystis) are conserved between chloroplasts and cyano-
bacteria, while factors such as Psb34 and Psb35 exist only in cya-
nobacteria and factors such as LOW PSII ACCUMULATION 2
(LPA2) exist only in chloroplasts. In Synechocystis, the conserved
assembly factor Psb28-1is peripherally associated at the cytoplas-
mic side mainly with RC47 and less with PSII monomers (Kashino
et al. 2002; Dobakova et al. 2009; Sakata et al. 2013). Since Psb28
interacts with RC47 and PSII monomers only transiently, PSII
complexes with Psb28 can be enriched in cyanobacterial mutants
that accumulate PSII assembly intermediates, such as deletion
mutants of psbC (Boehm et al. 2012), psb] (Nowaczyk et al. 2012;
Zabret et al. 2021), or psbV (Xiao et al. 2021). PSII assembles com-
pletely in the Synechocystis psb28-1 mutant and is photochemically
fully active (Dobakova et al. 2009; Sakata et al. 2013; Beckova et al.
2017). Accordingly, psb28-1 showed no growth phenotype at vari-
ous light intensities at 30 °C, but a growth defect was observed at
38 °C and light intensities of 30 ymol photons m~2 s* or higher
(Sakata et al. 2013). Moreover, the psb28-1 mutant was more sen-
sitive to fluctuating light (Beckova et al. 2017). The isolation of
tagged Psb28 from the cyanobacterial psb] and psbV mutants al-
lowed determining the cryo-EM structures of Psb28 bound to
RC47 and PSII monomers (Xiao et al. 2021; Zabret et al. 2021).
The Psb28-RC47 complex contained PSII subunits D1, D2, CP47,
PsbE, PsbF, PsbH, Psbl, PsbL, PsbM, PsbT, and PsbX, while the
Psb28-PSII monomer complex also contained the CP43,,,4 bound
in a premature conformation. Psb28 was found to associate with
D1, D2, and CP47 directly at the cytosolic surface of PSII. Psb28
binding induces the formation of an extended B-hairpin structure
that incorporates Psb28’s central antiparallel B-sheet, the
C-terminus of CP47, and the D-E loop of D1. Psb28 binding causes
large structural changes at the D-E loop regions of D1 and D2
when compared with native PSII, which affects the environment
of the Qa,p binding sites and the nonhaem iron, potentially chang-
ing the QA/Q; redox potential to reduce singlet oxygen production

and thus prevent photodamage (Xiao et al. 2021; Zabret et al.
2021).

The function of some PSII auxiliary factors is less clear. An ex-
ample is PHOTOSYSTEM B PROTEIN 33 (PSB33)/LIGHT
HARVESTING-LIKE 8 (LIL8), which interacts with RC47 and larger
PSII assembly states, but mainly with PSII monomers, and locates
to stroma lamellae and grana margins in Arabidopsis thaliana
(Arabidopsis) (Fristedt et al. 2015, 2017; Kato et al. 2017; Nilsson
et al. 2020). Arabidopsis psb33/1il8 mutants give rise to an “emer-
gent” PSII phenotype that was only observed during a suite of
varying light treatments over 5 d (Cruz et al. 2016), possibly ex-
plaining the very different mutant phenotypes reported. The
“emergent” PSII phenotype was attributed to the formation of a
fraction of PSII centers defective in Q, reoxidation, possibly re-
lated to damage to the PSII Qg site, which comes along with a
more oxidized PQ pool reported by Kato et al. (2017).

Complexome profiling (CP) is based on the analysis of mem-
brane protein complexes in gel bands of blue-native (BN) gels by
MS and can reveal assembly factors based on their comigration
with assembly intermediates (Heide et al. 2012; Heide and Wittig
2013). We have previously employed CP on the Chlamydomonas
Ipa2 mutant, which allowed us to identify factors involved in
PSII assembly steps beyond RCII (Spaniol et al. 2022). We found
PSB28 to comigrate with RC47 and PSII monomers in the [pa2 mu-
tant but not in wild type (WT), suggesting a conserved role of
PSB28 in PSII assembly. Since PSB28 was not studied yet in molec-
ular detail in chloroplasts, we characterized the Chlamydomonas
psb28 mutantin this study. Unexpectedly, we found that the psb28
mutant is strongly impaired in accumulating PSII assemblies be-
yond RCII, very much in contrast to cyanobacterial psb28 mutants.
We used CP on psb28 and we found THYLAKOID ENRICHED
FRACTION 5 (TEF5), the homolog of Arabidopsis PSB33/LILS8, to
comigrate with early PSII assembly intermediates, particularly
RCIIL. We characterized the Chlamydomonas tef5 mutant and we
found that it is strongly affected in the accumulation of PSII,
with hardly detectable RC47, which is mitigated in the dark.
This suggests a role of TEF5 in photoprotection or maturation of
RCII in early PSII assembly steps.

Results

The Chlamydomonas psb28 mutant accumulates
less PSII and PSI subunits and shows impaired
growth in high light and under photoautotrophic
conditions

Synechocystis sp. (strain PCC 6803) is equipped with 2 functionally
distinct Psb28 homologs, Psb28-1 and Psb28-2 (Dobakova et al.
2009; Sakata et al. 2013; Beckova et al. 2017), while only single
PSB28 proteins exist in Arabidopsis and Chlamydomonas. As
shown in Fig. 1A, Chlamydomonas and Arabidopsis PSB28 pro-
teins are more closely related to Synechocystis Psb28-1 (58/71%
and 45/69% identical/similar amino acid residues, respectively)
than to Psb28-2 (28/45% and 34/54% identical/similar amino
acid residues, respectively) and harbor predicted chloroplast
transit peptides. The structure of Chlamydomonas PSB28 pre-
dicted by AlphaFold is very similar to the crystal structure of
Thermosynechococcus elongatus (Bialek et al. 2013) (RMSD =1.27 A;
template modeling [TM] score =0.93) (Fig. 1B).

The Chlamydomonas psb28 mutant (Li et al. 2016) contains the
CIB1 mutagenesis cassette within the third exon of the PSB28 gene
(Fig. 1C). While we were able to amplify PSB28 sequences flanking
the cassette on the 5’ side by PCR, no PCR product was obtained on
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Figure 1. Phenotypes of the psb28 mutant compared to WT and complemented lines. A) Alignment of PSB28 amino acid sequences from
Chlamydomonas, Arabidopsis, and Synechocystis. Residues highlighted in black and gray are conserved in 4 and 3 of the sequences, respectively.
Predicted chloroplast transit peptides are shown in gray font. The sequence with a hexahistidine tag replacing the transit peptide for production of
recombinant Chlamydomonas PSB28 is shown. The peptide from Chlamydomonas PSB28 used for antibody production is indicated by a horizontal line.
Ath, A thaliana (AT4G28660); Cre, C. reinhardtii (Cre10.g440450); Psb28-1, Synechocystis sp. PCC 6803 variant 1 (S111398); Psb28-2, Synechocystis sp. variant 2
(SIr1739). B) Pairwise structure alignment of the crystal structure of Psb28 from T. elongatus (3ZPN, orange) with the AlphaFold structure of
Chlamydomonas PSB28 lacking the chloroplast transit peptide (blue). C) Structure of the Chlamydomonas PSB28 gene, insertion site of the CIB1 cassette
(thick gray arrow) in the psb28 mutant, and construct for complementation. Protein coding regions are drawn as black and purple boxes, UTRs as bars,
and introns and promoter regions as thin lines. HSP70A and RBCS2 promoters and 5’ UTRs are drawn in red and green, respectively. RPL23 terminator
sequences are drawn in blue. Thin arrows indicate transcriptional start sites. D) Immunoblot analysis of the accumulation of PSB28 and of subunits of
the major thylakoid membrane protein complexes using antisera against PSB28 and the indicated subunits, respectively. c2 and c6 are lines
complemented with the construct shown in C). HA indicates the position of PSB28-3xHA. PSII, D1, D2, CP43, CP47, and LHCII; PSI, PsaA, PSAD and PSAN;
Cyt bf complex, Cyt f; and ATP synthase, CF1p. Ribosomal protein RPL1 served as loading control. Ten micrograms of whole-cell proteins (100%) were
analyzed. E) Quantification of the immunoblot analysis shown in D). Values are means from 3 independent experiments (6 for the WT) normalized first
by the median of all signals obtained with a particular antiserum in the same experiment and then by the mean signal of the WT. Error bars represent
sp. Asterisks indicate significant differences with respect to the WT (2-tailed, unpaired t-test with Bonferroni-Holm correction, P < 0.05). The absence of
an asterisk means that there were no significant differences. F) F,/F, values of the psh28 mutant versus WT and complemented lines. Shown are
averages from 6 independent experiments. Error bars represent so. The asterisk indicates significant differences between WT and psb28 mutant/
complemented lines (2-tailed, unpaired t-test with Bonferroni-Holm correction, P < 0.001). G) PSIreduction kinetics of WT (gray), psb28 mutant (red) and
a complemented line (blue). Shown are averages from 4 independent experiments fitted with single exponential functions. sp is shown as dotted lines.
The asterisk indicates significant differences between WT and psb28 mutant (1-way ANOVA, P<0.01). H) Analysis of the growth of 10* to 10 spotted
cells under the conditions indicated.
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the 3’ side, presumably because flanking sequences were deleted,
or a large piece of junk DNA had integrated between PSB28 se-
quences and the CIB1 cassette (Supplementary Fig. S1, A and B).
An antibody raised against a peptide from the C-terminal part of
the Chlamydomonas PSB28 protein (Fig. 1A) specifically detected
a protein band at the expected molecular mass of ~12.5 kDa in
the WT, which was absent in the psb28 Chlamydomonas Library
Project (CLiP) mutant (Fig. 1D; Supplementary Fig. S1C). In the
psb28 mutant, PSII core subunits accumulated at most to 22%
and LHCIIs to ~66% of WT levels (Fig. 1, D and E). PSI core subunits
accumulated to between 38% and 71% of WT levels. While the
abundance of ATP synthase subunit CF18 was unaltered between
mutant and WT, Cyt f of the Cyt bef complex was 1.4-fold more
abundant in the mutant compared with the WT. We amplified
the genomic PSB28 coding sequence, fused it with a sequence
encoding a C-terminal 3xhemagglutinin (HA) tag and placed it
under control of the constitutive HEAT SHOCK PROTEIN 70A-
RIBULOSE-1,5-BISPHOSPHATE CARBOXYLASE/OXYGENASE SMALL
SUBUNIT 2 (HSP70A-RBCS2) promoter and the RIBOSOMAL
PROTEIN L23 (RPL23) terminator using modular cloning (Fig. 1C)
(Schroda et al. 2000; Crozet et al. 2018). We combined the PSB28
transcription unit with the aadA cassette (Meslet-Cladiere and
Vallon 2011) and transformed it into the psb28 mutant. Seven
picked spectinomycin-resistant transformants that showed a
greener appearance than the psb28 mutant accumulated D1
roughly at WT levels and, in all but 2, the HA tag was detected
(Supplementary Fig. S2; Fig. 1D). Further analysis with the PSB28
peptide antibody of 2 transformants with (psb28-c2) and without
(psb28-c6) detectable HA signal revealed that in both lines,
PSB28 accumulated to the WT level with the molecular mass cor-
responding to the WT protein (Fig. 1D). In line psb28-c2, PSB28 with
3xHA tag accumulated additionally. These findings point to a
processing of the 3xHA tag and to a controlled accumulation of
the processed WT protein. The reduced accumulation of photo-
system core subunits and LHCII and the increased accumulation
of Cyt f were fully reversed in both complemented lines (Fig. 1, D
and E). In accordance with the reduced accumulation of PSII
core subunits, PSII maximum quantum vyield, as indicated by
the F,/Fn, value, was strongly reduced in the psb28 mutant (0.15)
versus WT and complemented lines (0.66 to 0.68) (Fig. 1F). The
half-life of P700* reduction was about twice as high in the psb28
mutant compared to WT and a complemented line, indicating re-
duced electron flow through PSI in the mutant (Fig. 1G). While the
psb28 mutant could grow under heterotrophic conditions and
under mixotrophic conditions in low light (30 ymol photons m™2
s7%), it failed to grow under mixotrophic conditions in high light
(600 umol photons m~2 s7%) and under photoautotrophic condi-
tions in low light (Fig. 1H).

A Synechocystis psb28-1 mutant was reported to accumulate
magnesium protoporphyrin IX monomethyl ester and to contain
a decreased level of protochlorophyllide, indicating inhibition of
chlorophyll (Chl) biosynthesis at the cyclization step and suggest-
ingarole of Psb28-1in regulating Chl biosynthesis (Dobakova et al.
2009). Later work indicated that this phenotype was due to a de-
fect in the strain background used for mutant construction
(Beckova et al. 2017). To investigate whether PSB28 might regulate
a specific step in Chl biosynthesis in Chlamydomonas, we meas-
ured the content of Chl a and b, of several Chl precursors, and
of Chl breakdown product pheophorbide by HPLC in the WT and
the psb28 mutant grown in low light or in the dark for 65 h. All an-
alyzed pigments accumulated to lower levels in the mutant when
compared with the WT under both growth conditions, except for
Chl a and Chl b, which accumulated to similarly low levels in

the WT and the mutant grown in the dark (Supplementary Fig.
S3). This was observed also in spot tests of dark-grown cells
(Fig. 1H). Overall, the reduced levels of Chl and of all its precursors
in the mutant versus the WT point to an overall reduced Chl syn-
thesis in the mutant rather than to a specific block at a particular
synthesis step.

PSB28 is localized to the chloroplast, where its
absence results in severe defects of chloroplast
morphology and thylakoid ultrastructure

To investigate whether the absence of PSB28 affected cell mor-
phology and thylakoid ultrastructure, we used light, fluorescence,
and transmission electron microscopy (TEM), respectively. Light
microscopy and fluorescence microscopy, recording Chl auto-
fluorescence, revealed an abnormal chloroplast in the psb28 mu-
tant with reduced green or fluorescing areas (Fig. 2, A and B;
Supplementary Fig. S4). This phenotype was restored in the com-
plemented lines. TEM revealed that the thylakoid membranes in
the mutant are almost exclusively present as monolayers, with
stacks occurring only occasionally, while in the WT thylakoid
membranes are commonly found in stacks (Engel et al. 2015)
(Fig. 2C; Supplementary Fig. S5). Using a mouse antibody against
the HA tag and a rabbit antibody against D1, we determined the
intracellular localization of PSB28-3xHA in the complemented
line psb28-c2 by immunofluorescence. As shown in Fig. 2D,
PSB28-3xHA was detected in the cup-shaped chloroplast and colo-
calized with D1 in most areas, but there were also areas where
PSB28-3xHA was present but not D1, particularly around the pyr-
enoid. Notice that only the fraction of PSB28 was detected, which
still contained a C-terminal 3xHA tag.

The synthesis of subunits of both photosystems
is impaired in the psb28 mutant

To investigate the effects of the lack of PSB28 on the synthesis and
stability of newly made chloroplast-encoded photosynthetic pro-
teins, we performed pulse-chase analyses with **C-acetate on the
WT, the psb28 mutant, and complemented lines psb28-c2 and
psb28-c6. Comparing psb28 with the WT, we defined no and re-
duced radioactivity in a protein after the 7-min pulse as indicative
for severely impaired and reduced protein synthesis, respectively,
and reduced radioactivity during the 60-min chase as indicative
for reduced protein stability. Based on these definitions, the syn-
thesis of PsaB, CP47, and PsbH was severely impaired in the
psb28 mutant (Fig. 3). Synthesis and stability of D1, D2, and CP43
were reduced in the mutant, whereas synthesis and stability of
RbcL and of subunits of the Cyt bgf complex and the ATP synthase
were not affected when compared with the WT. These defects in
the psb28 mutant were fully restored in both complemented lines.

PSII assembly states beyond RCII are severely
reduced in the psb28 mutant

To assess how the lack of PSB28 affects the PSII assembly states,
we analyzed whole-cell protein extracts from the low light-grown
WT, the psb28 mutant, and the complemented lines by BN-PAGE
and immunoblotting. While PSII supercomplexes, dimers, and
monomers were detected with similar intensities in the WT and
the complemented lines with antibodies against D1 and CP43,
only a very faint signal for PSII monomers was detected in the
psb28 mutant with the D1 antibody (Fig. 4A). However, we could
detect RCII and CP43,,,04 in the mutant, which were not detectable
in the WT and the complemented lines.
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Figure 2. Light, fluorescence, and electron microscopy of the psb28
mutant and localization of PSB28 by immunofluorescence. A) Light
microscopy images of WT, psb28 mutant, and complemented lines
grown under mixotrophic conditions in low light (30 yumol photons m™
s7). More images are shown in Supplementary Fig. S4A. B) Confocal
laser-scanning fluorescence microscopy of WT and 3 psb28 cells. Shown
are bright-field images (top) and Chl autofluorescence (bottom). More
images are shown in Supplementary Fig. S4B. C) Electron microscopy
images of WT and psb28 mutant. The black triangle points to a rarely
occurring thylakoid membrane stack in the mutant. More images are
shown in Supplementary Fig. S5. D) Immunofluorescence localization of
the D1 protein (magenta) and HA-tagged PSB28 (green) in a WT cell and
2 complemented psb28 mutant cells (psb28-c2). The shown localization
pattern was observed in 5 different psb28-c2 cells. A single scale bar
applies to all images displayed in that panel.
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We wondered whether the reduced accumulation of PSII and
PSI core subunits and the reduced accumulation of PSII assembly
states, beyond the RCII in the psb28 mutant, were due to light-
induced damage. To test this, we compared protein complexes
in solubilized whole-cell extracts from the WT and the psb28 mu-
tant grown in low light and in the dark for 45 h. We observed an
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Figure 3. Analysis of synthesis and stability of thylakoid membrane
proteins in the psb28 mutant by pulse-chase labeling. WT, psb28
mutant, and complemented lines c6 and c2 were labeled with
1C-acetate in low light (20 umol photons m~2 s™') for 7 min in the
presence of cytosolic translation inhibitor cycloheximide (0) and chased
with unlabeled acetate for 20 and 60 min. Proteins were separated on a
12% to 18% SDS-urea gel and visualized by autoradiography. The
assignment of the protein bands is based on mutant analyses (de Vitry
et al. 1989; Girard-Bascou et al. 1992; Minai et al. 2006).

equally impaired accumulation of PSII and PSI complexes in the
psb28 mutant under both growth conditions (Supplementary
Fig. S6A). As determined by SDS-PAGE and immunoblotting, the
accumulation of D1, CP43, and PsaA in the mutant was similarly
affected in low light and in the dark (Supplementary Fig. S6B).
Nevertheless, the F,/Fn, value in the psb28 mutant was slightly
higher in dark-grown versus light-grown cells (0.2 vs 0.12, P=
0.014), while the opposite was observed for the WT (0.66 vs. 0.53,
P=0.001) (Supplementary Fig. S6C). We conclude that the reduced
accumulation of photosystems in the psh28 mutant is not caused
by damage inflicted by light.

PSB28 interacts with complexes containing D2,
D1, CP47, and CP43

Detection with the HA antibody revealed that PSB28-3xHA comi-
grated with PSII monomers and, to a lesser extent, with RC47 in
the psb28-c2 line (Fig. 4A) (we did not use the antibody against
PSB28 because it showed many cross-reactions with other pro-
teins; Supplementary Fig. S1C). This suggests that excess
PSB28-3xHA contributes to the pool of functional PSB28 in this
line (nonfunctional binding of PSB28-3xHA to RC47 would likely
block further assembly of PSII and cause a dominant-negative
phenotype, which we did not see). A substantial fraction of free
PSB28-3xHA was detected, as well. To rule out that PSB28 forms
oligomers that comigrate with PSII monomers and RC47 by
chance, we analyzed migration properties of recombinantly pro-
duced PSB28 on BN gels. Recombinant PSB28 migrated entirely
below the ~25-kDa monomeric nucleotide exchange factor
CHLOPLAST GRPE HOMOLOG 1 (CGE1) (Willmund et al. 2007), in-
dicating that Chlamydomonas PSB28 forms at most dimers but no
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Figure 4. Analysis of protein complexes in the psb28 mutant and of PSB28 interaction partners. A) BN-PAGE analysis of proteins from cells grown in LL
(30 umol photons m~? s™%). Fifty micrograms of whole-cell proteins from WT, psb28 mutant, and complemented lines psh28-c2 and psh28-c6 were
solubilized with 1% B-DDM and separated on a 4% to 15% BN gel. Shown is a picture of the gel after the run and an immunoblot detected with antibodies
against D1, CP43, and the HA epitope. Arrowheads point to faint bands likely representing RC47 and CP43,,04 in the psb28 mutant. B)
Immunoprecipitation of PSB28. Cells from complemented line psb28-c2 were fractionated via freeze-thaw cycles and centrifugation. HA-tagged PSB28
was then immunoprecipitated (IP) from soluble (Sol) and membrane-enriched (Pel) fractions with an HA antibody. 1% of the input and 10% of the
precipitate were analyzed by SDS-PAGE and immunoblotting using antibodies against the HA epitope and D1. C) MS-based quantification of proteins
coprecipitated from solubilized membrane fractions with HA-tagged PSB28. IBAQ values for each PSII core subunit were normalized by the IBAQ value
for PSB28. Shown are mean values from 3 independent experiments. Error bars represent so. D) BN-PAGE analysis of proteins from cells grown in LL
(30 umol photons m~2 s™%) and then exposed to HL (1,200 ymol photons m~ s~%) for 4 h. Whole-cell proteins from complemented line psb28-c2 were
solubilized with 1% B-DDM and separated on a 4% to 15% BN gel. Shown is a picture of the gel after the run and an immunoblot detected with antibodies
against D1 and the HA epitope. E) Analysis of PSB28 accumulation in HL. WT was exposed to 1,200 ymol photons m~ s~" for 4 h, and samples taken
prior, 2, and 4 h after the treatment were analyzed by immunoblotting using the peptide antibody against PSB28 and an antibody against RPL1 as
loading control. F) Quantification of the immunoblot analysis shown in E). Values are means from 3 independent experiments. Normalization was done
as described for Fig. 1D. Error bars represent so. HL, high light; LL, low light; SC, supercomplexes.

higher oligomers (Supplementary Fig. S7A). We also used re-
combinant PSB28 to estimate its abundance in WT cells by
quantitative immunoblotting and found that PSB28 constitutes
0.0034 +0.001% of the total protein content in the WT cell
(Supplementary Fig. S7B). Assuming ~25 pg of total protein/cell,
PSB28 would make up to 0.07 attomol/cell. Compared with an es-
timated 5.2 attomol PSII/cell, PSB28 would be ~78-fold less abun-
dant than PSII in the WT (Hammel et al. 2018, 2020).

To verify the interaction of PSB28 with RC47/PSII monomers
that was implied from their comigration in BN-PAGE, we used
the HA antibody to immunoprecipitate PSB28-3xHA from
soluble and membrane-enriched fractions prepared from the

complemented psb28-c2 line. Prior to immunoprecipitation, com-
plexes were stabilized by in vivo cross-linking with 0.37% formal-
dehyde. Immunoblot analyses showed that more HA-tagged
PSB28 was immunoprecipitated from the soluble fraction than
from the membrane fraction (Fig. 4B). Moreover, D1 was detected
only in PSB28 precipitates generated from membrane fractions.
To identify and quantify all the proteins interacting with PSB28,
we analyzed the PSB28 immunopreciptates by LC-MS/MS
(Supplementary Data Set S1). In precipitates from soluble frac-
tions, PSB28 was the only protein detected in all 3 replicates. In
precipitates from the membrane fractions, only D1, D2, CP43,
and CP47 were detected in all 3 replicates, in addition to PSB28.
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Intensity-based absolute quantification (IBAQ) normalized to
PSB28 revealed that D2 was the most abundant protein in the pre-
cipitate, followed by D1, CP47, and CP43 (Fig. 4C).

PSB28 abundance and its association with PSII
increase in high light

Synechocystis PSB28-1 and 2 were found in PSII-PSI supercomplexes
particularly under high light intensities (Beckova et al. 2017). To
test whether this is true also for Chlamydomonas PSB28, we ex-
posed the complemented line psb28-c2 tolow and high light inten-
sities, solubilized whole-cell proteins, separated them by BN-
PAGE, and detected D1 and HA-tagged PSB28 by immunoblotting
(Fig. 4D). Based on the D1 signals, more RC47 and PSII monomers
accumulated at the expense of PSII supercomplexes in high versus
low light. More PSB28-3xHA was associated with RC47 and PSII
monomers in high versus low light, but we did not observe an
increased association of PSB28-3xHA with larger complexes.
However, we found a ~2.9-fold accumulation of PSB28 protein in
WT exposed to 1,200 umol photons m~2 s~* for 4 h, pointing to a
potential role of PSB28 in PSII repair (Fig. 4, E and F).

To investigate the susceptibility of PSII in the psb28 mutant to
high light and its capability to recover functional PSII, we exposed
WT, psb28 mutant, and the complemented lines to high light
(1,800 umol photons m~ s7%) in the presence of translation inhib-
itor chloramphenicol (CAP) for 1 h and allowed the cells to recover
in the presence and absence of CAP at low light (30 ymol photons
m~2s7"). All 4 lines recovered full initial PSII activity (and D1 pro-
tein levels) at similar rates within 5 h in a protein synthesis-
dependent manner (Supplementary Fig. S8). We also monitored
kinetics of PSII degradation and resynthesis in sulfur-depleted
and sulfur-repleted cultures, respectively (Malnoe et al. 2014).
Here, the psb28 mutant lost PSII activity upon sulfur depletion
faster than the WT and the complemented lines but recovered in-
itial PSII activity (and D1 levels) with similar rates as the other
lines (Supplementary Fig. S9). In summary, the very low levels of
PSII in psb28 are susceptible to photoinhibition and degradation
upon sulfur deprivation but can be fully recovered at WT rates.

Psb28-1 from Synechocystis partially complements
the Chlamydomonas psb28 mutant

Given the similarity between PSB28 from Chlamydomonas and
Psb28-1 from Synechocystis (Fig. 1, A and B), we attempted to com-
plement the Chlamydomonas psb28 mutant with Synechocystis
Psb28-1. For this, we synthesized the coding sequence for
Psb28-1 with optimal Chlamydomonas codon usage and inserted
RBCS2 intron 1 into the coding sequence to enhance gene expres-
sion (Baier et al. 2018; Schroda 2019). We then fused the psb28-1
gene with sequences encoding the CHLOROPLAST DNAJ
HOMOLOG (CDJ1) chloroplast transit peptide (Niemeyer et al.
2021) as well as a C-terminal 3xHA tag and placed it under control
of the constitutive HSP70A-RBCS2 promoter and the RPL23 termi-
nator using modular cloning (Supplementary Fig. S10A). We com-
bined the psb28-1 transcription unit with the aadA cassette and
transformed it into the psb28 mutant. Twelve spectinomycin-
resistant transformants (cs, complemented with Synechocystis
Psb28-1) were analyzed for the production of the recombinant
protein by immunoblotting using an HA antibody, but specific sig-
nals could not be detected. We then monitored F,/F,, values in
liquid cultures and found that 7 transformants had F,/F, values
around or even below that of the psb28 mutant but 5 had values
that were significantly higher (P<0.05) (Supplementary Fig.
S10B). The 2 transformants with the highest F,/F,, values were
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cs9 and cs11 with values of 0.31 and 0.27, respectively, versus
0.2 for the psb28 mutant (Fig. 5A). Light microscopy revealed
that transformants with F,/Fy,, values below that of the psb28 mu-
tant showed the same defect in chloroplast morphology as the
psb28 mutant. However, transformants cs9 and cs11 had a WT
chloroplast morphology (Fig. 5B; Supplementary Fig. S10C).
Compared with the psb28 mutant, both cs9 and cs11 showed im-
proved growth under mixotrophic and photoautotrophic condi-
tions in low light (30 umol photons m™ s7!) and were less
sensitive to high light intensities (600 umol photons m~2 s~%) but
still fell far short of WT performance (Fig. 5B). Immunoblot anal-
yses revealed slightly higher levels of D1, D2, CP43, CP47, and
PsaA in cs9 and cs1l than in the psb28 mutant while levels of
Cyt f remained high (Fig. 5C). Accordingly, as revealed by BN-
PAGE and immunoblotting, PSII monomers, dimers, and super-
complexes as well as PSI-LHCI were clearly more abundant in
cs9 and cs11 than in the psb28 mutant (Fig. 5D).

In summary, Synechocystis Psb28-1 complements the
Chlamydomonas psb28 mutant, but with low efficiency. This could
be due toits very low abundance, presumably caused by the insta-
bility of the protein, as we failed to detect the HA-tagged protein.
Alternatively, as observed for Chlamydomonas PSB28, the HA tag
could have been cleaved off and recombinant Psb28-1 accumulated
in sufficient amounts but cannot fully complement the lack of the
native PSB28.

CP of the psb28 mutant reveals severe defects
in PSII assembly beyond RCII

The accumulation of early PSII assembly intermediates in the
psb28 mutant prompted us to employ CP (Heide et al. 2012;
Spaniol et al. 2022) to identify early PSII assembly factors by their
comigration with early PSII assembly intermediates. The analyses
were performed on isolated thylakoid membranes from WT and
psb28 grown in low light (~30 umol photons m™2s™%) in 3 biological
replicates. Thylakoid membranes were solubilized with n-dodecyl
a-D-maltoside (a-DDM), and protein complexes were separated on
a 4% to 15% BN gel (Supplementary Fig. S11). Each gel lane was cut
into 36 slices, and the resulting 216 slices were subjected to tryptic
in-gel digestion and LC-MS/MS analysis. In total, 962 proteins
were identified. Summed extracted ion chromatograms of all pep-
tides measured for a protein were used for protein quantification.
To account for unequal loading, a normalization step was re-
quired. Thylakoid membranes from the psh28 mutant lack most
of PSII and part of LHCII and PSI (Fig. 1, D and E). Moreover, they
form almost exclusively monolayers (Fig. 2C) and might behave
differently from WT thylakoids during the extraction. Hence, nor-
malization based on total ion intensities per lane, as done previ-
ously for CP on the lpa2 mutant (Spaniol et al. 2022), appeared
inappropriate. We therefore decided to normalize on the summed
ion intensities of the 8 identified ATP synthase subunits, as the
abundance of the ATP synthase appeared unaffected when
whole-cell proteins from psb28 and WT were compared (Fig. 1, D
and E). Ion intensity profiles for each protein and all contributing
peptides from all replicates along the BN gel run can be displayed
from the interactive Excel table in Supplementary Data Set S2.
The table also provides P-values for differences in protein abun-
dance between WT and psb28 as well as the distributions of pep-
tide identification scores and peptide ion intensities. The
migration profiles of all identified proteins of WT and psb28 mu-
tant, clustered according to their migration behavior, are shown
in Supplementary Data Set S3 as heat maps. The profiles for pro-
teins belonging to the major thylakoid membrane complexes from

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data

8 | The Plant Cell, 2025, Vol. 37, No. 6

A B TAP
30 ymol 72 h

TAP TAP HSM

600 umol 72 h dark 96 h 30 umol 72 h

@ X
L L

¢ ® 9@

0.6 wWT
0.5
Eo4
£ 03
0.2
0.1
0 ©
™
O
c 3
WT WT WT psb28 cs9 cs11 WT
25% 50%  100% 100%
o - D1
- — - D2
e . W |CP43
—— — w—CP47

e - S— a———|_HCII

L e WS e . | PsaA
. 1 1 Lo

S ——— e ]
S B e e S e RPL1

108 102 104 10° 102 104 10 102
WT psh28 cs9 cs11  WT psb28 cs9 cs11

PSII-SC

PSI-LHCI
PSII dimer

b
3

PSIl mono

LHCII trimer

Post-run aD1

Figure 5. Complementation of the Chlamydomonas psb28 mutant with Synechocystis Psb28-1. A) F,/Fy, values of the psb28 mutant versus WT and lines
complemented with Chlamydomonas PSB28 (c2) and Synechocystis Psb28-1 (cs9, cs11). Shown are averages from 3 independent experiments. Error bars
represent sp. Asterisks indicate significant differences with respect to the psb28 mutant (2-tailed, unpaired t-test with Bonferroni-Holm correction, P <
0.001). B) Light microscopy (left) and growth analysis of 10* to 10? spotted cells under the conditions indicated. The scale bar shown applies to all cell
images in the left panel. C) Immunoblot analysis of the accumulation of subunits of the major thylakoid membrane protein complexes. PSII, D1, D2,
CP43, CP47, and LHCII; PSI, PsaA; Cyt bef complex, Cyt f; and ATP synthase, CF1b. Ribosomal protein RPL1 served as loading control. Ten micrograms of
whole-cell proteins (100%) were analyzed. D) BN-PAGE analysis. Cells of WT, psb28 mutant, and complemented lines cs9 and cs11 were grown in low
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light (30 ymol photons m™ s™") and solubilized with 1% B-DDM. Sixty micrograms of protein per lane were separated on a 4% to 15% BN gel. Shown is a
picture of the gel after the run and an immunoblot detected with an antibody against D1.

WT and psb28 are shown as heat maps in Fig. 6A. Missing subu-
nits, such as Psbl, did not give rise to detectable peptides because
peptides are too small, too large, too hydrophobic or contain post-
translational modifications other than methionine oxidation or
N-acetylation.

Eight subunits of the ATP synthase and 6 subunits of the Cyt bef
complex were identified. The median abundance of the Cyt bef
complex was ~1.87-fold higher in the psb28 mutant than in the
WT (Table 1). Nevertheless, there were no differences in the mi-
gration patterns of ATP synthase and Cyt bef complex subunits
in WT and psb28 mutant (Fig. 6A). As reported previously,
PHOTOSYNTHETIC ELECTRON TRANSPORT O (PETO) did not in-
teract stably with other subunits of the Cyt bsf complex
(Takahashi et al. 2016) and a substantial fraction of the Rieske
iron-sulfur protein migrated as unassembled protein (Spaniol
et al. 2022).

In contrast to the ATP synthase and the Cyt bgf complex, the
composition of PSI differed between WT and mutant. While, in
WT, only a single PSI-LHCI complex with 11 detected core subu-
nits and 9 LHCAs was observed, the mutant showed 2 prominent
PSI-LHCI complexes that differed by the presence or absence of
LHCA4 and LHCA®6, which accumulated to less than half of the
median levels of the other LHCAs (Fig. 6A; Table 1). As observed
previously (Spaniol et al. 2022), some PSAH and all PSAN

accumulated as unassembled subunits in both, psb28 mutant
and WT, presumably because they lost connection to the PSI
core during sample preparation or electrophoresis. The median
abundance of PSI core subunits and LHCI antennae was ~16%
and 19% lower in the mutant compared with the WT (Table 1).
The most dramatic change between psb28 and WT was at the
level of larger PSII complexes, with supercomplexes, dimers, and
monomers/RC47 accumulating in the mutant only to 1%, 6%,
and 27%, respectively, of WT levels, as judged from the median
abundance of the core subunits in the complexes (Table 2;
Fig. 6A; Supplementary Fig. $12). In contrast, D1 and D2 in RCII ac-
cumulated to more than 30-fold and CP43 in the CP43,,04 tO
10.5-fold higher levels in the mutant compared with the WT. D1
in D10g4 and PsbE in unassembled PsbE/F also accumulated 2.2-
and 15.5-fold in the mutant, respectively. Overall, the median
abundance of PSII core subunits in the psb28 mutant was only
~15% of that in the WT (Table 1). Even less CP47 and PsbH (~8%
and ~0.5%, respectively, of WT levels) accumulated in the mutant,
in line with their substantially lower synthesis rates (Fig. 3). In
contrast, the previously identified PUTATIVELY PHOTOSYSTEM
B ASSOCIATED 1 (PBA1) (Spaniol et al. 2022) accumulated to
1.26-fold higher levels in the mutant compared to the WT, indicat-
ing that its abundance is not coregulated with the canonical PSII
core subunits. Except for PSBO, all other subunits involved in
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Table 1. Ratio of subunit abundance between psb28 mutant and WT

ATP synthase Cyt bef PSII PSI
Subunit Ratio Subunit Ratio Subunit Ratio Subunit Ratio
AtpA 1.03 PetA 1.97 PsbA (Dl) 0.15 PsaA 1.03
AtpB 1.07 PetB 1.86 PsbB (CP47) 0.08 PsaB 0.80
ATPC 0.91 PETC 1.99 PsbC (CP43) 0.21 PsaC 0.70
ATPD 1.08 PetD 1.69 PsbD (D2) 0.21 PSAD 0.95
AtpE 0.86 PETM 1.88 PsbE 0.15 PSAE 0.57
AtpF 1.06 PETO 0.81 PsbF 0.10 PSAF 0.96
ATPG 1.03 Median 1.87 PsbH 0.005 PSAG 1.06
Atpl 0.82 PsbJ 0.42 PSAH 0.88
Median 1.03 PsbL 0.19 PsaJ 0.30
PBA1 1.26 PSAK 0.75
Median 0.15 PSAL 0.90
PSBO 0.26 PSAN 0.50
PSBP1 0.45 Median 0.84
PSBP3 14.83 LHCA1 0.81
PSBP4 1.46 LHCA2 0.60
PSBP6 1.96 LHCA3 0.89
PSBQ 0.35 LHCA4 0.35
PSBR 0.27 LHCAS 0.89
Median 0.45 LHCA®b6 0.42
LHCB4 0.61 LHCA7 1.12
LHCBS 1.24 LHCAS 1.26
LHCB7 5.13 LHCA9 0.62
LHCBM1 0.58 Median 0.81
LHCBM3 0.47
LHCBMS 0.55
LHCBM6 0.46
LHCBMS8 0.44
LHCBM9 0.43
Median 0.55

Values are based on the summed ion intensities in all gel bands of 3 biological replicates each of WT and mutant.

Median values are shown in bold.

Table 2. Ratio of subunit abundance in various PSII assembly states between psb28 mutant and WT

Subunit sC Dimers Monomers/ RCII CP43104 D1m04/PSbE/F
RC47
PsbA (D1) 0.01 0.09 0.32 32.2 ND 2.2
PsbB (CP47) 0.01 0.07 0.28 ND ND nd/ND
PsbC (CP43) 0.02 0.09 0.24 ND 10.5 ND
PsbD (D2) 0.03 0.12 0.4 77.1 ND ND
PsbE 0.02 0.05 0.26 ND ND 15.5
PsbF nd nd 0.5 nd/ND nd/ND ND
PsbH nd nd 0.11 nd/ND nd/ND nd/ND
Psb] 0.01 0.15 0.14 nd/ND nd/ND nd/ND
PsbL nd 0.01 0.09 ND nd/ND nd/ND
PSBO 0.01 0.02 nd nd nd 0.6
PBA1 nd nd/ND 0.83 nd/ND nd/ND 1.3
Median 0.01 0.06 0.27
Gel bands 7-11 13-15 17/18 22/23 25/26 28-30

Values are based on summed ion intensities in the bands indicated.
Median values are shown in bold.

ND, nd, not detected in WT, mutant (ion intensity < 0.05% of total intensity in respective strain); RCII, reaction centers; SC, supercomplexes.

stabilizing/shielding the Mn,CaOs cluster were found to migrate
as unassembled subunits in both, psb28 mutant and WT, presum-
ably because they got detached from PSII during sample prepara-
tion or electrophoresis (Fig. 6A). The median abundance of all
subunits of the water-splitting complex reached ~45% of WT lev-
els (Table 1). Only PSBP3, 4, and 6 behaved differently and were
14.83-, 1.46-, and 1.96-fold more abundant, respectively, in the
mutant than in the WT. Hence, like PBA1, these 3 proteins are
not coregulated with the other PSII subunits. PSBP3 is homologous
to CyanoP and PSBP-LIKE PROTEIN 1 (PPL1) in Synechocystis and
Arabidopsis, respectively, where these proteins were shown to fa-
cilitate PSII assembly (Knoppové et al. 2016; Che et al. 2020). The
mean abundance of LHCII proteins in the mutant reached only

~55% of the values of the WT (Table 1), and since hardly any larger
PSII complexes were made in the mutant, it must contain a large
pool of unassembled LHCII trimers and monomers. Only LHCB5
(CP26) and the recently identified LHCB7 protein (Klimmek et al.
2006) accumulated ~1.24- and 5.13-fold, respectively, in the mu-
tant when compared with the WT. In contrast to LHCB4 (CP29)
and LHCB5, LHCB7 accumulated in the WT only in the unas-
sembled form (Fig. 6A), as observed previously (Spaniol et al.
2022).

When comparing MS data of isolated thylakoids (Table 1) with
whole cell immunoblot data (Fig. 1, D and E), we detected rela-
tively more Cyt bgf and PSI in the psb28 mutant than in the WT,
but less PSII and LHCII. While we cannot exclude the possibility
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that the growth conditions used for the 2 data sets varied slightly
(e.g. culture volume and perceived light), these differences could
also be due to an unequal extractability of thylakoid membranes
caused by the differences in thylakoid structure and composition
between the mutant and the WT (Fig. 2C).

The migration patterns of several known PSII
auxiliary factors differ between the psb28 mutant
and the WT

We next asked whether known PSII auxiliary factors would accu-
mulate in complex with the accumulating early PSII assembly in-
termediates in the psbh28 mutant. To investigate this, we started
out from a list of PSII auxiliary factors compiled by Lu (2016) for
Arabidopsis. We also included PSII auxiliary factors identified later
in chloroplasts and cyanobacteria, i.e. STROMAL SUPPRESSOR OF
TIC40 PROTEIN 2 (Stolle et al. 2024), DECREASED ELECTRON
TRANSPORT AT PSII/FACILITATOR OF PSBB BIOGENESIS 1 (Keller
et al. 2023; Zhang et al. 2024), RESISTANCE TO PHYTOPHTORA 1
(Che et al. 2024), THYLAKOID RHODANESE-LIKE 2 (Li et al. 2023),
ONE-HELIX PROTEIN (OHP) 1 and 2 (Beck et al. 2017), RBD1/RubA
(Garcia-Cerdan et al. 2019; Kiss et al. 2019; Che et al. 2022),
ACCLIMATION OF PHOTOSYNTHESIS TO THE ENVIRONMENT 1
(APE1)/SIr0575 (Myouga et al. 2018; Knoppova et al. 2022), Psb35
(Pascual-Aznar et al. 2021) as well as TEF14, and PHOTOSYSTEM
II REPAIR FACTOR (PRF) 1 and 2 (Li et al. 2024). With this extended
list of factors, we searched for Chlamydomonas homologs that
were detected with 3 replicates each in the psb28 mutant and the
WTin our CP data set. This resulted in 31 factors, all of which over-
accumulated in psb28 compared to the WT, except for SIGNAL
RECOGNITION PARTICLE 43, ALBINO 3.1, TEF30, LPA2, and PRF2
(Supplementary Table S1). The heat map of the migration profiles
in Fig. 6B shows that most of the 31 factors migrated in the low mo-
lecular mass region below CP43,,04. Of the factors found in assem-
blies migrating above CP43,,0q, we found 9 to display significant
differences in at least 1 gel band (P<0.05) between mutant and
WT (Figs. 6B and 7; Supplementary Fig. S13): STATE TRANSITION
7-LIKE 1 (STL1), FTSH1, FTSH2, TEF30, HCF244, HCF136, TEFS5,
OHP2, and PsbN. TEF30 mediates the assembly of CP43 into RC47
and stabilizes PSII monomers in an immature intermediate state
to prevent the premature association of peripheral antennae
(Bhuiyan et al. 2015; Muranaka et al. 2016; Liu et al. 2024). We did
not find TEF30 migrating with PSII monomers in the psb28 mutant,
suggesting that there are no PSII monomers capable of binding
TEF30 (Fig. 6B). STL1 and FTSH1/2 accumulated in the psb28 mu-
tant above WT levels in several gel bands with higher molecular
mass complexes (Supplementary Fig. S13). STL1 is homologous
to STATE TRANSITION 8 in Arabidopsis, which phosphorylates
PSII core subunits as well as PROTON GRADIENT REGULATOR
1A to regulate cyclic electron flow (CEF) (Bonardi et al. 2005;
Reiland et al. 2011). Although STL1 has not been characterized
in Chlamydomonas, a role in CEF regulation might be conserved
(Longoni and Goldschmidt-Clermont 2021). The very similar mi-
gration pattern in large molecular mass complexes of FTSH1
and FTSH2 (Fig. 6B; Supplementary Fig. S13) confirms their pres-
ence in heterooligomers and their higher abundance in the
psb28 mutant points to a role of this thylakoid membrane protease
in the degradation of misassembled PSII complexes (Malnoe et al.
2014).

In contrast to STL1 and FTSH1/2, all other PSII auxiliary factors
accumulating in complexes above CP43,,.4 at significantly higher
levels in the mutant compared with the WT comigrated with early
PSII assembly intermediates: HCF244, HCF136, TEFS, OHP2, and
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PsbN in Band 18 with PSII monomers/RC47/RCII-like, and TEF5
and PsbN in Bands 22/23 with RCII (Fig. 7). No such peaks were ob-
served for any of the 5 factors in the lpa2 mutant (Supplementary
Fig. S14). There might be some comigration of PsbN and HCF244
with CP43,,0q and of HCF136, HCF244, and TEF5 with very small
assemblies of D1 and PsbE/F. HCF244 (Ycf39), HCF136 (Ycf48),
OHP2, and PsbN have been found in early PSII assembly inter-
mediates with roles in PSII assembly in cyanobacteria and plants
(Meurer et al. 1998; Plucken et al. 2002; Komenda et al. 2008; Link
etal. 2012; Knoppova et al. 2014, 2022; Torabi et al. 2014; Beck et al.
2017; Hey and Grimm 2018; Li et al. 2018; Myouga et al. 2018;
Maeda et al. 2022; Wang et al. 2023). In contrast, Arabidopsis
PSB33/LIL8 (the TEF5 homolog in land plants) has been found to
comigrate only with RC47 and larger PSII assemblies (especially
monomers) (Fristedt et al. 2015, 2017; Kato et al. 2017; Nilsson
et al. 2020).

Identification of proteins potentially involved

in early PSII assembly steps

To identify factors associated with early PSII assemblies, we
searched in our CP data set for chloroplast proteins with similar
migration properties as the 5 known PSII auxiliary factors
HCF244, HCF136, TEF5, OHP2, and PsbN, i.e. proteins specifically
accumulating in Bands 17/18 (PSII monomers/RC47/RCII-like)
and/or 22/23 (RCII) in psb28 but not in the WT. Four proteins
met these criteria: Cre03.g154600 (3 peptides) and Cre01.g007700
(3 peptides) accumulated in Bands 17/18, and LHC-LIKE 4 (LHL4)
(4 peptides) and Cre10.g450500 (3 peptides) accumulated both,
in Bands 18 and 22/23 (Fig. 7; Supplementary Fig. S14).
Cre01.g007700 and LHL4 were not detected in the lpa2 CP data
set. In that data set, Cre10.g450500 comigrated with PSII mono-
mers and RC47, while Cre03.g154600 migrated between them,
thus disqualifying Cre03.g154600 as a PSlI-associated protein.
LHL4 is closely related to PSBS and uniquely found in green micro-
algae (Dannay et al. 2025). Cre01.g007700 encodes an aminopepti-
dase and Cre10.g450500 has a starch-binding domain; both are yet
uncharacterized in Chlamydomonas.

The tef5 mutant has a lower PSII content than
the WT and shows impaired growth in high light
and under photoautotrophic conditions

The comigration of a large portion of TEF5 with RCII and its comi-
gration with HCF136, HCF244, OHP2, and PsbN in the psb28 mu-
tant suggested a possible role of TEF5 in PSII biogenesis, which
was considered unlikely for its homolog PSB33/LIL8 in
Arabidopsis (Fristedt et al. 2017; Kato et al. 2017). TEF5/PSB33/
LIL8 are conserved in the green lineage, and there are no orthologs
in cyanobacteria. They contain chloroplast transit peptides and
share a Rieske-like domain lacking the residues required for the
binding of mononuclear iron or an iron-sulfur cluster (Fristedt
etal. 2015) (Fig. 8A). Moreover, they share 1 to 2 C-terminal trans-
membrane helices, where the loss of 1 transmembrane helix ap-
pears to have occurred before the evolution of land plants
(Chlamydomonas and Ostreococcus tauri contain 2, while Chlorella
variabilis and members of the Streptophytes contain only a single
transmembrane helix; Fig. 8A). Although the Rieske-like domains
of Chlamydomonas TEF5 and Arabidopsis PSB33/LIL8 share only
54% identical residues, their structures predicted by AlphaFold
are very similar (RMSD = 1.08 A, TM score = 0.93; Fig. 8B). To inves-
tigate a possible role of TEFS in early steps of PSII assembly, we se-
lected a tef5 mutant from the CLiP collection (Li et al. 2016) that
had the CIB1 mutagenesis cassette integrated into the sixth intron
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of the TEF5 gene (Fig. 8C). Since we could amplify TEF5 sequences
of the expected sizes from both sides of the CIB1 cassette by PCR,
there appear to be no larger deletions/rearrangements
(Supplementary Fig. S15, A and B). Reverse transcription quantita-
tive PCR (RT-qPCR) analysis revealed a ~147-fold reduced abun-
dance of TEF5 transcript in the tef5 mutant compared with the
WT (Supplementary Fig. S15C). An antibody raised against a pep-
tide from the N-terminal part of the TEFS5 protein (Fig. 8A) specif-
ically detected a protein band at the expected molecular mass of
~27.5kDa in the WT, which was absent in the tef5 CLiP mutant
(Fig. 8D; Supplementary Fig. S15D). In the tef5 mutant, PSII core
subunits accumulated to between 20% and 40% of WT levels while
there was no or little change in the abundance of LHCII, PSI core
subunits, ATP synthase subunit CF1p, and Cyt f (Fig. 8, D and E).
We synthesized the TEF5 cDNA sequence interrupted by the first
2 Chlamydomonas RBCS2 introns, fused it with sequences encod-
ing a C-terminal 3xHA tag or multiple stop codons, and placed it
under control of the constitutive HSP70A-RBCS2 promoter and
the RPL23 terminator using modular cloning (Fig. 8C). We com-
bined the TEF5 transcription unit with an aadA cassette and trans-
formed it into the tef5 mutant. Spectinomycin-resistant
transformants obtained with both constructs were then screened
by immunoblotting for the accumulation of HA-tagged TEFS5 and/
or for enhanced D1 accumulation (Supplementary Fig. S16). Five
transformants accumulated HA-tagged TEF5 and all accumulated
D1 to WT levels. One transformant (tef5-cHA) accumulated TEF5
transcripts to ~73-fold higher levels than WT but TEFS protein lev-
els were not much higher than those in the WT (Fig. 8D;
Supplementary Fig. S15C and D). Since the band detected with
the TEFS antibody in cHA had the same size as in WT, we assume
that the 3xHA tag was removed from part of the protein, as was
observed with PSB28-3xHA. A transformant generated with the
construct encoding nontagged TEF5 (tef5-c15) accumulated TEF5
to much higher levels than the WT (Fig. 8D). Both HA-tagged
and untagged transformants accumulated PSII subunits to WT
levels and perhaps even beyond (Fig. 8, D and E; Supplementary
Fig. S16, B and C). This came along with the restoration of WT
Fy/F values (Fig. 8F). The tef5 mutant showed slightly reduced
growth under photoautotrophic and mixotrophic conditions in
low light (30 umol photons m™ s™%) and a severe growth defect
under mixotrophic conditions in high light (600 umol photons
m~ s7%), while growth under heterotrophic conditions in the
dark was like WT (Fig. 8G). These growth phenotypes were fully re-
stored in the tef5-c15 transformant.

Figure 8. (Continued)

Chloroplast morphology is intact in the tef5
mutant, but thylakoid membranes unstack

more frequently

Light, fluorescence, and TEM were used to analyze possible
changes in cell morphology and thylakoid ultrastructure in the
tef5 mutant. Light and fluorescence microscopy revealed no visi-
ble change in chloroplast morphology in the tef5 mutant (Fig. 9,
A and B; Supplementary Fig. S4). TEM revealed that thylakoid
membranes in the mutant detached from stacks more frequently
than the WT resulting in more regions with interrupted thylakoid
stacking (shown in blue in Fig. 9C and Supplementary Fig. S5). We
counted these regions in 10 cells each of WT and tef5 mutant and
found them to occur on average 3+ 1 and 10 +5 times per ym? in
WT and tef5 cells, respectively, i.e. significantly more frequently in
tef5 (P<0.001).

The synthesis of CP47 and PsbH is reduced

in the tef5 mutant

To investigate whether the absence of TEF5 affects the synthesis
and stability of PSII core subunits in the tef5 mutant, we per-
formed pulse-chase analyses with **C-acetate. Comparing tef5
with the WT, we defined reduced radioactivity in a protein after
the 7-min pulse as indicative for reduced protein synthesis and re-
duced radioactivity during the 60-min chase as indicative for re-
duced protein stability. Based on these definitions, the synthesis
of CP47 and PsbH and the stability of D1 were reduced in tef5 com-
pared with the WT (Fig. 10). CP47 and PsbH synthesis was restored
to WT rates in the complemented lines.

PSII assembly is impaired in the tef5 mutant
in the light but to a lesser extent in the dark

To assess how the reduced synthesis and accumulation of PSII
core subunits in the tef5 mutant affects PSII complex assembly,
we analyzed whole-cell proteins from the low light-grown WT,
the tef5 mutant, and the complemented line tef5-c15 by BN-
PAGE and immunoblotting using antibodies against D1 and
CP43. As shown in Fig. 11A, we found much weaker signals for
PSII supercomplexes, dimers, and monomers in the mutant
when compared with WT and the complemented line. In contrast,
the tef5 mutant accumulated RCII and CP43,,,04, which was not the
case in the WT and the complemented line.

To investigate whether the impaired assembly of PSIIin the tef5
mutant was due to an effect of light, we compared protein

transit peptides are shown in gray font and predicted transmembrane helices in blue. The epitope from Chlamydomonas TEFS used for antibody
production is indicated by a horizontal line. Cre, C. reinhardtii (Cre09.g411200); Ota, O. tauri (XP_003078526); Cva, C. variabilis (XP_005846469); Csp,

Closterium sp. (CAI5958768); Ppa, Physcomitrium patens (XP_024377109); Ath, A. thaliana (AT1G71500). B) Pairwise structure alignment of the AlphaFold
structures of the Rieske-like domains from Arabidopsis PSB33 (gold) and Chlamydomonas TEF5 (blue). C) Structure of the Chlamydomonas TEF5 gene,
insertion site of the CIB1 cassette (thick gray arrow) in the tef5 mutant, and constructs for complementation. Protein coding regions are drawn as black
boxes, UTRs as bars, and introns and promoter regions as thin lines. Sequences of the HSP70A promoter are drawn in red and sequences of the RBCS2
promoter, 5' UTR, and introns (Inl and In2) are drawn in green. RPL23 terminator sequences are drawn in blue. Thin arrows indicate transcriptional
start sites. pMBS756 contains sequences encoding for a 3xHA tag whereas pMBS703 contains sequences encoding for 3 consecutive stop codons
(MultiStop). D) Immunoblot analysis of the accumulation of TEF5 and of subunits of the major thylakoid membrane protein complexes. c15 and cHA are
lines complemented with constructs pMBS703 and pMBS756, respectively, shown in C). PSII, D1, D2, CP43, CP47, and LHCII; PSI, PsaA and PSAN; Cyt bef
complex, Cyt f; ATP synthase, CF1b. Ribosomal protein RPL1 served as loading control. Ten micrograms of whole-cell proteins (100%) were analysed. E)
Quantification of the immunoblot analysis shown in D). Values are means from 3 independent experiments normalized first by the median of all signals
obtained with a particular antiserum in the same experiment and then by the mean signal of the WT. Error bars represent so. Asterisks indicate
significant differences with respect to the WT (2-tailed, unpaired t-test with Bonferroni-Holm correction, P <0.05). The absence of an asterisk means
that there were no significant differences. F) F,/F, values of the tef5 mutant versus WT and complemented lines. Shown are averages from 10 and 6
independent experiments for tef5 and the other lines, respectively, each measured with 3 technical replicates. Error bars represent so. Asterisks indicate
significant differences with respect to tef5 (2-tailed, unpaired t-test with Bonferroni-Holm correction, P <0.001). G) Analysis of the growth of 10* to 10
spotted cells under the conditions indicated.
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Figure 9. Light, fluorescence, and electron microscopy of the tef5 mutant. A) Light microscopy images of WT and tef5 mutant grown under mixotrophic
conditions in low light (30 umol photons m~2 s~*). More images are shown in Supplementary Fig. S4A. B) Confocal laser-scanning fluorescence
microscopy of a WT and tef5 cell. Shown are bright-field images (left) and Chl autofluorescence (right). More images are shown in Supplementary Fig.
S4B. C) Electron microscopy pictures of WT (left) and tefS mutant (right). Blue areas indicate regions where thylakoid stacking is interrupted. More
images are shown in Supplementary Fig. S5. A single scale bar applies to all images displayed in that panel.
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Figure 10. Pulse-chase analysis of synthesis and stability of thylakoid
membrane proteins in the tef5 mutant. WT, tef5 mutant, and
complemented lines c15 and cHA were labeled with *C-acetate in low
light (20 umol photons m~2 s7?) for 7 min in the presence of cytosolic
translation inhibitor cycloheximide (0) and chased with unlabeled
acetate for 20 and 60 min. Proteins were separated on a 12% to 18%
SDS-urea gel and visualized by autoradiography.

complexes in solubilized whole-cell extracts from the WT and the
tef5 mutant grown in low light and in the dark for 72 h by BN-PAGE
and immunoblotting using a D1 antibody. We clearly observed
stronger signals for PSII dimers and supercomplexes in the dark-
grown versus the light-grown tef5 mutant (Fig. 11B). Moreover,
the mutant accumulated less RCII in the dark than in the light.
Most interestingly, the mutant accumulated no RC47 in the light.
In the dark, the WT accumulated large amounts of RC47 and the
tef5 mutant accumulated some. The partially rescued PSII assem-
bly in the dark-grown mutant was also reflected at the level of F,/
Fn, values, which were significantly higher in the dark-grown ver-
sus low light-grown mutant (0.62 vs. 0.48, P<0.001) but did not
reach values obtained for the dark-grown WT (0.72) (Fig. 11C).
The potential role of TEFS in PSII assembly at the RCII/RC47
level suggests that TEF5 may also be involved in the repair of pho-
todamaged PSII. We therefore first tested whether TEF5 accumu-
lates in cells exposed to high light and found a ~3.7-fold increased
abundance of TEFS protein after 4-h exposure to 1,200 umol pho-
tons m™2 s~* (Fig. 11, D and E). This was surprising, since PSB33/

LIL8 was reported to be expressed constitutively (Kato et al.
2017). To investigate the susceptibility of PSII in the tef5 mutant
to high light and its capability to recover functional PSII, we ex-
posed the WT, the tef5 mutant, and the complemented lines to
high light (1,800 ymol photons m~ s™%) in the presence of CAP
for 1 h and allowed cells to recover in the presence and absence
of CAP at low light (30 ymol photons m~2s~%). All 4 lines recovered
86% to 96% of initial PSII activity (and most of D1) at similar
rates within 6.5h in a protein synthesis-dependent manner
(Supplementary Fig. S17). Like the psb28 mutant, the tef5 mutant
lost PSII activity upon sulfur starvation faster than the WT and
the complemented lines but recovered initial PSII activity (and
D1 levels) with similar rates as the other lines (Supplementary
Fig. S18). In summary, the tef5 mutantis impaired in PSI assembly
presumably at the step where the CP47,,,,q combines with RCII to
RC47. As observed for the psb28 mutant, the low levels of PSII
made in the tef5 mutant are susceptible to photoinhibition and
degradation upon sulfur deprivation but can be fully recovered
to these low levels at WT rates.

TEF5 interacts with subunits of PSI and PSII

The comigration of TEFS with early PSII assembly intermediates in
the psb28 mutant and its potential role in PSII assembly implies
its direct interaction with PSII. To test this, we used the HA
antibody to immunoprecipitate TEF5-3xHA from soluble and
membrane-enriched fractions from the complemented tef5-cHA
line. Prior to immunoprecipitation, complexes were stabilized by
in vivo cross-linking with 0.37% formaldehyde. As shown in
Fig. 11F, most of TEF5-3xHA was precipitated from the
membrane-enriched fraction, but some was also precipitated
from the soluble fraction. The different migration behavior of
TEFS in soluble and membrane-enriched fractions could be due
to the presence of large amounts of LHCII at the same position
in the gel only in the membrane-enriched fraction, which has
been observed also for Arabidopsis PSB33/LIL8 (Kato et al. 2017).
D1 and PsaA were coprecipitated with TEF5 only in the
membrane-enriched fraction. To identify and quantify all pro-
teins interacting with TEFS, we analyzed the TEFS immunoprecip-
tates by LC-MS/MS. In line with the immunoblot data, we detected
~16 times more TEFS in the membrane-enriched fraction than in
the soluble fraction (Supplementary Data Set S4). Among the
proteins detected with TEF5 in at least 2 replicates in the mem-
brane fraction, we found PSII subunits D1, D2, CP43, and CP47
as well as PSI subunits PsaA, PsaD, LHCA1, and LHCA7 (Fig. 11G;
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Figure 11. Analysis of protein complexes in the tef5 mutant and of proteins interacting with TEFS. A) BN-PAGE analysis of proteins from cells grown in
LL (30 pmol photons m~?s™%). Sixty micrograms of whole-cell proteins from WT, tef5 mutant, and complemented line tef5-c15 were solubilized with 1%
B-DDM and separated on a 4% to 15% BN gel. Shown is a picture of the gel after the run and an immunoblot detected with antibodies against D1 and
CP43. Arrowheads point to faint bands likely representing RCII and CP43,,,04 in the tef5 mutant. B) BN-PAGE analysis of proteins from WT and tef5
mutant grown in LL (30 pmol photons m~? s~ and in the dark (D) for 72 h. Whole-cell proteins were solubilized with 1% 3-DDM and separated on a 4% to
15% BN gel. Shown is a picture of the gel after the run and an immunoblot detected with an antibody against D1 accompanied by a longer exposure of an
independent replicate. C) F,/Fy, values of the tefS mutant versus WT grown in LL (30 umol photons m~s~%) and in the dark for 72 h. Shown are averages
from 3 independent experiments. Error bars represent sp. The asterisk indicates a significant difference between low-light versus dark-grown tef5 cells
(2-tailed, unpaired t-test, P < 0.001). D) Analysis of TEF5 accumulation in HL. WT was exposed to 1,200 pmol photons m~s~* for 4 h, and samples taken
prior, 2, and 4 h after the treatment were analyzed by immunoblotting using the peptide antibody against TEF5 and an antibody against RPL1 as loading
control. E) Quantification of the immunoblot analysis shown in D). Values are means from 3 independent experiments. Normalization was done as
described for Fig. 1D. Error bars represent so. F) Immunoprecipitation of TEFS. Cells from complemented line tef5-cHA were fractionated via freeze—
thaw cycles and centrifugation. HA-tagged TEFS was then immunoprecipitated (IP) from soluble (Sol) and membrane-enriched (Pel) fractions with an
HA antibody. 1% of the input and 10% of the precipitate were analyzed by SDS-PAGE and immunoblotting using antibodies against HA, D1, and PsaA. G)
MS-based quantification of PSI and PSII subunits coprecipitated from solubilized membrane fractions with HA-tagged TEFS. IBAQ values for each
protein were normalized by the IBAQ value for TEF5. Shown are mean values from 2 to 3 independent replicates. Error bars represent so. HL, high light;
LL, low light; SC, supercomplexes.

Supplementary Data Set S4). We also detected RBCS2, a transport-
er and an ATP synthase subunit from mitochondria, and a puta-
tive transhydrogenase, guanylate cyclase, and nucleolar protein,
which most likely are contaminants. IBAQ normalized to TEF5 re-
vealed that D2 is the most prominent TEF5 interaction partner,
followed by LHCA1/7, D1, CP43, PsaA, CP47, and PsaD (Fig. 11G).
To obtain a structural hypothesis of how TEF5/PSB33 could inter-
act with the PSII core, we used AlphaFold3 (Abramson et al. 2024)
with Chlamydomonas TEFS and Arabidopsis PSB33 and PSII models
constructed with D1, D2, PsbE, PsbF, and Psbl to represent RCII and
with D1, D2, PsbE, PsbF, Psbl, CP47, CP43, and PsbH to represent a
PSII monomer, albeit incomplete. While Alphafold3 failed to predict
a stable interaction of TEF5/PSB33 with RCII, it predicted a strong in-
teraction with CP47 in the PSII monomer, complemented with few
interactions with PsbH (Supplementary Fig. S19). Here, the

Rieske-like domain points into the stroma, consistent with what
has been determined experimentally (Fristedt et al. 2015). To test if
this model is biologically meaningful, we introduced point muta-
tions into TEFS encoded by our complementation vector pMBS703
(Fig. 8C) that would disrupt the interaction of TEFS with CP47/PsbH
(F170A, F216K, Y223A, W282A, and W282D, Supplementary Fig.
S20). All transformants producing TEF5 with single point mutations,
double mutations (Y223A/W282A, F170A/F216K), triple mutation
(F170A/F216K/Y223A), or quadruple mutation (F170A/F216K/
Y223A/W282A) assembled PSII normally, as assessed by the accu-
mulation of D1, CP47, and CP43 to WT levels and WT values for
F./Fm (Supplementary Fig. S21). These results suggest either that
the AlphaFold3 model is incorrect or that the interaction of TEFS/
PSB33 with CP47/PsbH is not required for its function in PSII
assembly.
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Discussion

Psb28 is of much greater importance for PSII
assembly in Chlamydomonas than

in Synechocystis

Chlamydomonas PSB28 has several traits in common with cyano-
bacterial Psb28. Cyanobacterial Psb28 is substoichiometric to PSII
and interacts only transiently with PSII, mainly with RC47 and less
with PSII monomers, while most Psb28 is present as free protein
(Kashino et al. 2002; Dobakova et al. 2009; Boehm et al. 2012;
Nowaczyk et al. 2012; Sakata et al. 2013; Beckova et al. 2017;
Xiao et al. 2021; Zabret et al. 2021). Similarly, Chlamydomonas
PSB28 is ~78-fold less abundant than PSII and in CP was only
found as free protein in WT but comigrated mainly with RC47
and less with PSII monomers in the lpa2 mutant, which overaccu-
mulates RC47 (Spaniol et al. 2022). In a complemented line,
HA-tagged PSB28 comigrated more with PSII monomers than
with RC47 and a fraction of tagged PSB28 was present as free pro-
tein (Fig. 4A). Accordingly, immunoprecipitation of tagged PSB28
revealed D2 and D1 as the most prominent interaction partners,
followed by CP47 and CP43 (Fig. 4, B and C). Functional similarity
between Chlamydomonas and cyanobacterial Psb28 was indi-
cated by the similarity of the predicted structure of
Chlamydomonas PSB28 with cyanobacterial Psb28 (Fig. 1B) and
by the ability of Synechocystis Psb28-1 to partially complement
the Chlamydomonas psb28 mutant (Fig. 5). Common is the re-
duced synthesis of CP47 and PSI/PsaB in Synechocystis and
Chlamydomonas psb28 mutants (Dobakova et al. 2009; Beckova
et al. 2017); however, in Chlamydomonas, the synthesis of D1,
D2, CP43, and PsbH was affected, too (Fig. 3). This points to control
by epistasis of synthesis (CES) of PSII subunits in the psb28 mutant
(Minai et al. 2006), possibly by a negative feedback regulation ef-
fected by accumulating assembly intermediates such as RCII
and CP43,,,0q (Figs. 4A and 6A; Table 2).

One difference between  Synechocystis Psb28-1 and
Chlamydomonas PSB28 is that the abundance of Psb28-1 did
not increase under high light intensities (Beckova et al. 2017),
whereas the abundance of PSB28 increased ~2.9-fold (Fig. 4, E
and F). Moreover, Synechocystis Psb28-1 and 2 were found
in PSII-PSI supercomplexes particularly under high light inten-
sities (Beckova et al. 2017), which we did not observe in
Chlamydomonas (Fig. 4D). In Chlamydomonas, more PSB28 in-
teracted with PSII monomers and particularly with RC47 in
high versus low light (Fig. 4D), suggesting a role of PSB28 also in
PSII repair in this alga.

Probably most surprising are the differences in the phenotypes
of the Synechocystis and Chlamydomonas psb28 mutants: the
Synechocystis psb28-1 mutant accumulated fully functional PSII,
and growth phenotypes were observed only at higher tempera-
tures and high or fluctuating light exposure (Dobakova et al.
2009; Sakata et al. 2013; Beckova et al. 2017). In contrast, the
Chlamydomonas psb28 mutant could not grow photoautotrophi-
cally (Fig. 1H) and accumulated PSII supercomplexes, dimers,
and monomers only to 1%, 6%, and 27% of WT levels, respectively,
while it overaccumulated RCII and CP43,,04 (Table 2; Figs. 4A and
6A). PSII outer antennae were reduced by ~45% and PSI/LHCI by
16% to 19%, compared with WT. Levels of the ATP synthase
were unaltered in the mutant, while the Cyt bgf complex overac-
cumulated between 1.4- and 1.9-fold (Table 2; Fig. 1, D and E).
These dramatic changes in the photosynthetic apparatus prob-
ably cause the strongly reduced thylakoid stacking and the dis-
torted shape of the chloroplast (Fig. 2; Supplementary Figs. S4
and S5). The reduced levels of PSI, increased levels of Cyt bef,
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and the distorted chloroplast shape are unusual phenotypes for
PSII mutants in Chlamydomonas: the ohp2 mutant, lacking PSII,
accumulates PSI and Cyt bgf at WT levels (Wang et al. 2023) as
do the lpa2 and tef5 mutants, with PSII levels reduced by about
half and below 40% of the WT levels, respectively (Spaniol et al.
2022) (Fig. 8, D and E). Likewise, the 2pac mutant, lacking RBD1
and accumulating CP43 and D2 to very low levels, exhibited WT
levels of PSI (Garcia-Cerdan et al. 2019). While some changes in
thylakoid structure were observed in the lpa2 and tef5 mutants,
the morphology of the chloroplast was unaltered (Spaniol et al.
2022) (Fig. 9). The reason for these pleiotropic phenotypes of the
psb28 mutant could be an additional function of PSB28 besides
that as a PSII assembly factor. Indeed, Synechocystis Psb28-1 was
proposed to play a role in regulating Chl incorporation into CP47
and PSI (Beckova et al. 2017). Alternatively, PSII assembly inter-
mediates specifically accumulating in the psb28 mutant might
act as regulators of other processes resembling CES (Choquet
and Wollman 2023). It is also possible that PSII intermediates in
the psb28 mutant specifically bind assembly factors, chaperones
or proteases, which are then not sufficiently available for other
chloroplast processes.

The fact that PSII accumulation is much more affected in the
Chlamydomonas psb28 mutant than in the Synechocystis psb28
mutant is probably due to the very efficient proteolytic degrada-
tion of nonassembled complex subunits and misassembled com-
plexes in Chlamydomonas (Choquet and Wollman 2023). Here,
the FTSH protease most likely is a key player, since
Chlamydomonas ccbh mutants, normally lacking the Cyt bgf com-
plex, accumulated aberrant forms of Cyt bef in the ftsh1-1 mutant
background (Malnoe et al. 2014). Moreover, the 2pac mutant, pre-
sumably impaired in the delivery of the nonhaem iron to PSII and
accumulating PSII core subunits at very low levels, accumulated
PSII core subunits at much higher levels in the ftsh1-1 background
(Calderon et al. 2023). Accordingly, FTSH1/2 were ~2.5-fold more
abundant in psb28 than in WT (Supplementary Table S1), and
FTSH1/2 complexes were more abundant in membranes at higher
molecular mass ranges (Fig. 6B; Supplementary Fig. S13). Another
explanation for the impaired accumulation of larger PSII assem-
blies in the Chlamydomonas psb28 mutant versus the
Synechocystis psb28 mutant is that the conformational changes in-
troduced by Psb28 into the PSII core (Xiao et al. 2021; Zabret et al.
2021) are more important for correct assembly of the CP43,,04 into
RC47 in Chlamydomonas than in Synechocystis. It was proposed
that the conformational changes introduced by Psb28 might also
protect premature PSII from photodamage (Xiao et al. 2021;
Zabret et al. 2021). Since the problem in PSII assembly prevailed
in the dark-grown Chlamydomonas psb28 mutant
(Supplementary Fig. S6A), the impaired accumulation of larger
PSII assemblies in the mutant is unlikely to be caused by en-
hanced photodamage to early PSII assemblies.

The dependence of PSII assembly on auxiliary factors generally
appears to be stronger in chloroplasts than in cyanobacteria.
Examples for this, in addition to PSB28, are HCF136 (Ycf48 in cya-
nobacteria), HCF244 (Ycf39 in cyanobacteria), PsbN, and PAM6S.
While the absence of these factors resulted in severe PSII assem-
bly defects in Arabidopsis or tobacco, Synechocystis mutants lack-
ing these factors could assemble functional PSII (Mayers et al.
1993; Meurer et al. 1998; Komenda et al. 2008; Armbruster et al.
2010; Link et al. 2012; Knoppova et al. 2014; Torabi et al. 2014).
An exception to this trend is RBD1/RubA, whose absence results
in severe PSII assembly defects in Arabidopsis, Chlamydomonas,
and Synechocystis (Garcia-Cerdan et al. 2019; Kiss et al. 2019; Che
et al. 2022).
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CP confirms PBA1 and CGLD16 as PSlI-associated
proteins

Previously, CP of thylakoid membranes of the WT and the Ipa2
mutant identified PBA1 and CONSERVED IN THE GREEN
LINEAGE AND DIATOMS 16 (CGLD16) as PSII-associated proteins
(Spaniol et al. 2022). Both contain predicted single transmem-
brane helices and chloroplast transit peptides and have predicted
mature masses of 6.4 and 7.9 kDa, respectively. PBA1 is present
only in members of the green algae, brown algae, diatoms, and
Eustigmatophytes, while CGLD16 is conserved in the green lineage
and diatoms. CGLD16 comigrated with PSII monomers and RC47
in the WT and the lpa2 mutant (Spaniol et al. 2022), and we found
the same migration pattern for CGLD16 also for the WT and the
psb28 mutant in this work (Supplementary Fig. S14). In the WT,
PBA1 comigrated with PSII supercomplexes, dimers, monomers,
and RC47 and its abundance in these complexes was reduced in
the Ipa2 mutant, where the unassembled form was more abun-
dant (Spaniol et al. 2022). In this work, we found PBA1 to comigrate
with PSII supercomplexes only in the WT and with PSII mono-
mers/RC47 in both WT and psb28 (Fig. 6A; Supplementary Fig.
S12). These data confirm that PBA1l and CGLD16 might be
PSlI-associated proteins. Indeed, PBA1 was recently identified in
a cryo-EM structure of a PSII repair intermediate where it was
termed PRF2’ and found to induce conformational changes at
the DE-loop of D1 (Li et al. 2024).

CP confirms previously identified PSII assembly
factors and identifies factors with potential roles
in early PSII assembly

CP of the thylakoid membranes of WT and psb28 revealed 31 PSII
auxiliary factors in Chlamydomonas that were identified in all 3
replicates of WT and mutant and have been described in previous
studies in cyanobacteria and land plants (Supplementary
Table S1). Among these, 26 accumulated to higher levels in the
mutant compared to WT, potentially to compensate for impaired
PSII accumulation in the mutant. Six proteins were found to comi-
grate with early PSII assembly intermediates specifically in psb28
but not in Ipa2 or WT (Figs. 6B and 7; Supplementary Fig. S14).
These are PsbN, HCF136, HCF244, OHP2, TEFS5, and LHL4. All 6
comigrated with D1, D2, and PsbE in Band 18, where some PSII
monomers and RC47 were found as well. TEFS5, LHL4, and PsbN
also comigrated with RCII in Band 22 and TEF5, LHL4, HCF136,
and HCF244 accumulated in Bands 28 to 30 with D1 and PsbE
(Fig. 7). Most likely, the complex in Band 18 corresponds to the
RCII-like complex (Fig. 12), which, in land plants was found to con-
tain RCII (D1, D2, Psbl, E, F), tightly bound HCF244, OHP1 and
OHP2, and more loosely bound HCF173, HCF136, RBD1, APEL,
and LOW QUANTUM YIELD OF PHOTOSYNTHESIS 1 (LQY1) (Li
et al. 2018; Myouga et al. 2018; Maeda et al. 2022). This RCII-like
complex corresponds to RCII* in Synechocystis, which contains
RCII, Ycf48 (HCF136), Ycf39 (HCF244), high-light-inducible pro-
teins HIiC/D, RubA (RBD1), PsbN, CyanoP (PPL1), and Slr0575
(APE1) (Knoppova et al. 2014, 2022).

Of the components of this RCII-like complex found in the
Chlamydomonas psb28 mutant (Figs. 7 and 12), HCF244 and
OHP2 form the OHC complex together with OHP1 in land plants
and green algae, where the absence of any subunit results in se-
vere defects in PSII assembly (Link et al. 2012; Beck et al. 2017;
Hey and Grimm 2018; Li et al. 2018; Myouga et al. 2018; Maeda
et al. 2022; Wang et al. 2023). The OHC complex corresponds to
Ycf39 and HIiC/D in Synechocystis where these proteins were pro-
posed to play roles in the quenching of excess excitation energy

to protect early PSII assembly intermediates and in the delivery
of Chl to D1 (Knoppova et al. 2014, 2022; Staleva et al. 2015).

Ycf48 (HCF136) binds at lumenal regions of D1 already in the
D1moa and facilitates RCII formation. It prevents premature bind-
ing of manganese and other ions and might coordinate the pack-
ing of newly synthesized transmembrane helices of D1 with the
insertion of Chl and other cofactors and protect D1 from proteo-
lytic attack (Plucken et al. 2002; Komenda et al. 2008; Zhao et al.
2023). PsbN plays an important role in PSII assembly in plants,
but its precise role is not yet clear (Torabi et al. 2014; Komenda
et al. 2024).

TEF5 and LHL4 have not been detected in the RCII-like complex
in plants and algae before (Hey and Grimm 2018; Li et al. 2018;
Myouga et al. 2018; Maeda et al. 2022; Wang et al. 2023), possibly
because in those studies, the RCII-like complex was isolated in
WT backgrounds where it might form too transiently. TEF5 and
LHL4 have no orthologs in cyanobacteria, explaining their absence
in RCII*. As possible additional components of the RCII-like com-
plex, LHL4 and TEFS are discussed in more detail below.

LHL4 is an LHC-like protein sharing some
similarity with HliA-D

LHL4 has no assigned role in PSII assembly. LHL4 is an LHC-like
protein harboring 3 transmembrane domains of which the region
around the first transmembrane helix shares high sequence sim-
ilarity with the same region in PSBS and with cyanobacterial
HIiA-D (Supplementary Fig. S22) (Dannay et al. 2025). LHL4 is
uniquely found in green microalgae, and in Chlamydomonas,
the LHL4 gene is induced upon UV-B and high light treatment
(Teramoto et al. 2004, 2006; Dannay et al. 2025). LHL4 was found
to interact with PSII monomers via CP43 and CP47 with a role in
protecting PSII from photodamage. LHL4 is barely expressed
under low light conditions and interacts with PSII only in the pres-
ence of UV-Blight (Dannay et al. 2025). We were only able to detect
LHL4 in thylakoid membranes of the psb28 mutant, but not in
membranes of the WT or the Ipa2 mutant (Figs. 6B and 7;
Supplementary Fig. S14) (Spaniol et al. 2022). Hence, LHL4 present
in low light conditions appears to specifically attach to accumu-
lating early PSII assembly intermediates in psb28, such as the
RCII-like complex, RCII, and D1y, that did not accumulate in
the lpa2 mutant or WT. Alternatively, PSII assembly intermediates
accumulating in the psb28 mutant might trigger the upregulation
of LHL4 (e.g. via enhanced production of reactive oxygen species)
that then attaches to the present PSII assemblies. Most likely,
LHL4 protects these early PSII assembly intermediates from pho-
todamage or plays a role in binding Chl released from degrading
early PSII assemblies, as was proposed for HIiC/D in cyanobacteria
(Knoppova et al. 2014, 2022; Staleva et al. 2015). Since PSII appears
to accumulate normally in the [hl4 mutant (Dannay et al. 2025), it
is unlikely that LHL4 plays a direct role during PSII assembly.

TEFS is involved in PSII assembly in
Chlamydomonas, possibly by aiding in RCII
maturation for the correct incorporation

of the CP47 mod

Common features of TEF5 and PSB33/LIL8 are the similarity of the
predicted structures of their Rieske-like domains (Fig. 8B), their at-
tachment to the thylakoid membrane via transmembrane helices,
and their ability to interact with PSII and PSI (Fristedt et al.
2015, 2017; Kato et al. 2017) (Fig. 11, F and G). Moreover,
Chlamydomonas tef5 and Arabidopsis psb33/1il8 mutants share a
PSII phenotype with reduced accumulation of PSII core subunits,
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Figure 12. Working model for the place of action of TEFS and PSB28 during PSII assembly. The formation of the RCII complex from D104 (D1, Psbl, and
HCF136/Ycf48) and D2m0q (D2, PsbE, F, PPL1/CyanoP, and APE1/SIr0575) is facilitated by the OHC complex consisting of HCF244 and OHP1/2 in
chloroplasts and Ycf39 and HIiC/D in Synechocystis with roles in photoprotection and Chl delivery. TEF5, possibly with LHL4 and/or PSI, could play a
similar role as the OHC in photoprotection of RCII and pigment delivery or introduce a conformational change required for the correct assembly of CP47.
PsbN, RBD1/RubA, and LQY1 join the RCII-like complex for further maturation. The colored proteins in the RCII-like complex were found to comigratein
Band 18 of the CP experiment in the psb28 mutant. The white proteins were shown to be part of RCII-like in other studies. The RCII-like complex fuses
with the CP47,,04 to form RC47. PSB28 and other factors further mature RC47 for fusion with the CP43,,.4 to form RCCII. Several assembly factors leave
PSII during further assembly steps. Factors with roles in PSII assembly are shown in blue, Chl-containing core subunits are shown in green, and Chl-less

core subunits in orange.

which is constitutive in Chlamydomonas but emerges only under
certain environmental conditions in Arabidopsis (Fristedt et al.
2015, 2017; Cruz et al. 2016; Nilsson et al. 2020) (Fig. 8, D, E, and
G). Arabidopsis psb33/1i8 showed swollen thylakoids in blue
light potentially corresponding to the increased frequency of in-
terrupted thylakoid stacking in the Chlamydomonas tef5 mutant
grown in low light (Fig. 9B) (Nilsson et al. 2020). In the
Chlamydomonas tef5 mutant, in low light, PSII subunits accumu-
lated to 20% to 40% of WT levels (Fig. 8, D and E), with monomers,
dimers, and supercomplexes accumulating at a lower level
than WT and RC47 being undetectable, whereas RCII and
CP43,,0q4 Overaccumulated (Fig. 11, A and B). The PSII phenotype
was attenuated when the tef5 mutant was grown in the dark,
with PSII monomers, dimers, and supercomplexes accumulating
at higher levels and RCII at a lower level than in the light-grown
mutant, and RC47 became detectable (Fig. 11B).

We speculate that TEF5, possibly together with LHL4, associ-
ates already with the D1,,,4 and guides its assembly into RCII
and the RCII-like complex, accounting for their comigration with
these early PSII assemblies in Bands 28 to 30, 22, and 18 (Figs. 7
and 12). However, we cannot exclude that the smaller assemblies
are breakdown products of the RCII-like complex. Here, TEFS (to-
gether with LHL4 or PSI?) could play roles in cofactor delivery,
photoprotection, or in introducing a conformational change in
RCII that is required for the stable incorporation of CP47,,04 for
RC47 formation. RCII accumulating in the absence of TEF5
(Fig. 11, A and B) could represent an immature or damaged
form. The observation that less RCII, more RC47, and more func-
tional higher PSII assembly states accumulate in the dark-grown
tef5 mutant (Fig. 11, B and C) points to a role of TEF5 in photopro-
tection during PSII assembly. However, since the WT phenotype is
not entirely restored in the dark, photoprotection cannot be the
only function of TEFS. The strong accumulation of RC47 in dark-
versus light-grown WT cells points to a slower PSII monomer as-
sembly pace in the dark, which might facilitate correct CP47 04
incorporation into RCII even in the absence of TEFS and could
also explain the attenuated PSII phenotype in the dark-grown
tef5 mutant (Fig. 11B). In Synechocystis, an alternative pathway
for photoprotection and Chl delivery during RCII assembly by
Ycf39/Hlips was proposed to occur via PSI (Knoppova et al. 2014,
2022; Zhao et al. 2023). Here, it is interesting that TEF5 can bind
PSI (Fig. 11G), possibly suggesting that TEFS with LHL4 and/or
PSI may represent such an alternative pathway to HCF244/OHPs

respectively Ycf39/Hlips in RCII maturation. Itis tempting to spec-
ulate that the frequently occurring suppressor mutations ob-
served for Chlamydomonas ohp2 mutants (Wang et al. 2023)
somehow activate such an alternative pathway around TEFS5.

We suspect that in the absence of TEF5/PSB33, a fraction of PSII
is malformed, with defects such as a damaged Qg site, as observed
by Cruz et al. (2016). An even more effective protein quality
control system in Chlamydomonas than in Arabidopsis could ex-
plain why such malformed PSII assemblies are cleared in
Chlamydomonas, whereas they can persist in Arabidopsis. This
could be similar in psb28 mutants. The mild, pale-green pheno-
type of a rice psb28 knockout line suggests that some functional
PSII can be assembled in the absence of PSB28 (Jung et al. 2008),
whereas in the Chlamydomonas psb28 mutant, hardly any func-
tional PSII is made.

AlphaFold3 failed to predict an interaction of correctly ori-
ented TEF5/PSB33 with RCII. This could be explained by the bind-
ing of TEFS to RCII via one of the other RCII-associated proteins,
which we did not test (Fig. 12). However, AlphaFold3 predicted
TEF5/PSB33 to interact strongly with CP47/PsbH in PSII
(Supplementary Figs. S19 and S20), but the mutation of amino
acids constituting the contact sites between TEF5 and CP47/
PsbH did not abolish TEF5’s function in PSII assembly
(Supplementary Fig. 521). Possibly, the AlphaFold3 model is in-
correct. Alternatively, TEF5 might interact with CP47/PsbH in
PSII to exert another function in addition to thatin PSII assembly,
e.g. in balancing the excitation energy distribution between PSI
and PSII (Kato et al. 2017).

The clearly reduced synthesis rates of CP47 and PsbH in the
psb28 and tef5 mutants (Figs. 3 and 10) suggests that a similar
CES-like negative feedback control is at work in both. As was pro-
posed above, this might be directly or indirectly triggered by RCII
and CP43,,,q accumulating in both, psb28 and tef5. RCII and
CP43,04 did not accumulate in the Chlamydomonas lpa2 mutant,
where no reduced translation rates were observed for any PSII
core subunit (Spaniol et al. 2022).

Materials and methods

Strains and culture conditions

C. reinhardtiit WT CC-4533 and mutant strains LMJ.RY0402.193950
(psb28) and LMJ.RY0402.242855 (tef5) from the CLiP (Li et al.
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2016) were obtained from the Chlamydomonas Resource Center.
The psb28 mutant was transformed with plasmid pMBS687 to gen-
erate complemented lines psb28-c2 and psb28-c6. The tef5 mutant
was transformed with plasmids pMBS703 and pMBS756 to gener-
ate complemented lines tef5-c15 and tef5-HA, respectively, and
with plasmids pMBS1356-1371 to generate complemented lines
with point mutations in TEFS. Transformation was done via agita-
tion with glass beads (psb28 mutant) (Kindle 1990) and electropo-
ration (tef5 mutant) (Shimogawara et al. 1998). Unless indicated
otherwise, cultures were grown mixotrophically in TAP medium
(Kropat et al. 2011) on a rotatory shaker at 25 °C and ~30 ymol
photons m~? s™* provided by MASTER LEDtube HF 1,200 mm UO
16W830 T8 and 16W840 T8 (Philips). For high light exposure, cells
were grown to a density of 2~10° cells mL™", transferred to an
open 1-L beaker, placed on an orbital shaker, and exposed to
1,200 to 1,800 umol photons m=2 s~' provided by CF Grow
(CXB3590-X4). Cell densities were determined using a Z2 Coulter
Counter (Beckman Coulter). For spot tests, cells were grown to a
density of 3 to 5x10° cells mL™" and diluted in TAP medium
such that 10 uL contained 10% 10° or 10? cells. Ten microliters
of each dilution were spotted onto agar plates containing TAP me-
dium or HSM medium and incubated in low light (30 pmol pho-
tons m~2 s7%) for 72 h, high light (600 ymol photons m~2 s™%) for
72h, or in the dark for 96 h. HSM was prepared according to
Sueoka (1960), but using the trace solutions from Kropat et al.
(2011).

Cloning of constructs for complementing
the psb28 and tef5 mutants

The Chlamydomonas PSB28 coding sequence, including both in-
trons, was amplified by PCR from Chlamydomonas genomic
DNA in 2 fragments of 715 and 204 bp to remove an internal
Bsal site using primers PSB28-1/2 and PSB28-3/4, respectively
(Supplementary Table S2). The PCR products were cloned into
the recipient plasmid pAGM1287 (Weber et al. 2011) by restriction
with Bbsl and ligation with T4-DNA ligase, resulting in the Level 0
construct pMBS685 (Level O constructs contain gene parts). The
Synechocystis psb28-1 coding sequence, interrupted by the first
RBCS? intron, was synthesized by BioCat (Heidelberg) with opti-
mal Chlamydomonas codon usage and cloned into pAGM1287,
yielding Level 0 construct pMBS695. The Chlamydomonas TEF5
coding sequence, interrupted by the first 2 RBCS2 introns, was syn-
thesized by BioCat (Heidelberg) and cloned into pAGM1287, giving
Level 0 construct pMBS701. The B3-B4 Level 0 parts with the cod-
ing sequences were then complemented with Level 0 parts (pCM)
from the Chlamydomonas MoClo toolkit (Crozet et al. 2018;
Niemeyer et al. 2021) to fill the respective positions in Level 1 mod-
ules (containing transcription units) as follows: A1-B2, pCM0-020
(HSP70A-RBCS2 promoter+5’ UTR); B5, pCMO0-100 (3xHA) or
pCMO-101 (MultiStop); and B6, pCMO0-119 (RPL23 3'UTR). The
Level O parts and destination vector pICH47742 (Weber et al.
2011) were directionally assembled into Level 1 modules
PMBS686 (PSB28-3xHA), pMBS696 (SynPsb28-1-3xHA), pMBS702
(TEF5-MultiStop), and pMBS755 (TEF5-3xHA) with Bsal and
T4-DNA ligase. Level 1 modules were then combined with
pCM1-01 (Level 1 module with the aadA gene conferring resistance
to spectinomycin), with plasmid pICH41744 containing the proper
end-linker, and with destination vector pAGM4673 (Weber et al.
2011), digested with Bbsl, and ligated to yield Level 2 devices
PMBS687 (PSB28-3xHA), pMBS697 (SynPsb28-3xHA), pMBS703
(TEF5-MultiStop), and pMBS756 (TEF5-3xHA). Level 2 devices con-
tain multiple transcription units.

To introduce point mutations into TEF5, site-directed mutagen-
esis was performed via PCR (Q5 Site-Directed Mutagenesis Kit, NEB)
using pMBS703 as template and the primers listed in
Supplementary Table S2. The PCR products were combined and/
or circularized by restriction with BbsI and ligation with T4-DNA li-
gase resulting in Level 2 constructs pMBS1356 (W282A), pMBS1357
(Y223A), pMBS1358 (F216K), pMBS1359 (F170A), pMBS1360
(W282D), pMBS1361 (F170A/F216K), pMBS1363 (Y223A/W282A),
and pMBS1364 (F170A/F216 K/Y223A). Additionally, the TEF5
coding sequence harboring the mutations for F170A/F216K/
Y223A/W282A was synthesized by TWIST and cloned into
PAGM1287 by restriction with Bsal and ligation with T4-DNA li-
gase, yielding Level O construct pMBS1368, and subsequently
assembled together with the Level 0 parts listed above
(HSP70A-RBCS2 promoter + 5’ UTR, CDJ1 chloroplast transit pep-
tide, MultiStop, and RPL23 3'UTR) into Level 2 destination vector
PMBS807 (Niemeyer and Schroda 2022), yielding pMBS1371.
Correct cloning was verified by Sanger sequencing. All MoClo con-
structs employed and generated are listed in Supplementary
Table S3.

Production of recombinant PSB28
in Escherichia coli

The PSB28 coding region lacking the predicted chloroplast transit
peptide (Fig. 1A) was PCR-amplified from cDNA using oligonucleo-
tides PSB28-Bam and PSB28-Hind (Supplementary Table S2). The
resulting 438-bp PCR product was digested with BamHI and
HindIll and cloned into the pETDuet vector (Novagen)
(pMS1079), introducing an N-terminal 6xHis tag. Recombinant
PSB28 was produced in Escherichia coli ER2566 and purified by
Ni-NTA affinity chromatography. Recombinant CGE1 was pro-
duced and purified as described previously (Willmund et al. 2007).

Genotyping

3x10” Chlamydomonas cells were centrifuged at 3,500xg for
5 min. The pellet was resuspended in 250-uL water, followed by
the addition of 250-4L 100 mm Tris-HCl pH 8, 10 mm EDTA, 4%
SDS, and incubation with proteinase K for 1h at 55°C.
Subsequently, 80-uL 5M KCl and 70-uL CTAB/NaCl (10%/4%)
were added, followed by agitation at 65 °C for 10 min. DNA was ex-
tracted first with phenol/chloroform/isoamyl alcohol (25:24:1)
and then with chloroform/isoamyl alcohol (24:1). DNA was then
precipitated with isopropanol and washed with 70% EtOH. The
dried DNA pellet was dissolved in TE buffer (10 mm Tris-HCl pH
8, 1 mm EDTA) containing RNase. For PCR, genomic DNA, KAPA
GC reaction buffer and KAPA Hifi HotStart Polymerase (Roche),
1um betaine, 0.2 mm deoxynucleotide triphosphates, and 0.3 mu
of the respective primers were mixed, incubated at 95 °C for
3 min and subjected to 35 cycles of 98 °C for 20s, 63 °C for 20s,
and 72 °C for 90 s, followed by 75 s at 72 °C.

RT-qPCR

RNA extraction and RT-gPCR analysis were done as described
previously for the [pa2 mutant (Spaniol et al. 2022) using the pri-
mers for TEF5 and CBLP2 as housekeeping control listed in
Supplementary Table S2.

SDS-PAGE and immunoblot analyses

Cells were harvested by centrifugation and either frozen as pellets
at —20°C or directly processed. Frozen cell pellets were resus-
pended in sample buffer containing 62 mwm Tris-HCI, pH 6.8, 2%
(w/v) SDS, and 10% (u/v) glycerol, boiled for 1 min at 95 °C, cooled
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on ice for 2 min, and centrifuged at 18,500 x g and 25 °C. Samples
were diluted with sample buffer containing 50 mm DTT and 0.01%
bromophenol blue to 1 ug protein uL~*. Directly processed cells
were resuspended in DTT-SDS-sucrose buffer (0.1m Na,COs
0.1m DTT, 5% [w/v] SDS, 30% [w/v] sucrose), boiled for 2 min at
95 °C, and centrifuged at 12,000 x g and 25 °C for 5 min. Samples
were subjected to SDS-PAGE and semidry western blotting based
on 1 ug protein uL =" or 1 to 2 ug Chl. Antisera used were against D1
(Agrisera ASO5 084), D2 (Agrisera AS06 146), CP43 (Agrisera AS11
1787), CP47 (Agrisera AS04 038), LHCBM9 (M. Schroda, unpub-
lished data), PsaA (Agrisera ASO6 172), PSAD (Agrisera 1136 AS09
461), PSAN (M. Schroda, unpublished data), Cyt f (Pierre and
Popot 1993), CGE1 (Schroda et al. 2001), CF1f (Lemaire and
Wollman 1989), RPL1 (Ries et al. 2017), and the HA-tag
(Sigma-Aldrich H3663). Peptide antibodies against PSB28 and
TEF5 were produced by Pineda (Berlin). Anti-rabbit-HRP
(Sigma-Aldrich) was used as secondary antibody. Densitometric
band quantifications after immunodetections were done with
the FUSIONCapt software or the plug-in FijJi (Schindelin et al.
2012) of Image]. To identify differences in protein abundances,
2-tailed wunpaired t-tests were performed, followed by
Bonferroni-Holm correction for multiple testing when applicable
(Supplementary Data Set S5).

Pulse-chase labeling

Cells in the exponential growth phase (2x 10° cells mL™) from a
100-mL culture were harvested by centrifugation, washed with
minimum medium, and resuspended in 1/20th volume of mini-
mum medium. Cells were allowed to recover and to deplete their
intracellular carbon pool for 1.5 h under dim light (20 uE m=2 s7%)
and strong aeration at 25 °C; 10 um cycloheximide and 10 uCimL™?
Na-'C acetate (PerkinElmer: 56.6 mCi mM™) were then added
to the culture for the 7-min pulse. Cell samples, collected imme-
diately after centrifugation at 4 °C, were resuspended in ice-cold
0.1 M dithiothreitol and 0.1 M Na,COs, frozen in liquid nitrogen,
and kept at —80 °C until analysis. For chase experiments, pulse-
labeled cells were diluted in 35 mL of TAP medium containing
50 mm nonradioactive acetate and 250 ug mL™! CAP at 25 °C and
further incubated in this medium for 20 and 60 min. Cells were
then collected by centrifugation at 4 °C and treated as above.

BN-PAGE

BN-PAGE was performed with minor modifications according to
Jarvi et al. (2011). For the analysis of whole-cell proteins, 2 x 10°
cells (or 60-ug isolated thylakoids; see below) were centrifuged
for 5 min at 4,400 g, 4 °C, and resuspended in 750 uL of TMK buf-
fer (10 mwm Tris-HCI pH 6.8, 10 mm MgCl,, 20 mm KCI). After a fur-
ther centrifugation step for 2min at 2,150xg, 4°C, the pellet
was resuspended in 350-uL. ACA buffer (750 mm e-aminocaproic
acid, 50 mwm bis-Tris/HCl pH 7.0, 0.5 mm EDTA), mixed with 4 uL
of 25-fold protease inhibitor (Roche), and frozen at 80 °C. The sam-
ple was then thawed on ice and sonicated for 30 s (output: 25%,
cycle: 70%), followed by a 5-min centrifugation at 300xg and
4°C. The protein concentration of the supernatant was deter-
mined according to Bradford (1976), and the sample was diluted
with ACA buffer to 1.2 ug protein uL=". For solubilization, 225 uL
of the sample were mixed with 25 uL 10% B-DDM and incubated
on ice for 20 min. After a centrifugation for 10 min at 18,500x g
and 4 °C, 15-uL loading buffer (250 mwm e-aminocaproic acid, 75%
glycerol, 5% Coomassie Brilliant Blue 250 G) was added to the
supernatant, and samples were centrifuged several times at
18,500 x g and 4 °C until insoluble material was no longer present.
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Samples were then loaded on 4% to 15% BN acrylamide gels. Gels
were either stained with Coomassie Brilliant Blue, or the protein
complexes were transferred to PVDF membranes. For the latter,
the gel was incubated for 30 min in T2 buffer (25 mwm Tris-HCl
PpH 10.4, 20% isopropanol) containing 0.1% SDS and then for a fur-
ther 15min in T2 buffer without SDS. The PVDF membrane
(0.45 um) was soaked in methanol for 15 s and washed twice for
5 min with water. The membrane was then incubated in T2 buffer
for 10 min. Proteins were transferred onto the membrane by semi-
dry blotting using T1 buffer (25mwm Tris-HCl pH 9.8, 40 mm
e-aminocaproic acid, 20% isopropanol) containing 0.01% SDS.

For CP, WT and psb28 mutant were grown in 3 independent cul-
tures and thylakoids were isolated from harvested cells according
to Chua and Bennoun (1975) with minor modifications. Briefly, 2 x
10° cells were pelleted and washed with 25 mm HEPES-KOH, pH
7.5, 5mm MgCl,, and 0.3 m sucrose, before resuspending in the
same buffer supplemented with protease inhibitor (Roche). Cells
were then lysed using a BioNebulizer (Glas-Col) with an operating
N, pressure of 1.5 bar. After centrifugation at 3,500 x g for 10 min,
the pellet was washed with 5 mm HEPES-KOH, pH 7.5, 1 mm EDTA,
and 0.3 M sucrose before resuspending in 5 mm HEPES-KOH, pH
7.5, 1muM EDTA, and 1.8 m sucrose. After placing 1.3 and 0.5 m su-
crose layers in the same buffer on top and centrifugation at
100,000x g for 1h, intact thylakoids, floating between the 1.3 M
and 1.8m layers, were collected and diluted with 5mwum
HEPES-KOH, pH 7.5, and 1 mm EDTA.

In-gel digestion and MS for CP

Coomassie-stained BN-PAGE gel pieces were destained by re-
peated cycles of washing with 40 mm NH4HCO;5 for 5 min and incu-
bating in 70% acetonitrile for 15 min, until they were colorless.
They were then dehydrated completely by adding 100% acetoni-
trile for 5 min and dried under vacuum. Samples were then di-
gested by covering the gel pieces in 10-ng/uL trypsin in 40 mm
NH,HCOj3 and incubating them overnight at 37 °C, before first, hy-
drophilic peptides were extracted with 10% acetonitrile and 2%
formic acid for 20 min, and afterward, all other tryptic peptides
were extracted with 60% acetonitrile and 1% formic acid.
Samples were combined and desalted according to Rappsilber
et al. (2007). MS was performed as described previously
(Hammel et al. 2018; Spaniol et al. 2022).

The analysis of MS runs was performed using MaxQuant ver-
sion 1.6.0.16 (Cox and Mann 2008). Library generation for peptide
spectrum matching was based on the C. reinhardtii genome release
5.5 (Merchantetal. 2007) including chloroplast and mitochondrial
proteins. Oxidation of methionine and acetylation of the
N-terminus were considered as peptide modifications. Maximal
missed cleavages were set to 3 and peptide length to 6 amino
acids, the maximal mass to 6,000 Da. Thresholds for peptide
spectrum matching and protein identification were set by a false
discovery rate of 0.01. The MS proteomic data have been deposited
to the ProteomeXchange Consortium via the PRIDE (Perez-Riverol
et al. 2019) partner repository with the data set identifier
PXD023478. Total protein group intensities varied between sam-
ples. For sample normalization, the total ion intensity sum (TIS)
of every protein and gel slice was calculated for each of the 6 sam-
ples (3x WT and 3x mutant). Sample normalization was per-
formed by aligning protein group intensities of ATP synthase
subunits ATPC, atpl, atpE, atpF, atpB, atpA, ATPD, and ATPG using
the median of ratios method (Love et al. 2014). This resulted in a
single correction factor for each sample. Subsequently, every in-
tensity value was divided by its sample-specific correction factor,
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to equalize all TISs. For further analysis, proteins identified by
nonproteotypic peptides were discarded. Protein identifiers were
annotated with MapMan ontology terms, gene ontology terms,
and proposed subcellular localization (https:/doi.org/10.5281/
zenodo.6340413). A Welch test was performed for each protein
by considering the sums of all 36 normalized slice intensities for
each sample and testing 3 WT sums against 3 mutant sums.
The distance of the average migration profiles for every protein
was calculated as the Euclidean distance between WT and mu-
tant. To adjust for amplitude-introduced bias, each distance
was divided by the maximal average intensity of WT or mutant,
respectively. Data normalization and analysis were performed us-
ing FSharp.Stats (https:/doi.org/10.5281/zenodo.6337056). The
migration profiles were visualized using Plotly. NET (Schneider
et al. 2022).

Immunoprecipitation

Two hundred milliliters of culture was grown in HAP medium
(TAP in which Tris was replaced by 20 mm HEPES-KOH pH 7.0)
and supplied for 10 min with formaldehyde (0.37% final concen-
tration) for in vivo cross-linking; 100 mm Tris-HCl pH 8.0 was
added to the culture for quenching before cells were collected
by centrifugation for 5min at 2,500xg and 4 °C. The cell pellet
was resuspended in 1.5-mL TE buffer and frozen at —20 °C. After
thawing at 23 °C, 20-uL PMSF was added, and samples were frozen
in liquid nitrogen. After 2 more cycles of thawing and freezing,
50 uL were taken to determine the protein concentration, and
samples were centrifuged for 30 min at 18,000xg and 4 °C;
40 mm Tris-HCI pH 8, 150 mm NaCl, 1 mm MgCl,, 10 mum KCl, and
0.1% o-DDM were then added to the supernatant. The pellet was
resuspended in TNMK buffer (50 mm Tris-HCl pH 8, 150 mm
NaCl, 1mm MgCl,, 10 mm KCI) containing 1% o-DDM. Samples
were then mildly sonicated and centrifuged at 14,000xg and
4 °C for 10 min after a 5-min incubation on ice. The supernatants
were added to 20-uL HA-coupled magnetic beads (Pierce), and the
samples were incubated for 1.5h at 4 °C. After 3 washing steps
with TNMK buffer containing 0.05% Tween and 3 washing steps
with TNMK buffer, 100 uL of sample buffer (90 mm Tris-HCl, 20%
glycerol, 2% SDS) were added, and the samples were boiled for
1 min. The eluate was removed from the magnetic beads, mixed
with 50 mMm DTT, and boiled for an additional 10 min. The eluates
were then analyzed by SDS-PAGE and immunodetection or by MS.

Chl fluorescence measurements

Chl fluorescence was measured using a pulse amplitude-
modulated Mini-PAM fluorometer (Mini-PAM, H. Walz,
Effeltrich, Germany) essentially according to the manufacturer’s
protocol after 3 min of dark adaptation (0.6-s saturating pulse of
5,500 umol photons m™ s, gain=1). To identify differences be-
tween the analyzed strains, 2-tailed unpaired t-tests were per-
formed, followed by Bonferroni-Holm correction for multiple
testing when applicable.

Chl precursors

The tetrapyrrole biosynthesis intermediates and end-products
were analyzed by HPLC, essentially as described previously
(Brzezowski et al. 2014), on cultures grown in dark or in low light
(30 umol photons m™ s™4). In short, samples containing 1.2 x 10°
cells were centrifuged at 3,000xg for Smin at 4°C, and the
pellets were snap-frozen in liquid N,. Protoporphyrin IX,
Mg-protoporphyrin IX, Mg-protoporphyrin IX monomethylester,
protochlorophyllide, chlorophyllide, Chl a and b, and

pheophorbide were extracted in 500-uL cold (20 °C) acetone/
0.1 M NH,OH (9/1, v/v) with sonication, followed by a 3-step cycle
of resuspension and centrifugation using the same solution.
Heme extraction was performed on the remaining pellet using
100-uL acetone/HCl/DMSO (10/0.5/2, v/v/v) in the same 3-step
protocol. HPLC analyses were performed essentially as described
in Czarnecki et al. (2011). Values were normalized to pmol/10°
cells.

P700 decay kinetics

Measurements of P700+ reduction kinetics were conducted using
a Dual-PAM-100 instrument from Heinz Walz (Effeltrich,
Germany), with Chl concentrations set to 5 pug/mL. To fully oxidize
P700, a 50-ms multiple-turnover light pulse at an intensity of
10,000 ymol photons m™ s™* was administered following a
2-min dark incubation period. For WT, psb28, and complemented
lines, the reduction kinetics of P700+ were monitored without any
additions and in the presence of 100 ux DCMU. The average re-
sults from 4 separate experiments were fitted with single expo-
nential functions and analyzed as described previously (Bernat
et al. 2009). The presented values were calculated using 1-way
ANOVA analysis with the GraphPad Prism software.

Light, fluorescence, and TEM

Light microscopy was carried out with an Olympus BX53 micro-
scope using a UPlanXApo 100x lense, and Chl autofluorescence
WAS recorded with a Zeiss LSM 880 Axio Observer confocal micro-
scope using a 63x oil objective. Fluorescent signals (excitation
633 nm, detection 647 to 721 nm) were acquired using the Zeiss
software ZEN 2.3. Image processing was either conducted with
ZEN 2.3 or Image] (https://imagej.net/ij/). For TEM, cells were
harvested and initially fixed with 2.5% glutaraldehyde.
High-pressure freezing was performed using an EM HPM100
(Leica Microsystems, Wetzlar, Germany), followed by freeze sub-
stitution with 0.2% osmium tetroxide, 0.1% uranyl acetate, and
9% water in pure acetone in an EM AFS2 (Leica Microsystems)
for a duration of 42 h, as described by Peschke et al. (2013). The
samples were then embedded in Epon 812 resin and polymerized
at 63 °C for 48 h. Ultrathin sections (50-nm thickness) were pre-
pared with a 35° diamond knife (DIATOME, Nidau, Switzerland)
on an Ultracut E ultramicrotome (Leica Microsystems). These sec-
tions were mounted onto collodion-coated, 75-mesh copper grids
(Science Services GmbH, Munich, Germany), poststained with
80 mwm lead citrate in NaOH at pH 13, and analyzed using an EM
912 transmission electron microscope (Zeiss, Oberkochen,
Germany) equipped with an integrated OMEGA energy filter
operated in O-loss mode at 80kV. Image acquisition was
performed with a 2kx2k slow-scan CCD camera (Tréndle
Restlichtverstirkersysteme, Moorenweis, Germany).

Immunofluorescence microscopy

Formaldehyde was added to a final concentration of 4% to 1-mL
Chlamydomonas cells grown to log phase, followed by an incu-
bation at 4°C for 1h. Ten microliters of 0.1% poly-L-lysine
were applied to a microscopy slide, and 40 uL of fixed cells were
added. The slide was then placed into ice-cold methanol
for 6 min. Subsequently, the slide was washed 5 times with
phosphate-buffered saline (PBS). For permeabilization, cells
were incubated in PBS containing 2% Triton at 25 °C. After 5
more washing steps with PBS containing 5 mm MgCl,, the slide
was incubated in PBS containing 1% BSA, and the primary anti-
body was added (rabbit anti-D1, Agrisera ASO5 084, 1:10,000;
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mouse anti-HA, Pineda, 1:3,000), followed by an incubation over-
night. After 5 washes with PBS containing 1% BSA, the secondary
antibody (fluorescine-isothiocyanate-labeled goat anti-rabbit
[Sigma-Aldrich]; Alexa Fluor 488 goat anti-mouse [Thermo
Fisher Scientific], 1:500) was added followed by an incubation
for 1.5 h. Five last washes with PBS followed before microscopy
images were taken with the Zeiss LSM880 AxioObserver confocal
laser scanning microscope equipped with a Zeiss C-Apochromat
40x/1,2 W AutoCorr M27 water-immersion objective.
Fluorescent signals of FITC (excitation/emission 488 nm/493 to
553 nm) and Alexa Fluor 546 (excitation/emission 543nm/553
to 669 nm) were processed using the Zeiss software ZEN 2.3 or
Fiji software. For double labeling, images were acquired using se-
quential scan mode to avoid channel crosstalk.

Structural modeling

The complexes formed by TEF5 and PSB33 with the respective PSII
cores were predicted by AlphaFold2 (Jumper et al. 2021) and
AlphaFold3 (Abramson et al. 2024). We used a local AlphaFold2
installation through ColabFold (Mirdita et al. 2022) to predict
5 different complexes. Models were ranked based on the
ColabFold scoring tools IDDT (Mariani et al. 2013) and TM
(Zhang and Skolnick 2004). The predicted structures were subse-
quently minimized utilizing the AMBER force field optimization
(Weiner et al. 1984). Analogously, the complexes were predicted
using the AlphaFold3web server. As AlphaFold2 and AlphaFold3
gave comparable results, only the best-ranked AlphaFold3 struc-
tures were used for further interaction evaluation. Structural
similarities were evaluated using the Ca RMSD and TM score, cal-
culated with TM-align (Zhang and Skolnick 2005). The contact
network of the assembly factors TEF5 and PSB33 with RCII and
the PSII monomer were analyzed with MAXIMOBY/MOBY
(CHEOPS, Germany) and PyContact (Scheurer et al. 2018).

Sequence alignments, motif search, and pairwise
structure comparisons

Putative chloroplast transit peptides of PSB28 and TEF5 homologs
were predicted with TargetP (Almagro Armenteros et al. 2019) and
putative transmembrane helices with DeepTMHMM (Hallgren
et al,, 2022). Sequence motifs were searched by InterProScan
(Jones et al. 2014). Sequence alignments were done with
CLUSTALW (https://www.genome.jp/tools-bin/clustalw) and dis-
played with GeneDoc.

Accession numbers

Sequence data from this article can be found in Phytozome under
accession numbers Crel0.g440450 (PSB28) and Cre09.g411200
(TEFS). See also Supplementary Table S1.

Acknowledgments

We would like to thank Karin Gries for technical assistance. We
would like to express our gratitude to Andreas Klingl,
Biozentrum, LMU, Core Facility Electron Microscopy, to Nicole
Frankenberg-Dinkel, Microbiology, RPTU-Kaiserslautern, and to
Bernhard Grimm, Plant Physiology, Humboldt University Berlin
for providing access to their equipment.

Author contributions

J.L. and K.K. performed all experiments supported by S.Z., B.S,,
and L.S. B.V. evaluated the CP data supervised by T.M. F.S.

TEF5 is involved in early PSIl assembly | 23

generated all MS data. M.M. performed the pulse-chase experi-
ments supervised by Y.C. and F.-A.'W. M.O and S.G. recorded the
electron microscopy images, and D.S. recorded the confocal mi-
croscopy images. P.B. measured chlorophyll, precursors, and
breakdown products. J.Z. analyzed PSI kinetics supervised by
M.N. T.F. modeled the PSII-TEF5/PSB33 structures supervised by
T.R. M.S. conceived and supervised the project, evaluated the
data, and wrote the article with contributions from all authors.

Supplementary data

The following materials are available in the online version of this
article.

Supplementary Figure S1. Analysis of the CIB1 integration site
in the PSB28 gene by PCR and testing of the PSB28 peptide
antibody.

Supplementary Figure S2. Screening for complemented psb28
transformants.

Supplementary Figure S3. Analysis of Chl precursor contents
in psb28 mutant and WT.

Supplementary Figure S4. Collection of light microscopy and
fluorescence microscopy images of WT, tef5, and psb28.

Supplementary Figure S5. Collection of electron micrographs
from thylakoids of WT, tef5, and psb28.

Supplementary Figure S6. Analysis of PSII complex assembly,
subunit accumulation, and functionality in dark-grown cells.

Supplementary Figure S7. Analysis of oligomerization ca-
pacity of recombinant PSB28 and quantification of cellular
PSB28 abundance.

Supplementary Figure S8. Monitoring kinetics of PSII repair
after photoinhibition in the psb28 mutant.

Supplementary Figure S9. Monitoring kinetics of PSII resynthe-
sis in the psb28 mutant after sulfur starvation.

Supplementary Figure S10. Construct for the expression of
Synechocystis Psb28-1 and analysis of transformants in the psb28
mutant background.

Supplementary Figure S11. BN-PAGE for CP.

Supplementary Figure S12. Comparison of BN-PAGE migra-
tion profiles of PSII core subunits and of the PSII-associated pro-
tein PBA1.

Supplementary Figure S13. Comparison of BN-PAGE migra-
tion profiles of thylakoid membrane protease FTSH1/2 and kinase
STL1.

Supplementary Figure S14. Comparison of BN-PAGE migra-
tion profiles of PSII core subunits, of known PSII auxiliary factors,
and other auxiliary factors.

Supplementary Figure S15. Analysis of the CIB1 integration
site in the TEF5 gene by PCR and of TEFS protein in the tef5 mutant
and in complemented lines.

Supplementary Figure S16. Screening for complemented tef5
transformants.

Supplementary Figure S17. Monitoring kinetics of PSII repair
after photoinhibition.

Supplementary Figure S18. Monitoring kinetics of PSII resyn-
thesis in the tef5 mutant after sulfur starvation.

Supplementary Figure S19. Predicted TEF5/PSB33-PSII core
complexes.

Supplementary Figure S20. Predicted contact sites of TEFS
with CP47 and PsbH in Chlamydomonas PSIIL.

Supplementary Figure S21. Complementation analysis of the
tef5 mutant with TEF5 carrying amino acid exchanges at residues
predicted to mediate its interaction with CP47.

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


https://www.genome.jp/tools-bin/clustalw
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data

24 | The Plant Cell, 2025, Vol. 37, No. 6

Supplementary Figure S22. Alignment of N-terminal regions
of green algal LHL4 and PSBS proteins with cyanobacterial HIiA-D.

Supplementary Table S1. Proteins involved in PSII assembly,
repair, or complex dynamics in Arabidopsis or Synechocystis that
have clear homologs in Chlamydomonas and are present with 3
replicates each for WT and psb28 mutant in the CP data set.

Supplementary Table S2. Primers used for genotyping, clon-
ing, and RT-PCR.

Supplementary Table S3. MoClo constructs employed and
generated.

Supplementary Data Set S1. LC-MS/MS analysis of PSB28
immunoprecipitates.

Supplementary Data Set S2. Interactive CP data set.

Supplementary Data Set S3. Heat maps of all proteins found in
the CP data set in the WT and the psb28 mutant.

Supplementary Data Set S4. LC-MS/MS analysis of TEFS
immunoprecipitates.

Supplementary Data Set S5. Compilation of statistical
analyses.

Funding

This work was supported by the Deutsche Forschungsgemeinschaft
(FOR 2092; RTG 2737; SFB/TRR175, project C02) and the Profilbereich
BioComp.

Conflict of interest statement. None declared.

Data availability

The data underlying this article are available in the article and in
its online supplementary material.

References

Abramson ], Adler J, Dunger J, Evans R, Green T, Pritzel A,
Ronneberger O, Willmore L, Ballard AJ, Bambrick J, et al.
Accurate structure prediction of biomolecular interactions with
AlphaFold 3. Nature. 2024:630(8016):493-500. https://doi.org/10.
1038/s41586-024-07487-w

Almagro Armenteros JJ, Salvatore M, Emanuelsson O, Winther O, von
Heijne G, Elofsson A, Nielsen H. Detecting sequence signals in tar-
geting peptides using deep learning. Life Sci Alliance. 2019:2(5):
€201900429. https://doi.org/10.26508/1sa.201900429

Anbudurai PR, Mor TS, Ohad I, Shestakov SV, Pakrasi HB. The ctpA
gene encodes the C-terminal processing protease for the D1 pro-
tein of the photosystem Il reaction center complex. Proc Natl Acad
Sci U S A. 1994:91(17):8082-8086. https://doi.org/10.1073/pnas.91.
17.8082

Armbruster U, Zuhlke ], Rengstl B, Kreller R, Makarenko E, Ruhle T,
Schunemann D, Jahns P, Weisshaar B, Nickelsen J, et al. The
Arabidopsis thylakoid protein PAM68 is required for efficient D1
biogenesis and photosystem II assembly. Plant Cell. 2010:22(10):
3439-3460. https://doi.org/10.1105/tpc.110.077453

Baier T, Wichmann J, Kruse O, Lauersen KJ. Intron-containing algal
transgenes mediate efficient recombinant gene expression in
the green microalga Chlamydomonas reinhardtii. Nucleic Acids Res.
2018:46(13):6909-6919. https://doi.org/10.1093/nar/gky532

Beck J, Lohscheider JN, Albert S, Andersson U, Mendgen KW,
Rojas-Stiitz MC, Adamska I, Funck D. Small one-helix proteins
are essential for photosynthesis in Arabidopsis. Front Plant Sci.
2017:8:7. https://doi.org/10.3389/fpls.2017.00007

Beckova M, Gardian Z, Yu]J, Konik P, Nixon PJ, Komenda J. Association
of Psb28 and Psb27 proteins with PSII-PSI supercomplexes upon

exposure of Synechocystis sp. PCC 6803 to high light. Mol Plant.
2017:10(1):62-72. https://doi.org/10.1016/j.molp.2016.08.001

Bernét G, Waschewski N, Rogner M. Towards efficient hydrogen pro-
duction: the impact of antenna size and external factors on elec-
tron transport dynamics in Synechocystis PCC 6803. Photosynth Res.
2009:99(3):205-216. https://doi.org/10.1007/s11120-008-9398-7

Bhuiyan NH, Friso G, Poliakov A, Ponnala L, van Wijk KJ. MET1 is a
thylakoid-associated TPR protein involved in photosystem II
supercomplex formation and repair in Arabidopsis. Plant Cell.
2015:27(1):262-285. https://doi.org/10.1105/tpc.114.132787

Bialek W, Wen S, Michoux F, Beckova M, Komenda J, Murray JW,
Nixon PJ. Crystal structure of the Psb28 accessory factor of
Thermosynechococcus elongatus photosystem 1II at 2.3 A. Photosynth
Res. 2013:117(1-3):375-383. https://doi.org/10.1007/s11120-013-
9939-6

Boehm M, Romero E, Reisinger V, Yu ], Komenda J, Eichacker LA,
Dekker JP, Nixon PJ. Investigating the early stages of photosystem
II assembly in Synechocystis sp. PCC 6803: isolation of CP47 and
CP43 complexes. ] Biol Chem. 2011:286(17):14812-14819. https:/
doi.org/10.1074/jbc.M110.207944

Boehm M, Yu J, Reisinger V, Beckova M, Eichacker LA, Schlodder E,
Komenda J, Nixon PJ. Subunit composition of CP43-less photosys-
tem II complexes of Synechocystis sp. PCC 6803: implications for
the assembly and repair of photosystem II. Philos Trans R Soc
Lond B Biol Sci. 2012:367(1608):3444-3454. https://doi.org/10.1098/
1rstb.2012.0066

Bonardi V, Pesaresi P, Becker T, Schleiff E, Wagner R, Pfannschmidt T,
Jahns P, Leister D. Photosystem II core phosphorylation and photo-
synthetic acclimation require two different protein kinases. Nature.
2005:437(7062):1179-1182. https://doi.org/10.1038/nature04016

Bradford MM. A rapid and sensitive method for the quantitation of
microgram quantities of protein utilizing the principle of protein-
dye binding. Anal Biochem. 1976:72(1-2):248-254. https://doi.org/
10.1016/0003-2697(76)90527-3

Bricker TM, Roose JL, Fagerlund RD, Frankel LK, Eaton-Rye JJ. The ex-
trinsic proteins of photosystem II. Biochim Biophys Acta.
2012:1817(1):121-142. https://doi.org/10.1016/j.bbabio.2011.07.006

Brzezowski P, Schlicke H, Richter A, Dent RM, Niyogi KK, Grimm B.
The GUN4 protein plays a regulatory role in tetrapyrrole biosyn-
thesis and chloroplast-to-nucleus signalling in Chlamydomonas
reinhardtii. Plant J. 2014:79(2):285-298. https://doi.org/10.1111/tpj.
12560

Caffarri S, Kouril R, Kereiche S, Boekema EJ, Croce R. Functional ar-
chitecture of higher plant photosystem II supercomplexes.
EMBO J. 2009:28(19):3052-3063. https://doi.org/10.1038/emboj.
2009.232

Calderon RH, de Vitry C, Wollman FA, Niyogi KK. Rubredoxin 1 pro-
motes the proper folding of D1 and is not required for heme b(559)
assembly in Chlamydomonas photosystem II. J Biol Chem.
2023:299(3):102968. https:/doi.org/10.1016/j.jbc.2023.102968

Che L, Meng H, Ruan J, Peng L, Zhang L. Rubredoxin 1 is required for
formation of the functional photosystem II core complex in
Arabidopsis thaliana. Front Plant Sci. 2022:13:824358. https:/doi.
org/10.3389/fpls.2022.824358

ChelP,Ruan], Xin Q, ZhangL, GaoF, CaiL, Zhang], Chen S, ZhangH,
Rochaix J-D, et al. RESISTANCE TO PHYTOPHTHORA1 promotes
cytochrome b559 formation during early photosystem II biogen-
esis in Arabidopsis. Plant Cell. 2024:36(10):4143-4167. https://doi.
0rg/10.1093/plcell/koael96

Che Y, Kusama S, Matsui S, Suorsa M, Nakano T, Aro E-M, Ifuku K.
Arabidopsis PsbP-like protein 1 facilitates the assembly of the
photosystem 1I supercomplexes and optimizes plant fitness

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
http://academic.oup.com/plcell/article-lookup/doi/10.1093/plcell/koaf055#supplementary-data
https://doi.org/10.1038/s41586-024-07487-w
https://doi.org/10.1038/s41586-024-07487-w
https://doi.org/10.26508/lsa.201900429
https://doi.org/10.1073/pnas.91.17.8082
https://doi.org/10.1073/pnas.91.17.8082
https://doi.org/10.1105/tpc.110.077453
https://doi.org/10.1093/nar/gky532
https://doi.org/10.3389/fpls.2017.00007
https://doi.org/10.1016/j.molp.2016.08.001
https://doi.org/10.1007/s11120-008-9398-7
https://doi.org/10.1105/tpc.114.132787
https://doi.org/10.1007/s11120-013-9939-6
https://doi.org/10.1007/s11120-013-9939-6
https://doi.org/10.1074/jbc.M110.207944
https://doi.org/10.1074/jbc.M110.207944
https://doi.org/10.1098/rstb.2012.0066
https://doi.org/10.1098/rstb.2012.0066
https://doi.org/10.1038/nature04016
https://doi.org/10.1016/0003-2697(76)90527-3
https://doi.org/10.1016/0003-2697(76)90527-3
https://doi.org/10.1016/j.bbabio.2011.07.006
https://doi.org/10.1111/tpj.12560
https://doi.org/10.1111/tpj.12560
https://doi.org/10.1038/emboj.2009.232
https://doi.org/10.1038/emboj.2009.232
https://doi.org/10.1016/j.jbc.2023.102968
https://doi.org/10.3389/fpls.2022.824358
https://doi.org/10.3389/fpls.2022.824358
https://doi.org/10.1093/plcell/koae196
https://doi.org/10.1093/plcell/koae196

under fluctuating light. Plant Cell Physiol. 2020:61(6):1168-1180.
https://doi.org/10.1093/pcp/pcaad4s

Choquet Y, Wollman F-A. Chapter 19—the assembly of photosyn-
thetic proteins. In: Grossman AR, Wollman F-A, editors. The
Chlamydomonas sourcebook. 3rd ed. London: Academic Press;
2023. p. 615-646.

Chua NH, Bennoun P. Thylakoid membrane polypeptides of
Chlamydomonas reinhardtii: wild-type and mutant strains deficient
in photosystem II reaction center. Proc Natl Acad Sci U S A.
1975:72(6):2175-2179. https://doi.org/10.1073/pnas.72.6.2175

Cox J, Mann M. MaxQuant enables high peptide identification rates,
individualized p.p.b.-range mass accuracies and proteome-wide
protein quantification. Nat Biotechnol. 2008:26(12):1367-1372.
https://doi.org/10.1038/nbt.1511

Crozet P, Navarro FJ, Willmund F, Mehrshahi P, Bakowski K, Lauersen
KJ, Perez-Perez ME, Auroy P, Gorchs Rovira A, Sauret-Gueto S,
et al. Birth of a photosynthetic chassis: a MoClo toolkit enabling
synthetic biology in the microalga Chlamydomonas reinhardtii.
ACS Synth Biol. 2018:7(9):2074-2086. https:/doi.org/10.1021/
acssynbio.8b00251

Cruz JA, Savage LJ, Zegarac R, Hall CC, Satoh-Cruz M, Davis GA,
Kovac WK, Chen J, Kramer DM. Dynamic environmental photo-
synthetic imaging reveals emergent phenotypes. Cell Syst.
2016:2(6):365-377. https:/doi.org/10.1016/j.cels.2016.06.001

Czarnecki O, Peter E, Grimm B. Methods for analysis of photosyn-
thetic pigments and steady-state levels of intermediates of tetra-
pyrrole biosynthesis. Methods Mol Biol. 2011:775:357-385. https:/
doi.org/10.1007/978-1-61779-237-3_20

Dannay M, Bertin C, Cavallari E, Albanese P, Tolleter D, Giustini C,
Menneteau M, Brugiére S, Couté Y, Finazzi G, et al
Photoreceptor-induced LHL4 protects photosystem II in
Chlamydomonas reinhardtii. Proc Natl Acad Sci U S A. 2025:122(7):
€2418687122. https://doi.org/10.1073/pnas.2418687122

de Vitry C, Olive ], Drapier D, Recouvreur M, Wollman FA.
Posttranslational events leading to the assembly of photosystem
II protein complex: a study using photosynthesis mutants from
Chlamydomonas  reinhardtii. J Cell Biol. 1989:109(3):991-1006.
https://doi.org/10.1083/jcb.109.3.991

Dobakova M, Sobotka R, Tichy M, Komenda J. Psb28 protein is in-
volved in the biogenesis of the photosystem II inner antenna
CP47 (PsbB) in the cyanobacterium Synechocystis sp. PCC 6803.
Plant Physiol. 2009:149(2):1076-1086. https://doi.org/10.1104/pp.
108.130039

Dobakova M, Tichy M, Komenda J. Role of the PsbI protein in photo-
system II assembly and repair in the cyanobacterium
Synechocystis sp. PCC 6803. Plant Physiol. 2007:145(4):1681-1691.
https://doi.org/10.1104/pp.107.107805

Engel BD, Schaffer M, Kuhn Cuellar L, Villa E, Plitzko JM, Baumeister
W. Native architecture of the Chlamydomonas chloroplast re-
vealed by in situ cryo-electron tomography. eLife. 2015:4:e04889.
https://doi.org/10.7554/eLife.04889

Fristedt R, Herdean A, Blaby-Haas CE, Mamedov F, Merchant SS, Last
RL, Lundin B. PHOTOSYSTEM II PROTEIN33, a protein conserved
in the plastid lineage, is associated with the chloroplast thylakoid
membrane and provides stability to photosystem II supercom-
plexes in Arabidopsis. Plant Physiol. 2015:167(2):481-492. https:/
doi.org/10.1104/pp.114.253336

Fristedt R, Trotta A, Suorsa M, Nilsson AK, Croce R, Aro E-M, Lundin
B. PSB33 sustains photosystem II D1 protein under fluctuating
light conditions. J Exp Bot. 2017:68(15):4281-4293. https://doi.org/
10.1093/jxb/erx218

Garcia-Cerdan JG, Furst AL, McDonald KL, Schunemann D, Francis
MB, Niyogi KK. A thylakoid membrane-bound and redox-active

TEF5 is involved in early PSIl assembly | 25

rubredoxin (RBD1) functions in de novo assembly and repair of
photosystem II. Proc Natl Acad Sci U S A. 2019:116(33):16631-16640.
https://doi.org/10.1073/pnas.1903314116

Girard-Bascou J, Pierre Y, Drapier D. A nuclear mutation affects the
synthesis of the chloroplast psbA gene production Chlamydomonas
reinhardtii. Curr Genet. 1992:22(1):47-52. https:/doi.org/10.1007/
BF00351741

Hallgren ], Tsirigos KD, Pedersen MD, Almagro Armenteros JJ,
Marcatili P, Nielsen H, Krogh A, Winther O. DeepTMHMM predicts
alpha and beta transmembrane proteins using deep neural net-
works. bioRxiv 487609. https://doi.org/10.1101/2022.04.08.487609,
10 April 2022, preprint: not peer reviewed.

Hammel A, Sommer F, Zimmer D, Stitt M, Muhlhaus T, Schroda M.
Overexpression of sedoheptulose-1,7-bisphosphatase enhances
photosynthesis in Chlamydomonas reinhardtii and has no effect
on the abundance of other Calvin-Benson cycle enzymes. Front
Plant Sci. 2020:11:868. https://doi.org/10.3389/fpls.2020.00868

Hammel A, Zimmer D, Sommer F, Mithlhaus T, Schroda M. Absolute
quantification of major photosynthetic protein complexes in
Chlamydomonas reinhardtii using quantification concatamers
(QconCATS). Front Plant Sci. 2018:9:1265. https://doi.org/10.3389/
fpls.2018.01265

Heide H, Bleier L, Steger M, AckermannJ, Drose S, Schwamb B, Zornig
M, Reichert AS, Koch I, Wittig I, et al. Complexome profiling iden-
tifies TMEM126B as a component of the mitochondrial complex I
assembly complex. Cell Metab. 2012:16(4):538-549. https://doi.org/
10.1016/j.cmet.2012.08.009

Heide H, Wittig I. Methods to analyse composition and dynamics of
macromolecular complexes. Biochem Soc Trans. 2013:41(5):
1235-1241. https://doi.org/10.1042/BST20130153

Hey D, Grimm B. ONE-HELIX PROTEIN2 (OHP2) is required for the
stability of OHP1 and assembly factor HCF244 and is functionally
linked to PSII biogenesis. Plant Physiol. 2018:177(4):1453-1472.
https://doi.org/10.1104/pp.18.00540

Jarvi S, Suorsa M, Paakkarinen V, Aro EM. Optimized native gel sys-
tems for separation of thylakoid protein complexes: novel super-
and mega-complexes. Biochem J. 2011:439(2):207-214. https://doi.
0rg/10.1042/BJ20102155

Jones P, Binns D, Chang H-Y, Fraser M, Li W, McAnulla C, McWilliam
H, Maslen J, Mitchell A, Nuka G, et al. InterProScan 5:
genome-scale protein function classification. Bioinformatics
(Oxford, England). 2014:30(9):1236-1240. https://doi.org/10.1093/
bioinformatics/btu031

Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O,
Tunyasuvunakool K, Bates R, Zidek A, Potapenko A, et al.
Highly accurate protein structure prediction with AlphaFold.
Nature. 2021:596(7873):583-589. https://doi.org/10.1038/s41586-
021-03819-2

Jung K-H, Lee ], Dardick C, Seo Y-S, Cao P, Canlas P, Phetsom J, Xu X,
Ouyang S, An K, et al. Identification and functional analysis of
light-responsive unique genes and gene family members in rice.
PLoS Genet. 2008:4(8):e1000164. https://doi.org/10.1371/journal.
pgen.1000164

Kashino Y, Lauber WM, Carroll JA, Wang Q, Whitmarsh J, Satoh K,
Pakrasi HB. Proteomic analysis of a highly active photosystem II
preparation from the cyanobacterium Synechocystis sp. PCC
6803 reveals the presence of novel polypeptides. Biochemistry.
2002:41(25):8004-8012. https://doi.org/10.1021/bi026012+

Kato Y, Yokono M, Akimoto S, Takabayashi A, Tanaka A, Tanaka R.
Deficiency of the stroma-lamellar protein LIL8/PSB33 affects en-
ergy transfer around PSI in Arabidopsis. Plant Cell Physiol.
2017:58(11):2026-2039. https://doi.org/10.1093/pcp/pex124

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


https://doi.org/10.1093/pcp/pcaa045
https://doi.org/10.1073/pnas.72.6.2175
https://doi.org/10.1038/nbt.1511
https://doi.org/10.1021/acssynbio.8b00251
https://doi.org/10.1021/acssynbio.8b00251
https://doi.org/10.1016/j.cels.2016.06.001
https://doi.org/10.1007/978-1-61779-237-3_20
https://doi.org/10.1007/978-1-61779-237-3_20
https://doi.org/10.1073/pnas.2418687122
https://doi.org/10.1083/jcb.109.3.991
https://doi.org/10.1104/pp.108.130039
https://doi.org/10.1104/pp.108.130039
https://doi.org/10.1104/pp.107.107805
https://doi.org/10.7554/eLife.04889
https://doi.org/10.1104/pp.114.253336
https://doi.org/10.1104/pp.114.253336
https://doi.org/10.1093/jxb/erx218
https://doi.org/10.1093/jxb/erx218
https://doi.org/10.1073/pnas.1903314116
https://doi.org/10.1007/BF00351741
https://doi.org/10.1007/BF00351741
https://doi.org/10.1101/2022.04.08.487609
https://doi.org/10.3389/fpls.2020.00868
https://doi.org/10.3389/fpls.2018.01265
https://doi.org/10.3389/fpls.2018.01265
https://doi.org/10.1016/j.cmet.2012.08.009
https://doi.org/10.1016/j.cmet.2012.08.009
https://doi.org/10.1042/BST20130153
https://doi.org/10.1104/pp.18.00540
https://doi.org/10.1042/BJ20102155
https://doi.org/10.1042/BJ20102155
https://doi.org/10.1093/bioinformatics/btu031
https://doi.org/10.1093/bioinformatics/btu031
https://doi.org/10.1038/s41586-021-03819-2
https://doi.org/10.1038/s41586-021-03819-2
https://doi.org/10.1371/journal.pgen.1000164
https://doi.org/10.1371/journal.pgen.1000164
https://doi.org/10.1021/bi026012+
https://doi.org/10.1093/pcp/pcx124

26 | The Plant Cell, 2025, Vol. 37, No. 6

Keller J-M, Frieboes MJ, Jodecke L, Kappel S, Wulff N, Rindfleisch T,
Sandoval-Ibanez O, Gerlach I, Thiele W, Bock R, et al
Eukaryote-specific assembly factor DEAP2 mediates an early
step of photosystem II assembly in Arabidopsis. Plant Physiol.
2023:193(3):1970-1986. https://doi.org/10.1093/plphys/kiad446

Kindle KL. High-frequency nuclear transformation of Chlamydomonas
reinhardtii. Proc Natl Acad Sci U S A. 1990:87(3):1228-1232. https://
doi.org/10.1073/pnas.87.3.1228

Kiss E, Knoppovéa J, Aznar GP, PilnyJ, YuJ, Halada P, Nixon PJ, Sobotka
R, Komenda J. A photosynthesis-specific rubredoxin-like protein
is required for efficient association of the D1 and D2 proteins dur-
ing the initial steps of photosystem II assembly. Plant Cell.
2019:31(9):2241-2258. https://doi.org/10.1105/tpc.19.00155

Klimmek F, Sjodin A, Noutsos C, Leister D, Jansson S. Abundantly
and rarely expressed Lhc protein genes exhibit distinct regulation
patterns in plants. Plant Physiol. 2006:140(3):793-804. https:/doi.
0rg/10.1104/pp.105.073304

Knoppova J, Sobotka R, Tichy M, Yu J, Konik P, Halada P, Nixon PJ,
Komenda J. Discovery of a chlorophyll binding protein complex
involved in the early steps of photosystem II assembly in
Synechocystis. Plant Cell. 2014:26(3):1200-1212. https://doi.org/10.
1105/tpc.114.123919

Knoppova J, Sobotka R, Yu J, Beckova M, Pilny J, Trinugroho JP,
Csefalvay L, Bina D, Nixon PJ, Komenda J. Assembly of D1/D2
complexes of photosystem II: binding of pigments and a network
of auxiliary proteins. Plant Physiol. 2022:189(2):790-804. https:/
doi.org/10.1093/plphys/kiac045

Knoppova ], Yu]J, Konik P, Nixon PJ, Komenda J. Cyanop is involved in
the early steps of photosystem Il assembly in the cyanobacterium
Synechocystis sp. PCC 6803. Plant Cell Physiol. 2016:57(9):1921-1931.
https://doi.org/10.1093/pcp/pcw115

KomendaJ, NickelsenJ, Tichy M, Prasil O, Eichacker LA, Nixon PJ. The
cyanobacterial homologue of HCF136/YCF48 is a component of
an early photosystem II assembly complex and is important for
both the efficient assembly and repair of photosystem II in
Synechocystis sp. PCC 6803. ] Biol Chem. 2008:283(33):22390-22399.
https://doi.org/10.1074/jbc.M801917200

Komenda ], Reisinger V, Muller BC, Dobakova M, Granvogl B,
Eichacker LA. Accumulation of the D2 protein is a key regulatory
step for assembly of the photosystem II reaction center complex
in Synechocystis PCC 6803. ] Biol Chem. 2004:279(47):48620-48629.
https://doi.org/10.1074/jbc.M405725200

Komenda J, Sobotka R, Nixon PJ. The biogenesis and maintenance of
photosystem II: recent advances and current challenges. Plant
Cell. 2024:36(10):3997-4013. https://doi.org/10.1093/plcell/koae082

Kouril R, Oostergetel GT, Boekema EJ. Fine structure of granal thyla-
koid membrane organization using cryo electron tomography.
Biochim Biophys Acta. 2011:1807(3):368-374. https://doi.org/10.
1016/j.bbabio.2010.11.007

Kropat], Hong-Hermesdorf A, Casero D, Ent P, Castruita M, Pellegrini
M, Merchant SS, Malasarn D. A revised mineral nutrient supple-
ment increases biomass and growth rate in Chlamydomonas rein-
hardtii. Plant J. 2011:66(5):770-780. https:/doi.org/10.1111/}.1365-
313X.2011.04537.x

Lemaire C, Wollman FA. The chloroplast ATP synthase in
Chlamydomonas reinhardtii. I. Characterization of its nine constitu-
tive subunits. J Biol Chem. 1989:264(17):10228-10234. https://doi.
0rg/10.1016/50021-9258(18)81789-6

LiA, YouT, Pang X, WangY, Tian L, Li X, Liu Z. Structural basis for an
early stage of the photosystem II repair cycle in Chlamydomonas
reinhardtii. Nat Commun. 2024:15(1):5211. https://doi.org/10.1038/
$41467-024-49532-2

LiW, Guo]J, Han X, Da X, WangK, Zhao H, Huang ST, Li B, He H, JiangR,
et al. Anovel protein domain is important for photosystem II com-
plex assembly and photoautotrophic growth in angiosperms. Mol
Plant. 2023:16(2):374-392. https://doi.org/10.1016/j.molp.2022.12.
016

Li X, Zhang R, Patena W, Gang SS, Blum SR, Ivanova N, Yue R,
Robertson JM, Lefebvre PA, Fitz-Gibbon ST, et al. An indexed,
mapped mutant library enables reverse genetics studies of bio-
logical processes in Chlamydomonas reinhardtii. Plant Cell.
2016:28(2):367-387. https://doi.org/10.1105/tpc.15.00465

LiY, Liu B, Zhang]J, Kong F, Zhang L, Meng H, Li W, Rochaix J-D, Li D,
Peng L. OHP1, OHP2, and HCF244 form a transient functional
complex with the photosystem II reaction center. Plant Physiol.
2018:179(1):195-208. https://doi.org/10.1104/pp.18.01231

Link S, Engelmann K, Meierhoff K, Westhoff P. The atypical short-
chain dehydrogenases HCF173 and HCF244 are jointly involved
in translational initiation of the psbA mRNA of Arabidopsis.
Plant Physiol. 2012:160(4):2202-2218. https://doi.org/10.1104/pp.
112.205104

Liu Z, WangY, Wang C, Li A. Reassembly of photosystem Il in the re-
pair process involves multiple intermediate complexes associ-
ated with TEF30. Research Square. https:/doi.org/10.21203/rs.3.
rs-4937742/v1, 3 September 2024, preprint: not peer reviewed.

Longoni FP, Goldschmidt-Clermont M. Thylakoid protein phosphor-
ylation in chloroplasts. Plant Cell Physiol. 2021:62(7):1094-1107.
https://doi.org/10.1093/pcp/pcab043

Love MI, Huber W, Anders S. Moderated estimation of fold change
and dispersion for RNA-seq data with DESeq2. Genome Biol.
2014:15(12):550. https:/doi.org/10.1186/s13059-014-0550-8

Lu Y. Identification and roles of photosystem II assembly, stability,
and repair factors in Arabidopsis. Front Plant Sci. 2016:7:168.
https://doi.org/10.3389/fpls.2016.00168

Maeda H, Takahashi K, Ueno Y, Sakata K, Yokoyama A, Yarimizu K,
Myouga F, Shinozaki K, Ozawa SI, Takahashi Y, et al
Characterization of photosystem II assembly complexes contain-
ing ONE-HELIX PROTEIN1 in Arabidopsis thaliana. J Plant Res.
2022:135(2):361-376. https://doi.org/10.1007/s10265-022-01376-x

Malnoe A, Wang F, Girard-Bascou J, Wollman FA, de Vitry C.
Thylakoid FtsH protease contributes to photosystem II and cyto-
chrome bgf remodeling in Chlamydomonas reinhardtii under stress
conditions. Plant Cell. 2014:26(1):373-390. https://doi.org/10.1105/
tpc.113.120113

Mariani V, Biasini M, Barbato A, Schwede T. IDDT: a local
superposition-free score for comparing protein structures and
models using distance difference tests. Bioinformatics. 2013:29(21):
2722-2728. https://doi.org/10.1093/bioinformatics/btt473

Mayers SR, Dubbs JM, Vass I, Hideg E, Nagy L, Barber J. Further char-
acterization of the psbH locus of Synechocystis sp. PCC 6803: inac-
tivation of psbH impairs QA to QB electron transport in
photosystem 2. Biochemistry. 1993:32(6):1454-1465. https://doi.
0rg/10.1021/bi00057a008

Merchant SS, Prochnik SE, Vallon O, Harris EH, Karpowicz SJ, Witman
GB, Terry A, Salamov A, Fritz-Laylin LK, Marechal-Drouard L, et al.
The Chlamydomonas genome reveals the evolution of key animal
and plant functions. Science. 2007:318(5848):245-250. https:/doi.
org/10.1126/science.1143609

Meslet-Cladiere L, Vallon O. Novel shuttle markers for nuclear trans-
formation of the green alga Chlamydomonas reinhardtii. Eukaryot
Cell. 2011:10(12):1670-1678. https://doi.org/10.1128/EC.05043-11

Meurer J, Plucken H, Kowallik KV, Westhoff P. A nuclear-encoded
protein of prokaryotic origin is essential for the stability of photo-
system II in Arabidopsis thaliana. EMBO J. 1998:17(18):5286-5297.
https://doi.org/10.1093/emboj/17.18.5286

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


https://doi.org/10.1093/plphys/kiad446
https://doi.org/10.1073/pnas.87.3.1228
https://doi.org/10.1073/pnas.87.3.1228
https://doi.org/10.1105/tpc.19.00155
https://doi.org/10.1104/pp.105.073304
https://doi.org/10.1104/pp.105.073304
https://doi.org/10.1105/tpc.114.123919
https://doi.org/10.1105/tpc.114.123919
https://doi.org/10.1093/plphys/kiac045
https://doi.org/10.1093/plphys/kiac045
https://doi.org/10.1093/pcp/pcw115
https://doi.org/10.1074/jbc.M801917200
https://doi.org/10.1074/jbc.M405725200
https://doi.org/10.1093/plcell/koae082
https://doi.org/10.1016/j.bbabio.2010.11.007
https://doi.org/10.1016/j.bbabio.2010.11.007
https://doi.org/10.1111/j.1365-313X.2011.04537.x
https://doi.org/10.1111/j.1365-313X.2011.04537.x
https://doi.org/10.1016/S0021-9258(18)81789-6
https://doi.org/10.1016/S0021-9258(18)81789-6
https://doi.org/10.1038/s41467-024-49532-2
https://doi.org/10.1038/s41467-024-49532-2
https://doi.org/10.1016/j.molp.2022.12.016
https://doi.org/10.1016/j.molp.2022.12.016
https://doi.org/10.1105/tpc.15.00465
https://doi.org/10.1104/pp.18.01231
https://doi.org/10.1104/pp.112.205104
https://doi.org/10.1104/pp.112.205104
https://doi.org/10.21203/rs.3.rs-4937742/v1
https://doi.org/10.21203/rs.3.rs-4937742/v1
https://doi.org/10.1093/pcp/pcab043
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.3389/fpls.2016.00168
https://doi.org/10.1007/s10265-022-01376-x
https://doi.org/10.1105/tpc.113.120113
https://doi.org/10.1105/tpc.113.120113
https://doi.org/10.1093/bioinformatics/btt473
https://doi.org/10.1021/bi00057a008
https://doi.org/10.1021/bi00057a008
https://doi.org/10.1126/science.1143609
https://doi.org/10.1126/science.1143609
https://doi.org/10.1128/EC.05043-11
https://doi.org/10.1093/emboj/17.18.5286

Minai L, Wostrikoff K, Wollman FA, Choquet Y. Chloroplast biogen-
esis of photosystem II cores involves a series of assembly-
controlled steps that regulate translation. Plant Cell. 2006:18(1):
159-175. https://doi.org/10.1105/tpc.105.037705

Mirdita M, Schiitze K, Moriwaki Y, Heo L, Ovchinnikov S, Steinegger
M. ColabFold: making protein folding accessible to all. Nature
Methods. 2022:19(6):679-682. https://doi.org/10.1038/541592-022-
01488-1

Morais F, Barber ], Nixon PJ. The chloroplast-encoded alpha subunit
of cytochrome b-559 is required for assembly of the photosystem
two complex in both the light and the dark in Chlamydomonas rein-
hardtii. J Biol Chem. 1998:273(45):29315-29320. https://doi.org/10.
1074/jbc.273.45.29315

Muller B, Eichacker LA. Assembly of the D1 precursor in monomeric
photosystem II reaction center precomplexes precedes chloro-
phyll a-triggered accumulation of reaction center Il in barley etio-
plasts. Plant Cell. 1999:11:2365-2377. https://doi.org/10.1105/tpc.
11.12.2365

Muranaka LS, Rutgers M, Bujaldon S, Heublein A, Geimer S, Wollman
FA, Schroda M. TEF30 interacts with photosystem II monomers
and is involved in the repair of photodamaged photosystem II
in Chlamydomonas reinhardtii. Plant Physiol. 2016:170(2):821-840.
https://doi.org/10.1104/pp.15.01458

Myouga F, Takahashi K, Tanaka R, Nagata N, Kiss AZ, Funk C,
Nomura Y, Nakagami H, Jansson S, Shinozaki K. Stable accumu-
lation of photosystem Il requires ONE-HELIX PROTEIN1 (OHP1) of
the light harvesting-like family. Plant Physiol. 2018:176(3):
2277-2291. https://doi.org/10.1104/pp.17.01782

Nickelsen J, Rengstl B. Photosystem II assembly: from cyanobacteria
to plants. Annu Rev Plant Biol. 2013:64(1):609-635. https://doi.org/
10.1146/annurev-arplant-050312-120124

Niemeyer ], Scheuring D, Oestreicher ], Morgan B, Schroda M.
Real-time monitoring of subcellular H,0, distribution in
Chlamydomonas reinhardtii. Plant Cell. 2021:33(9):2935-2949. https://
doi.org/10.1093/plcell/koabl76

Niemeyer ], Schroda M. New destination vectors facilitate modular
cloning for Chlamydomonas. Curr Genet. 2022:68(3—4):531-536.
https://doi.org/10.1007/s00294-022-01239-x

Nilsson AK, Pénc¢ik A, Johansson ON, Bankestad D, Fristedt R, Suorsa
M, Trotta A, Novak O, Mamedov F, Aro E-M, et al. PSB33 protein
sustains photosystem II in plant chloroplasts under UV-A light.
J Exp Bot. 2020:71(22):7210-7223. https://doi.org/10.1093/jxb/
eraa4?27

Nixon PJ, Michoux F, Yu J, Boehm M, Komenda J. Recent advances in
understanding the assembly and repair of photosystem II. Ann
Bot. 2010:106(1):1-16. https://doi.org/10.1093/aob/mcq059

Nowaczyk MM, Krause K, Mieseler M, Sczibilanski A, Ikeuchi M,
Rogner M. Deletion of psb] leads to accumulation of
Psb27-Psb28 photosystem II complexes in Thermosynechococcus
elongatus. Biochim Biophys Acta. 2012:1817(8):1339-1345. https:/
doi.org/10.1016/j.bbabio.2012.02.017

Pascual-Aznar G, Konert G, Beckov M, Kotabov E, Gardian Z, Knoppov
J, Bucinsk L, Kana R, Sobotka R, Komenda J. Psb35 protein stabil-
izes the CP47 assembly module and associated high-light induci-
ble proteins during the biogenesis of photosystem II in the
cyanobacterium Synechocystis sp. PCC6803. Plant Cell Physiol.
2021:62(1):178-190. https://doi.org/10.1093/pcp/pcaalds

Perez-Riverol Y, Csordas A, BaiJ, Bernal-Llinares M, Hewapathirana
S, Kundu DJ, Inuganti A, Griss ], Mayer G, Eisenacher M, et al.
The PRIDE database and related tools and resources in 2019: im-
proving support for quantification data. Nucleic Acids Res.
2019:47(D1):D442-D450. https://doi.org/10.1093/nar/gky1106

TEFS is involved in early PSII assembly | 27

Peschke M, Moog D, Klingl A, Maier UG, Hempel F. Evidence for gly-
coprotein transport into complex plastids. Proc Natl Acad Sci
U S A. 2013:110(26):10860-10865. https:/doi.org/10.1073/pnas.
1301945110

Pierre Y, Popot JL. Identification of two 4-kDa miniproteins in the cy-
tochrome bef complex from Chlamydomonas reinhardtii. C R Acad
Sci I11. 1993:316:1404-1409. PMID 8087619.

Plucken H, Muller B, Grohmann D, Westhoff P, Eichacker LA. The
HCF136 protein is essential for assembly of the photosystem Il re-
action center in Arabidopsis thaliana. FEBS Lett. 2002:532(1-2):
85-90. https://doi.org/10.1016/50014-5793(02)03634-7

Rappsilber J, Mann M, Ishihama Y. Protocol for micro-purification,
enrichment, pre-fractionation and storage of peptides for proteo-
mics using StageTips. Nat Protoc. 2007:2(8):1896-1906. https://doi.
org/10.1038/nprot.2007.261

Reiland S, Finazzi G, Endler A, Willig A, Baerenfaller K, Grossmann J,
Gerrits B, Rutishauser D, Gruissem W, Rochaix JD, et al.
Comparative phosphoproteome profiling reveals a function of
the STNS kinase in fine-tuning of cyclic electron flow (CEF). Proc
Natl Acad Sci U S A. 2011:108(31):12955-12960. https:/doi.org/10.
1073/pnas.1104734108

Ries F, Carius Y, Rohr M, Gries K, Keller S, Lancaster CRD, Willmund
F. Structural and molecular comparison of bacterial and eukary-
otic trigger factors. Sci Rep. 2017:7(1):10680. https://doi.org/10.
1038/s41598-017-10625-2

Rokka A, Suorsa M, Saleem A, Battchikova N, Aro EM. Synthesis and
assembly of thylakoid protein complexes: multiple assembly
steps of photosystem II. Biochem J. 2005:388(1):159-168. https:/
doi.org/10.1042/BJ20042098

Sakata S, Mizusawa N, Kubota-Kawai H, Sakurai I, Wada H. Psb28 is
involved in recovery of photosystem II at high temperature in
Synechocystis sp. PCC 6803. Biochim Biophys Acta. 2013:1827(1):
50-59. https:/doi.org/10.1016/j bbabio.2012.10.004

Scheurer M, Rodenkirch P, Siggel M, Bernardi RC, Schulten K,
Tajkhorshid E, Rudack T. Pycontact: rapid, customizable, and vis-
ual analysis of noncovalent interactions in MD simulations.
Biophys J. 2018:114(3):577-583. https://doi.org/10.1016/j.bp;j.2017.
12.003

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(7):676-682. https://doi.org/10.1038/nmeth.2019

Schneider K, Venn B, Miihlhaus T. Plotly.NET: a fully featured chart-
ing library for .NET programming languages [version 1; peer re-
view: 1 approved, 1 approved with reservations]. F1000Res.
2022:11:1094. https://doi.org/10.12688/f1000research.123971.1

Schroda M. Good news for nuclear transgene expression in
Chlamydomonas. Cells. 2019:8(12):1534. https://doi.org/10.3390/
cells8121534

Schroda M, Blocker D, Beck CF. The HSP70A promoter as a tool for the
improved expression of transgenes in Chlamydomonas. Plant J.
2000:21(2):121-131. https://doi.org/10.1046/j.1365-313x.2000.00652.

Schroda M, Vallon O, Whitelegge JP, Beck CF, Wollman FA. The
chloroplastic GrpE homolog of Chlamydomonas: two isoforms gen-
erated by differential splicing. Plant Cell. 2001:13(12):2823-2839.
https://doi.org/10.1105/tpc.010202

Sheng X, Liu Z, Kim E, Minagawa J. Plant and algal PSII-LHCII super-
complexes: structure, evolution and energy transfer. Plant Cell
Physiol. 2021:62(7):1108-1120. https://doi.org/10.1093/pcp/pcab072

Sheng X, Watanabe A, Li A, Kim E, Song C, Murata K, Song D,
Minagawa J, Liu Z. Structural insight into light harvesting for pho-
tosystem II in green algae. Nat Plants. 2019:5(12):1320-1330.
https://doi.org/10.1038/s41477-019-0543-4

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


https://doi.org/10.1105/tpc.105.037705
https://doi.org/10.1038/s41592-022-01488-1
https://doi.org/10.1038/s41592-022-01488-1
https://doi.org/10.1074/jbc.273.45.29315
https://doi.org/10.1074/jbc.273.45.29315
https://doi.org/10.1105/tpc.11.12.2365
https://doi.org/10.1105/tpc.11.12.2365
https://doi.org/10.1104/pp.15.01458
https://doi.org/10.1104/pp.17.01782
https://doi.org/10.1146/annurev-arplant-050312-120124
https://doi.org/10.1146/annurev-arplant-050312-120124
https://doi.org/10.1093/plcell/koab176
https://doi.org/10.1093/plcell/koab176
https://doi.org/10.1007/s00294-022-01239-x
https://doi.org/10.1093/jxb/eraa427
https://doi.org/10.1093/jxb/eraa427
https://doi.org/10.1093/aob/mcq059
https://doi.org/10.1016/j.bbabio.2012.02.017
https://doi.org/10.1016/j.bbabio.2012.02.017
https://doi.org/10.1093/pcp/pcaa148
https://doi.org/10.1093/nar/gky1106
https://doi.org/10.1073/pnas.1301945110
https://doi.org/10.1073/pnas.1301945110
https://doi.org/10.1016/S0014-5793(02)03634-7
https://doi.org/10.1038/nprot.2007.261
https://doi.org/10.1038/nprot.2007.261
https://doi.org/10.1073/pnas.1104734108
https://doi.org/10.1073/pnas.1104734108
https://doi.org/10.1038/s41598-017-10625-2
https://doi.org/10.1038/s41598-017-10625-2
https://doi.org/10.1042/BJ20042098
https://doi.org/10.1042/BJ20042098
https://doi.org/10.1016/j.bbabio.2012.10.004
https://doi.org/10.1016/j.bpj.2017.12.003
https://doi.org/10.1016/j.bpj.2017.12.003
https://doi.org/10.1038/nmeth.2019
https://doi.org/10.12688/f1000research.123971.1
https://doi.org/10.3390/cells8121534
https://doi.org/10.3390/cells8121534
https://doi.org/10.1046/j.1365-313x.2000.00652.x
https://doi.org/10.1105/tpc.010202
https://doi.org/10.1093/pcp/pcab072
https://doi.org/10.1038/s41477-019-0543-4

28 | The Plant Cell, 2025, Vol. 37, No. 6

Shimogawara K, Fujiwara S, Grossman A, Usuda H. High-efficiency
transformation of Chlamydomonas reinhardtii by electroporation.
Genetics. 1998:148(4):1821-1828. https:/doi.org/10.1093/genetics/
148.4.1821

Spaniol B, LangJ, Venn B, Schake L, Sommer F, Mustas M, Geimer S,
Wollman FA, Choquet Y, Muhlhaus T, et al. Complexome profil-
ing on the Chlamydomonas lpa2 mutant reveals insights into
PSII biogenesis and new PSII associated proteins. J Exp Bot.
2022:73(1):245-262. https://doi.org/10.1093/jxb/erab390

Staleva H, Komenda J, Shukla MK, Slouf V, Karia R, Polivka T, Sobotka
R. Mechanism of photoprotection in the cyanobacterial ancestor
of plant antenna proteins. Nat Chem Biol. 2015:11(4):287-291.
https://doi.org/10.1038/nchembio.1755

Stolle DS, Osterhoff L, Treimer P, Lambertz J, Karstens M, Keller JM,
Gerlach I, Bischoff A, Diinschede B, Rodiger A, et al. STIC2 selec-
tively binds ribosome-nascent chain complexes in the
cotranslational sorting of Arabidopsis thylakoid proteins. EMBO .
2024:43(20):4699-4719. https://doi.org/10.1038/s44318-024-00211-4

Su X, Ma J, Wei X, Cao P, Zhu D, Chang W, Liu Z, Zhang X, Li M.
Structure and assembly mechanism of plant C(2)S(2)M(2)-type
PSII-LHCII  supercomplex. Science. 2017:357(6353):815-820.
https://doi.org/10.1126/science.aan0327

Sueoka N. Mitotic replication of deoxyribonucleic acid in
Chlamydomonas reinhardi. Proc Natl Acad Sci U S A. 1960:46(1):
83-91. https://doi.org/10.1073/pnas.46.1.83

Sugimoto I, TakahashiY. Evidence that the PsbK polypeptide is as-
sociated with the photosystem II core antenna complex CP43. ]
Biol Chem. 2003:278(45):45004-45010. https://doi.org/10.1074/
jbc.M307537200

Takahashi H, Schmollinger S, Lee J-H, Schroda M, Rappaport F,
Wollman F-A, Vallon O. PETO interacts with other effectors of cy-
clic electron flow in Chlamydomonas. Mol Plant. 2016:9(4):558-568.
https://doi.org/10.1016/j.molp.2015.12.017

Teramoto H, Ishii A, Kimura Y, Hasegawa K, Nakazawa S, Nakamura
T, Higashi S, Watanabe M, Ono TA. Action spectrum for expres-
sion of the high intensity light-inducible Lhc-like gene Lhl4 in
the green alga Chlamydomonas reinhardtii. Plant Cell Physiol.
2006:47(3):419-425. https://doi.org/10.1093/pcp/pcjO09

Teramoto H, Itoh T, Ono TA. High-intensity-light-dependent and
transient expression of new genes encoding distant relatives of
light-harvesting chlorophyll-a/b proteins in Chlamydomonas rein-
hardtii. Plant Cell Physiol. 2004:45(9):1221-1232. https://doi.org/10.
1093/pcp/pch157

Tokutsu R, Kato N, Bui KH, Ishikawa T, Minagawa J. Revisiting the
supramolecular  organization of photosystem II  in
Chlamydomonas reinhardtii. J Biol Chem. 2012:287(37):31574-31581.
https://doi.org/10.1074/jbc.M111.331991

Torabi S, Umate P, Manavski N, Plochinger M, Kleinknecht L,
Bogireddi H, Herrmann RG, Wanner G, Schroder WP, Meurer J.
Psbn is required for assembly of the photosystem II reaction

center in Nicotiana tabacum. Plant Cell. 2014:26(3):1183-1199.
https://doi.org/10.1105/tpc.113.120444

van Bezouwen LS, Caffarri S, Kale RS, Kouril R, Thunnissen AWH,
Oostergetel GT, Boekema EJ. Subunit and chlorophyll organiza-
tion of the plant photosystem II supercomplex. Nat Plants.
2017:3(7):17080. https://doi.org/10.1038/nplants.2017.80

Wang F, Dischinger K, Westrich LD, Meindl I, Egidi F, Trosch R,
Sommer F, Johnson X, Schroda M, Nickelsen J, et al. One-helix
protein 2 is not required for the synthesis of photosystem II sub-
unit D1 in Chlamydomonas. Plant Physiol. 2023:191(3):1612-1633.
https://doi.org/10.1093/plphys/kiad015

Weber E, Engler C, Gruetzner R, Werner S, Marillonnet S. A modular
cloning system for standardized assembly of multigene constructs.
PLoS One. 2011:6(2):16765. https:/doi.org/10.1371/journal.pone.
0016765

Wei X, Su X, Cao P, Liu X, Chang W, Li M, Zhang X, Liu Z. Structure
of spinach photosystem II-LHCII supercomplex at 3.2 A resolution.
Nature. 2016:534(7605):69-74. https://doi.org/10.1038/nature18020

Weiner §J, Kollman PA, Case DA, Singh UC, Ghio C, Alagona G,
Profeta S, Weiner P. A new force field for molecular mechanical
simulation of nucleic acids and proteins. ] Am Chem Soc.
1984:106(3):765-784. https://doi.org/10.1021/ja003152051

Willmund F, Mihlhaus T, Wojciechowska M, Schroda M. The
NH,-terminal domain of the chloroplast GrpE homolog CGE1
is required for dimerization and cochaperone function in vivo.
] Biol Chem. 2007:282(15):11317-11328. https://doi.org/10.1074/
jbc.M608854200

Xiao Y, Huang G, You X, Zhu Q, Wang W, Kuang T, Han G, Sui S-F,
Shen J-R. Structural insights into cyanobacterial photosystem II
intermediates associated with Psb28 and Tsl0063. Nat Plants.
2021:7(8):1132-1142. https://doi.org/10.1038/s41477-021-00961-7

Zabret J, Bohn S, Schuller SK, Arnolds O, Mdller M, Meier-Credo J,
Liauw P, Chan A, Tajkhorshid E, Langer JD, et al. Structural in-
sights into photosystem II assembly. Nat Plants. 2021:7(4):
524-538. https://doi.org/10.1038/s41477-021-00895-0

ZhangL, Ruan]J, Gao F, Xin Q, Che L-P, Cai L, Liu Z, Kong M, Rochaix
J-D, MiH, et al. Thylakoid protein FPB1 synergistically cooperates
with PAM68 to promote CP47 biogenesis and photosystem II as-
sembly. Nat Commun. 2024:15(1):3122. https://doi.org/10.1038/
$41467-024-46863-y

Zhang Y, Skolnick J. Scoring function for automated assessment of
protein structure template quality. Proteins. 2004:57(4):702-710.
https://doi.org/10.1002/prot.20264

Zhang Y, Skolnick J. TM-align: a protein structure alignment algo-
rithm based on the TM-score. Nucleic Acids Res. 2005:33(7):
2302-2309. https://doi.org/10.1093/nar/gki524

Zhao Z, Vercellino I, Knoppova J, Sobotka R, Murray JW, Nixon PJ,
Sazanov LA, Komenda J. The Ycf48 accessory factor occupies
the site of the oxygen-evolving manganese cluster during photo-
system II biogenesis. Nat Commun. 2023:14(1):4681. https://doi.
0rg/10.1038/s41467-023-40388-6

Gz0z AInr 21 uo Jasn Bingsuabay 19e1sianun AQ 2502808/SS0IB0Y/9/.E/e1on4e/|[80]d/w oo dno-olwapese//:sdny wolj papeojumoq


https://doi.org/10.1093/genetics/148.4.1821
https://doi.org/10.1093/genetics/148.4.1821
https://doi.org/10.1093/jxb/erab390
https://doi.org/10.1038/nchembio.1755
https://doi.org/10.1038/s44318-024-00211-4
https://doi.org/10.1126/science.aan0327
https://doi.org/10.1073/pnas.46.1.83
https://doi.org/10.1074/jbc.M307537200
https://doi.org/10.1074/jbc.M307537200
https://doi.org/10.1016/j.molp.2015.12.017
https://doi.org/10.1093/pcp/pcj009
https://doi.org/10.1093/pcp/pch157
https://doi.org/10.1093/pcp/pch157
https://doi.org/10.1074/jbc.M111.331991
https://doi.org/10.1105/tpc.113.120444
https://doi.org/10.1038/nplants.2017.80
https://doi.org/10.1093/plphys/kiad015
https://doi.org/10.1371/journal.pone.0016765
https://doi.org/10.1371/journal.pone.0016765
https://doi.org/10.1038/nature18020
https://doi.org/10.1021/ja00315a051
https://doi.org/10.1074/jbc.M608854200
https://doi.org/10.1074/jbc.M608854200
https://doi.org/10.1038/s41477-021-00961-7
https://doi.org/10.1038/s41477-021-00895-0
https://doi.org/10.1038/s41467-024-46863-y
https://doi.org/10.1038/s41467-024-46863-y
https://doi.org/10.1002/prot.20264
https://doi.org/10.1093/nar/gki524
https://doi.org/10.1038/s41467-023-40388-6
https://doi.org/10.1038/s41467-023-40388-6

	Complexome profiling of the Chlamydomonas psb28 mutant reveals TEF5 as an early PSII assembly factor
	Introduction
	Results
	The Chlamydomonas psb28 mutant accumulates less PSII and PSI subunits and shows impaired growth in high light and under photoautotrophic conditions
	PSB28 is localized to the chloroplast, where its absence results in severe defects of chloroplast morphology and thylakoid ultrastructure
	The synthesis of subunits of both photosystems is impaired in the psb28 mutant
	PSII assembly states beyond RCII are severely reduced in the psb28 mutant
	PSB28 interacts with complexes containing D2, D1, CP47, and CP43
	PSB28 abundance and its association with PSII increase in high light
	Psb28-1 from Synechocystis partially complements the Chlamydomonas psb28 mutant
	CP of the psb28 mutant reveals severe defects in PSII assembly beyond RCII
	The migration patterns of several known PSII auxiliary factors differ between the psb28 mutant and the WT
	Identification of proteins potentially involved in early PSII assembly steps
	The tef5 mutant has a lower PSII content than the WT and shows impaired growth in high light and under photoautotrophic conditions
	Chloroplast morphology is intact in the tef5 mutant, but thylakoid membranes unstack more frequently
	The synthesis of CP47 and PsbH is reduced in the tef5 mutant
	PSII assembly is impaired in the tef5 mutant in the light but to a lesser extent in the dark
	TEF5 interacts with subunits of PSI and PSII

	Discussion
	Psb28 is of much greater importance for PSII assembly in Chlamydomonas than in Synechocystis
	CP confirms PBA1 and CGLD16 as PSII-associated proteins
	CP confirms previously identified PSII assembly factors and identifies factors with potential roles in early PSII assembly
	LHL4 is an LHC-like protein sharing some similarity with HliA-D
	TEF5 is involved in PSII assembly in Chlamydomonas, possibly by aiding in RCII maturation for the correct incorporation of the CP47mod

	Materials and methods
	Strains and culture conditions
	Cloning of constructs for complementing the psb28 and tef5 mutants
	Production of recombinant PSB28 in Escherichia coli
	Genotyping
	RT-qPCR
	SDS–PAGE and immunoblot analyses
	Pulse-chase labeling
	BN–PAGE
	In-gel digestion and MS for CP
	Immunoprecipitation
	Chl fluorescence measurements
	Chl precursors
	P700 decay kinetics
	Light, fluorescence, and TEM
	Immunofluorescence microscopy
	Structural modeling
	Sequence alignments, motif search, and pairwise structure comparisons
	Accession numbers

	Acknowledgments
	Author contributions
	Supplementary data
	Funding
	References


