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Abstract: Sulfur (S) is essential for the synthesis of important defense compounds and in the scav-
enging potential of oxidative stress, conferring increased capacity to cope with biotic and abiotic 
stresses. Chromate can induce a sort of S-starvation by competing for uptake with SO42− and causing 
a depletion of cellular reduced compounds, thus emphasizing the role of S-transporters in heavy-
metal tolerance. In this work we analyzed the sulfate transporter system in the freshwater green 
algae Scenedesmus acutus, that proved to possess both H+/SO42− (SULTRs) and Na+/SO42− (SLTs) 
plasma membrane sulfate transporters and a chloroplast-envelope localized ABC-type holo-
complex. We discuss the sulfate uptake system of S. acutus in comparison with other taxa, enlight-
ening differences among the clade Sphaeropleales and Volvocales/Chlamydomonadales. To define 
the role of S transporters in chromium tolerance, we analyzed the expression of SULTRs and SULPs 
components of the chloroplast ABC transporter in two strains of S. acutus with different Cr(VI) sen-
sitivity. Their differential expression in response to Cr(VI) exposure and S availability seems directly 
linked to Cr(VI) tolerance, confirming the role of sulfate uptake/assimilation pathways in the metal 
stress response. The SULTRs up-regulation, observed in both strains after S-starvation, may directly 
contribute to enhancing Cr-tolerance by limiting Cr(VI) uptake and increasing sulfur availability 
for the synthesis of sulfur-containing defense molecules. 

Keywords: abiotic stress; chromium tolerance; heavy metals; microalgae sulfur metabolism; 
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1. Introduction 
In photosynthetic organisms, the capacity to cope with biotic and abiotic stresses is 

supported by a process known as Sulfur Enhanced Defense (SED) [1], that relies on sulfur 
availability. End-products of the sulfur assimilation pathway, cysteine (Cys) and reduced 
glutathione (GSH), are involved in counteracting the negative impacts of different stress-
ors. Among nonessential toxic agents for plant development, Chromium (Cr) is a common 
heavy metal, and a cause of environmental pollution, that has gained substantial consid-
eration worldwide for its high levels in water and soil due to both natural and anthropo-
genic activities [2]. Cr(VI) usually occurs as chromate (CrO4−) and dichromate (Cr2O42−) 
anionic forms and can easily cross cell membranes with active transport mechanisms [3,4] 
through nonspecific anion channels [5]. Interactions between chromium and sulfur in bi-
ological systems are numerous and somewhat contrasting; while S enhances cellular re-
sponse to Cr, this can induce a sort of S-starvation, both through a competition for sulfate 
transporters and through a depletion of sulfur reduced compounds like Cys and GSH [6–
9]. These thiol containing molecules are partly involved in metal chelation and partly ox-
idized to reduce ROS damages. On the other hand, Cys and GSH can also contribute to 
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increasing chromium toxicity through the reduction of Cr(VI) to Cr(V)-Cr(III), increment-
ing ROS production and contributing to generation of the more genotoxic chromium form 
[8]. Cr(VI), besides competing for sulfate transporters, can also compete for the enzymes 
of the sulfate assimilation pathway [6,10–15], causing a decrease in Cys and methionine 
production and leading to a mistranslation of important proteins, once again mimicking 
an effect of S-starvation. 

Sulfate transporters assume crucial importance in Cr(VI) tolerance, not only in regu-
lating sulfur availability, but also in regulating chromium uptake, since chromate (CrO42−) 
and sulfate (SO42−) can compete for the same transporters due to the chemical similarity of 
the two anions. Algae plasma membrane transporters can couple the influx of sulfate with 
the cotransport of positively charged counterions such as protons (H+) and sodium ions 
(Na+). For these mechanisms, the counterion concentration gradients serve as the driving 
force for the influx of sulfate across the membranes [16]. The H+/SO42− transporters, namely 
the SULTR gene family (SULfate TRansporter), have been identified in all photosynthetic 
organisms studied so far [16–18]. SLT transporters (Sac1 Like Transporters) catalyze 
Na+/SO42− cotransport and share high similarity with bacteria, nonvascular plants and 
mammals’ sulfate transporters [17]. 

The SULTR and SLT transporters have different characteristics. The SULTR trans-
porters belong to the SLC26 transporter class and possess 10–14 predicted transmembrane 
domains and, at the cytosolic carboxy-terminal end, a STAS (Sulfate Transporter and Anti-
Sigma factor antagonist) domain, which is common in anion transporters and is believed 
to have regulatory functions [17]. The STAS domain is connected to the transmembrane 
portion through a poorly conserved region of variable length, known as the linker domain 
[17]. No crystal structure or electron diffraction structure for the SLC26 transmembrane 
domain has been reported, but several studies in different organisms support a homo-
oligomeric or, more specifically, dimeric or tetrameric structures for these transporters 
[19]. Studies on Arabidopsis thaliana indicate that the STAS domain is essential for targeting 
the protein to plasmalemma, and affects both transport kinetics and protein stability [20]. 
Moreover, the STAS domain binds and activates the enzyme O-acetylserinelyase/Cysteine 
synthase (OASTL), whose coexpression downregulates SULTR1;2-mediated SO42− uptake 
[20]. 

SULTR-like sequences have been found in the diatoms Thalassiosira pseudonana and 
Phaeodactylum tricornutum, in the Pelagophyte Aureococcus anophagefferens, in the Rhodo-
phyte Cyanidioschizon merolae, in the Prasinophycean Ostreococcus sp., as well as in the 
Chlorophycean green alga Chlamydomonas reinhardtii. Some of them contain STAS do-
mains; however, the exact function of the products of these genes needs to be confirmed 
[21]. 

Na+/SO42− symporters, namely SLTs (Sac1 Like Transporters), were identified in C. 
reinhardtii mining the alga genome [22] searching for homologies with sequences of plant, 
animal and bacterial sulfate transporters [23]. These Na+/SO42− transporters are very simi-
lar to members of the SLC13 transporter family. Chlamydomonas members of the SLT fam-
ily (SLT1, SLT2 and SLT3) contain 10–12 predicted transmembrane domains and an intra-
cellular loop containing a TrkA-C domain. The TrkA-C domain is supposed to be involved 
in the regulation of the sulfate transporter activity but its function is not completely un-
derstood [23]. 

Green algae possess a variable number of SLT and SULTR transporters. In C. rein-
hardtii six putative plasma membrane sulfate transporters have been identified: three 
plant type H+/SO42− co-transporters, (SULTR1, SULTR2, SULTR3) and three animal-type 
Na+/SO42− co-transporters (SLT1 to SLT3) [23]. Volvox carteri, apparently, has only one 
H+/SO42− and two Na+/SO42− exchangers, while Ostreococcus tauri possesses two Na+/SO42− 
and no H+/SO42− transporters. Interestingly, no Cl−, HCO3− or I− cotransporters have been 
found in algae, although they exist in yeasts, fungi and animals [16]. Among the trans-
porters belonging to both groups there are members with different affinity for the sub-
strate and different inducibility. In C. reinhardtii, the transcripts of SULTR2, SLT1 and 
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SLT2 increased upon S deprivation, while the transcript of SULTR1 suffered a drastic de-
crease, while SULTR3 and SLT3 remained unchanged [23]. Unfortunately, information on 
marine algal sulfate transporters is very poor, however, both types of transporters were 
found in Emiliana huxleyi genome [21]. 

In the inner chloroplast envelopment of green algae, sulfate transport is catalyzed by 
an ATP-binding cassette (ABC) transporter similar to that found in cyanobacteria 
[16,24,25]. This ABC transporter is a permease holocomplex formed by two heterodimers 
in which the proteins SulP and SulP2 (sulfate permease) form the transmembrane channel; 
each of them is bound to a sulfate-binding protein (Sbp) on the cytosolic side and to an 
ATP-binding protein (Sabc) (energizing the transport) on the stromal side [24]. Genes en-
coding for these proteins are similar to the CysT, CysW, SBPA and CysA genes of prokar-
yotes and have different distributions between nuclear and chloroplast genomes of differ-
ent organisms [24,25]. In the red alga C. merolae, SulP and SulP2 are encoded by chloro-
plast genes, and Sabc and SBP by nuclear genes. Among green algae, a nonuniform dis-
tribution was also reported [24]. In the Chlorophyceae C. reinhardtii, all the four genes 
have indeed nuclear localization, while in the Trebouxiophyceae Chlorella vulgaris and in 
the Prasinophyceae Nephroselmis olivacea, SulP and Sabc are encoded by chloroplast ge-
nome, whereas SulP1 and SBP are presumably nuclear genes because of their absence in 
chloroplast genomes [25]. Similar distributions were observed in the Charophyceae 
Chlorokybus atmophyticus, Mesostigma viride, Zygnema circumcarinatum as well as in the liv-
erworts Marchantia polymorpha and in the Anthocerota Anthoceros formosa [25]. No such 
transporters have been identified in other organisms [16], and the mechanism of plastidial 
sulfate transport in vascular plants is still not known [25]. 

Unfortunately, the relatively detailed understanding of sulfate uptake in Chlamydo-
monas cannot be simply transferred to other microalgae. Different behaviors may be ex-
pected between freshwater and marine algae since sulfate concentration in the oceans is 
quite high and constant, and the presence of a finely regulated system may be unnecessary 
[26]. 

Many studies have shown that a difference in sulfur metabolism can be the basis of 
the different Cr(VI) sensitivity in two strains of the freshwater green alga Scenedesmus 
acutus (Chlorophyceae) [27–30]. Moreover, these studies further indicated that after a pe-
riod of S-deprivation, a transient increase in chromium tolerance occurred both in the 
wild-type (wt) and in the Cr-tolerant strain (Cr-t), probably as a consequence of the en-
hancement of the entire sulfur assimilation pathway. After medium renewal following S-
starvation, S-replete cells of both strains showed an S content significantly higher than in 
S-sufficient cells. Moreover, the observed increase was significantly higher in the Cr-t with 
resulting in greater Cys and GSH production in this strain [27–30]. Evidence of a change 
in the sulfate uptake system was further observed in this freshwater alga upon S-starva-
tion [30]. 

Taking advantage of the availability of these two strains with different sensitivities 
to Cr(VI) and sulfur deprivation, the aim of the present study was to investigate the role 
of sulfate transporters in Cr(VI) tolerance. To this end, the expression of SULTR plasma 
membrane and the chloroplast ABC transporters was analyzed in the two strains, just after 
3-day preculture in standard and S deprived medium and during recovery in sulfate-sup-
plemented medium, in the presence of Cr(VI). 

The two strains and their different response to Cr(VI) toxicity and S-starvation may 
constitute a good model for elucidating the mechanisms that link chromium tolerance and 
sulfur availability. 

2. Results 
In our previous studies we identified the sequences of several genes related to sulfur 

uptake/assimilation [31] and demonstrated that the Cr-t strain is characterized by a dif-
ferent uptake of both S and Cr(VI) [30]. This prompted us to analyze the genes with a role 
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in the transport of sulfur across the plasma-membrane as well as in the uptake in the chlo-
roplast. 

2.1. Analysis of Plasma-Membrane Sulfate Transporter Genes 
2.1.1. SaSULTRs-Type Transporters 

Two genes encoding putative SULTR-type transporters (H+/SO42−), previously iden-
tified [31] were analyzed in this work, namely SaSULTR1 and SaSULTR2. 

Blasting these sequences on the Tetradesmus obliquus UTEX393 genome (available in 
NCBI database), we found the presence of two distinct loci, one on scaffold 1191 corre-
sponding to the sequence designated as SaSULTR1, and the other corresponding to 
SaSULTR2, located on scaffold 86. Their deduced amino acid sequences are very similar 
(48% identity and 63% similarity sequence), but the gene structure of SaSULTR1 and 
SaSULTR2 is different (Figure 1). 

 
Figure 1. Structures of two SaSULTRs genes. 

The SaSULTR1 gene is organized in 12 exons separated by 11 introns, whereas 
SaSULTR2 gene structure is characterized by 15 exons with 14 introns interposed (Figure 
1). Both intron sizes and positions are different between the two genes as are the derived 
coding sequences (2133 and 1903 bp for SaSULTR1 and SaSULTR2) for predicted polypep-
tides of 711 and 641 amino acids. 

2.1.2. SLTs-Type Transporters 
Two genes, named SaSLTa and SaSLTb, homologous to SLT-type transporters 

(Na+)/SO42−), have been previously identified [31]. The mapping of these sequences on the 
T. obliquus UTEX393 genome allowed us to identify putative SLT sequences in four differ-
ent scaffolds of this genome. In particular, the entire sequence of SaSLTa matched on scaf-
fold 1182 and 113, whereas the partial SaSLTb was found in tandem repeated on both 
scaffolds 1318 and 554. 

In the deduced amino acid sequences of SaSLTa, we identified four TrkA-C domains 
(Figure S1a), two Anion ArsB/NhaD permease domains (Figure S1a), and a Na:sulfate co-
transporter signature containing three amino acids mutated with respect to Prosite pattern 
PS01271 (Figure S2). The incomplete SaSLTb fragment contains only one TrKA-C domain 
and one ArsB/NhaD permease domain (Figure S1b), and the tandemly repeated SaSLTb 
fragments were homologues to the same Raphidocelis subcapitata sequence (GenBank: 
GBF94386.1). Despite the presence of TrkA-C and Anion ArsB/NhaD permease domains 
in the deduced amino acid sequences (Figure S1) of the respective sequenced fragments, 
the correct characterization of SaSLTs interpreted from ortholog proteins in other organ-
isms is still uncertain. For these reasons, their expression analysis is not yet possible. 

2.2. Analysis of Chloroplast Sulfate Transporter Genes 
We analysed the previously identified SaSULP1, SaSULP2, SaSabc and SaSBP se-

quence genes, coding for the four subunits of the chloroplast ABC transporter holo-
complex responsible for the routing of sulfate into the plastid for reductive assimilation. 

2.2.1. SaSULPs 
SaSULP1 and SaSULP2 mapped, respectively, onto scaffold 990 and scaffold 341 of 

the T. obliquus UTEX393 genome. The gene structures are shown in Figure 2. 
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Figure 2. Structures of two SaSULPs genes. 

Sequence analysis of the deduced amino acid sequence of the SaSULP1 gene, which 
putatively encodes a membrane-bound protein, showed high homology with C. reinhardtii 
SulP, sharing a 53.9% identity and 64.8% similarity. Analysis of the amino acid sequence 
of SaSULP1, using the ChloroP tool, indicated the presence of a chloroplast transit peptide 
consisting of the first 81 amino acids of the precursor protein (Figure S3a). Based on align-
ment of SaSULP1 and C. reinhardtii SulP, in agreement with Lindberg and Melis (2008) 
[25], we identified six alpha-helix transmembrane domains (Figure S3a). 

The SaSULP2 gene was homologous to C. reinhardtii SulP2, with a 67.1% identity and 
77.3% similarity in the amino acid sequence and to SaSULP1 (25.5% identity, 43.1% simi-
larity). The SaSULP2 sequence was analyzed as described for SaSULP1, identifying a chlo-
roplast transit peptide (the first 74 amino acids of the precursor protein) and six alpha-
helix transmembrane domains (Figure S3b). 

2.2.2. SaSabc 
The SaSabc sequence mapped onto scaffold 956 of T. obliquus UTEX393 genome. Its 

structure is shown in Figure 3. 

 
Figure 3. Structure of SaSabc gene. 

The deduced amino acid sequence showed 55.9% of identity and 66.1% of similarity 
with C. reinhardtii Sabc. The analysis through ChloroP identified a 49 amino acid chloro-
plast transit peptide at the 5′end. Moreover, in agreement with a report by Lindberg and 
Melis (2008) [25], six conserved motifs, common to the ABC transporter ATP hydrolyzing 
subunits, were identified through alignment between Sabc and CysA. These motifs are 
highly conserved between eukaryotic and prokaryotic organism sequences (Figure S4) 
and are identical to those found in C. reinhardtii Sabc (Figure S5). Four of them were in-
volved in binding and hydrolysis of ATP, whereas the remaining two were probably in-
volved in ATP hydrolysis and/or interaction with the membrane-spanning subunits (Fig-
ures S4 and S5). 

2.2.3. SaSBP 
The gene encoding for the Sulfate Binding Protein mapped onto scaffold 1250 of T. 

obliquus UTEX393 genome and its structure is shown in Figure 4. 

 
Figure 4. Structures of SaSBP gene. 
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The deduced amino acid sequence shows 49.5% of identity and 58.8% of similarity 
with C. reinhardtii SBP. Even though gene sequence is incomplete at 5′, the SaSBP con-
served part between eukaryotic SBP and prokaryotic SBPA proteins stretches from amino 
acid 19 to amino acid 325 (Figure S6); no chloroplast transit peptide was identified. 

2.3. Phylogenesis Analysis of Sulfate Transporter 
The phylogenetic analysis of S. acutus SLTs, SULTRs and of the chloroplastic ABC 

transporter subunits, performed through the alignment with homologous sequences re-
trieved in NCBI data banks, showed similarity and differences in comparison to the most 
studied C. reinhardtii sulfate transport system. 

Algal SULTRs transporters are split into two clusters, one including C. reinhardtii 
SULTR3 and the other including C. reinhardtii SULTR1 and SULTR2. With some differ-
ences in the first residue, these sequences contain the SLC26 signature consensus pattern, 
STAS domain (Prosite pattern PS50801) (Figure 5). Sequences homologous to SULTR1 and 
SULTR2 have their procaryotic counterparts in cyanobacteria and are found in the red 
alga Galdieria sulphuraria and in some Bacillariophyceae and, among the Chlorophyta, in 
the classes Chlorophyceae, Trebouxiophyceae but not in the early diverging group Prasi-
nophyceae (Figure 5). These transporters cluster according to algal taxa (Chlorellales, Tre-
bouxiales, Sphaeropleales, Chlamydomonadales and Volvocales), independently from 
the transporter type, suggesting that a recent gene duplication, or one subsequent to the 
separation of the different algal orders, occurred between the two transporters. 
SULTR1/SULTR2 transporters are closely related to the sulfate transporters belonging to 
4.1–4.2 groups of land plants (Figure 5). SULTR3 homologous sequences have been found 
only in Chlamydomonadales and Volvocales; they cluster in a branch close to bacteria 
belonging to Verrucomicrobia and Firmicutes. Sequences for SULTR transporters belong-
ing to Mamiellales cluster on a distinct, but close, branch (Figure 5). We did not find a 
sequence homologous to SULTR3 in S. acutus. Moreover, the Clamydomonadales and 
Volvocales sequences homologous to C. reinhardtii SULTR3 contain a Rhodanase domain, 
located in the 3′portion of the protein, which is not present nor in the bacteria nor in the 
Mamiellales proteins. 

Differences between the SULTR3 and SULTR1-2 algal proteins, were also evidenced 
in the STAS domain of the relative sequences since they cluster in separated branches even 
when phylogenetic analysis was conducted only on this domain fragment (not shown). 

In C. reinhardtii SLT transporters have structures similar to that of SAC1 (Sulfur Ac-
climation Protein 1), from which they derived their name (SAC1 Like transporters), thus 
the phylogenetic analysis on the sequence homologous to SaSLTa, was conducted includ-
ing sequences homologous to C. reinhardtii SAC1. SAC1 homologous sequences contain 
two TrkA-C domains and the Sodium:sulfate symporter family signature Consensus pat-
tern (Prosite Pattern PS01271) (Figure S2b). SAC1 homologous sequences were found in 
different bacteria taxa that split in different branches, whereas in algae they seem present 
only in Chlamydomonadales and Volvocales, among Chlorophyta, and in red algae. All 
these sequences share a true Prosite Pattern PS01271. 

SLT homologous sequences are characterized by three to four TrkA-C domains and 
by a sequence very close to the above mentioned Prosite Pattern with few differences in 
the strictly conserved amino-acids, depending on the taxa to which they belong (Figure 
S2b). The changes in the Prosite Pattern involve ambiguous amino acids, with the excep-
tion of Chlorellales in which two variations involve the fixed amino acids proline (substi-
tuted by serine) and valine (substituted by alanine or leucine), and diatoms in which the 
N-terminal valine is substituted by isoleucine. 
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Figure 5. The evolutionary history of SULTRs. The tree with the highest log likelihood (−156,290.01) 
is shown. The percentage of trees in which the associated taxa clustered together is shown below 
the branches. The tree is drawn to scale, with branch lengths measured in the number of substitu-
tions per site. This analysis involved 359 amino acid sequences (Table S1) for a total of 2017 positions 
in the final dataset. 

SLT transporters were found in diatoms, in the Mamiellales (Prasinophyta), in the 
Chlorellales, Sphaeropleales, Chlamydomonadales and Volvocales (Chlorophyta), and 
some sequences were also found in Bryophyta. All algal orders cluster independently, and 
each genus includes a variable number of sequences. Two SLT genes were found in almost 
all the Mamiellales, while the phylogenetic tree confirmed the presence of three SLTs 
transporters in C. reinhardtii, SLT3 clustering together with one sequence of V. carteri and 
one of Tetrabaena socialis and SLT1 and SLT2 clustering very close on the same branch. 
Very closely to C. reinhardtii, SLT transporters cluster four sequences of Gonium pectorale, 
but their distribution is not sufficiently clear to state if this number corresponds to real 
different isoforms. Sphaeropleales are closer to Bryophyta, but the number of SLT trans-
porters in the species belonging to this order is far from understood. Two sequences of 
Scenedesmus sp. NREL 46B-D3 cluster close to SaSLTa, whereas only one sequence was 
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retrieved in Monoraphidium neglectum and at least four in R. subcapitata. Two sequences of 
this latter species cluster on the same branch as the sequence of M. neglectum; one was 
excluded from the analysis, being partial and too short to be correctly aligned (GenBank: 
GBF96422.1), and the fourth (GenBank: GBF94386.1) clustered with the partial SaSLTb hy-
pothetical protein on a branch completely separate from the other Sphaeropleales (Figure 
6). This last apparently contains only three TrkA-C domains and a PS01271 like sequence 
similar to that found in Chlamydomonadales/Volvocales. Therefore, this protein seems to 
have an evolutionary history and/or functional characteristics different from those of the 
two proteins clustering with M. neglectum. From these observations, it may be argued that 
in the genome of Sphaeropleales, at least two or three SLTs are present. 

 
Figure 6. The evolutionary history of SLTs. The tree with the highest log likelihood (−88,409.27) is 
shown. The percentage of trees in which the associated taxa clustered together is shown below the 
branches. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
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per site. This analysis involved 117 amino acid sequences (Table S1) for a total of 1769 positions in 
the final dataset. 

As already reported for other green algae, the subunits of the chloroplast ABC trans-
porter cluster with the homologous sequences of prokaryotic ABC sulfate transporter. 
SaSulP1 and SaSulP2 cluster in two different groups corresponding respectively to CysT 
and CysW subunits of the prokaryotic holocomplex of the ABC transporter (Figure 7). 
Nuclear SulP1 sequences retrieved from data bank belonged to Chlamydomonadales, 
Volvocales and Sphaeropleales and Tetrasporales, while all the Trebouxiophycean se-
quences were chloroplastic and thus we excluded them from phylogenetic analysis. On 
the other hand, the SULP2 group includes nuclear sequences from Chlorellales and Tre-
bouxiales and from the Bryophyta Marchantia polimorpha. 

 
Figure 7. The evolutionary history of SULPs. The tree with the highest log likelihood (−25,726.73) is 
shown. The percentage of trees in which the associated taxa clustered together is shown below the 
branches. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per site. This analysis involved 103 amino acid sequences (Table S1) for a total of 1036 positions in 
the final dataset. 
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Similar divergence between eukaryotic and prokaryotic subunits of the sulfur ABC-
transporter was observed for Sabc homologous to procaryotic CysA. For this gene, nuclear 
sequences were found in Chlamydomonadales/Volvocales and Sphaeropleales, which 
grouped on very close branches, and in the Trebouxiophyceae Chlorella sorokiniana and 
Coccomyxa subellipsoidea (Figure 8), while in other Trebouxiophyceae this gene remains 
chloroplastic. 

 
Figure 8. The evolutionary history of Sabc. The tree with the highest log likelihood (−14,456.88) is 
shown. The percentage of trees in which the associated taxa clustered together is shown below the 
branches. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per site. This analysis involved 44 amino acid sequences (Table S1) for a total of 590 positions in the 
final dataset. 

A distribution on very close branches for Chlamydomonadales/Volvocales and 
Sphaeropleales separated from Trebouxiophyceae was observed for SBP, homologous to 
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cyanobacteria CysP (Figure 9). The two sequences retrieved for the Bryophyta Marchantia 
polymorpha and Marchantia paleacea cluster on an independent branch (Figure 9). 

All the subunits of the holocomplex of the algal ABC transporters cluster in different 
sub-branches following algal taxa. 

 
Figure 9. The evolutionary history of SBP. The tree with the highest log likelihood (−30,114.72) is 
shown. The percentage of trees in which the associated taxa clustered together is shown below the 
branches. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per site. This analysis involved 95 amino acid sequences (Table S1) for a total of 2323 positions in 
the final dataset. 

2.4. aqPCR of SULTRs and SULPs Genes 
To understand the role of sulfur uptake in Cr-tolerance, and in the transient Cr-tol-

erance increase induced by S-deprivation, SULTRs expression was quantified by aqPCR 
in both strains after the different treatments. 
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2.4.1. SULTRs Gene Expression 
When grown in control S-sufficient conditions (Figure 10a) SaSULTR1 was expressed 

only by Cr-t cells, and in both strains its expression level did not change during 48 h of 
culture. In the wt strain, SaSULTR1 was significantly induced (p < 0.001) by chromium 
exposure at both the tested concentrations (even with different time courses) and reached 
the level observed in the Cr-t control. In the Cr tolerant strain, SaSULTR1 expression dra-
matically increased (9–13 fold that of the control) exclusively at LOEC (2 mg Cr(VI)/L); 
whereas, in presence of 1 mg Cr(VI)/L, SaSULTR1 expression showed an initially low but 
significant decrease after 24 h of metal exposure, but remained substantially stable within 
the 48 h treatment (Figure 10a). 

 
Figure 10. aqPCR of SaSULTR1 (a,b) and SaSULTR2 (c,d) in both S-sufficient and S-replete condi-
tion. Statistical analysis was performed using one-way ANOVA with the Tukey post hoc test (p < 
0.05) after the Shapiro-Wilk normality test. *: significant difference between Cr-treated (with 1 or 2 
mg Cr(VI)/L) and untreated cells within strain. °: significant difference between the two strains in 
similar conditions. 

S-starvation induced strong SaSULTR1 expression in that the transcript level was ex-
tremely high in both strains after preculture in S deprived medium (Figure 10b). Moreo-
ver, in these conditions nutritional stress was clearly predominant, masking chromium 
effects in S-replete cells during the first 24 h culture. Even in S-replete conditions, how-
ever, a different behavior was observed between strains since after nutrient resupply, 
SaSULTR1 was downregulated more rapidly in wt than in Cr-t cells. Besides, the Cr-t 
strain maintained a high level of SaSULTR1 expression upon 48 h of 2 mg Cr(VI)/L expo-
sure. After 48 h from medium renewal, in S-replete cells of both strains, SaSULTR1 ex-
pression was still significantly higher (p < 0.0001) than in S-sufficient cells (Figure 10a,b). 

In contrast, we found a higher SaSULTR2 expression in the wt than in the Cr-t strain 
at the end of preculture in +S medium (T0) (Figure 10c). The expression of this gene in S-
sufficient conditions increased in both strains after 24 h from medium renewal, both in 
the control and in the 2 mg Cr(VI)/L-exposed cells. By contrast, in the presence of 1 mg 
Cr(VI)/L, the expression significantly decreased in wt and was not affected at all in the Cr-
t strain, where it perfectly overlapped the control time course (Figure 10c). 
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In S-starved cells, even SaSULTR2 expression was enhanced, and both strains at the 
end of pre-culture (T0) in −S medium showed transcript levels higher than in non-starved 
cells (4.4- and 25-fold in wt and Cr-t, respectively) (Figure 10d). 

In wt S-replete cells, SaSULTR2 expression decreased after 24 h from nutrient resup-
ply, though remaining higher than in the S-sufficient condition, and Cr-exposure induced 
a further significant decrease. SaSULTR2 transcription levels were restored thereafter (Fig-
ure 10d). 

In Cr-t strain S-replete cells, SaSULTR2 expression remained unchanged at 24 h and 
decreased to basal level after 48 h from nutrient resupply, with the only exception of 2 mg 
Cr(VI)/L-exposed cells as already observed for SaSULTR1 (Figure 10d). 

A comparison between SaSULTR1 and SaSULTR2 copy number (Table 1) indicated 
that at the end of preculture in +S medium (T0 in S-sufficient condition) the wt expressed 
a higher total number of transporters than the Cr-t strain (500 ± 54 vs. 112 ± 7), whereas 
this latter assured S uptake through SaSULTR1 activation (81 ± 9) not expressed in the wt. 
After medium renewal, both strains increased the transporter number essentially by in-
ducing SaSULTR2 and leaving unchanged SaSULTR1 transcription (Table 1). 

In the S-replete condition, both strains significantly enhanced S-uptake, increasing 
the total number of transporters as evidenced both by a huge SaSULTR1, induction which 
reached levels not significantly different in the two strains (T0 in S-replete condition), and 
the simultaneous increase of SaSULTR2 (4.4-fold and 25-fold in the wt and Cr-t strain, 
respectively) (Table1). Despite the greater SaSULTR2 relative increase observed in the Cr 
t strain, the copy number of this gene remained significantly higher in the wt than in the 
Cr-t strain (Table1). After 24 h from nutrient re-supply the total copy number of SULTRs 
was higher in Cr-t than in wt, due to the slower silencing of both gene expressions in this 
strain, SaSULTR1 expression, however, prevailing in the Cr-t and SaSULTR2 in the wt 
(Table 1). After 48 h, a further decrease of both genes was observed in both strains, not-
withstanding the total copy number remaining higher in the wt than in Cr-t strain and 
more elevated than in S-sufficient condition. 

Table 1. Copy number/ng cDNA oligo(dT)20 encoding SaSULTR2 and SaSULTR1 transporter in un-
treated cells in T0 and after 24 and 48 h from medium renewal. Statistical analysis was performed 
within the column by using one-way ANOVA with the Tukey post hoc test after the Shapiro-Wilk 
normality test. Data are reported as mean value ± standard deviation. Different letters label signifi-
cant different values (p < 0.05). 

Condition Strain 
Copy Number/ng cDNA Oligo(dT)20 

SaSULTR1 SaSULTR2 
SUM of SaSULTR1 and 

SaSULTR2 

S-sufficient 

T0 wt 0 ± 0 e 500 ± 54 e 500 ± 54 h 
Cr-t 81 ± 9 cd 31 ± 8 h 112 ± 7 g 

24 h 
wt 0 ± 0 e 1150 ± 64 bc 1150 ± 64 de 

Cr-t 82 ±13 cd 102 ± 18 g 184 ± 28 g 

48 h 
wt 0 ± 0 e 737 ± 98 de 737 ± 98 ef 

Cr-t 87 ± 32 cd 109 ± 11 g 196 ± 87 g 

S-replete 

T0 
wt 294,000 ± 2777 a 2210 ± 60 a 296,200 ± 2834 a 

Cr-t 256,000 ± 39,939 a 780 ± 72 cd 256,780 ± 39,981 a 

24 h 
wt 161 ± 14 c 1195 ± 17 b 1356 ± 27 cd 

Cr-t 2409 ± 614 b 619 ± 71 de 3029 ± 680 b 

48 h 
wt 65 ± 20 d 2011 ± 36 a 2077 ± 55 bc 

Cr-t 94 ± 49 cd 174 ± 49 f 268 ± 87 g 
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2.4.2. SULPs Gene Expression 
To investigate if sulfate intake in the chloroplast is differently regulated in the two 

strains, we quantified the transcription of the genes encoding the channel of the chloro-
plast sulfate transporter (SaSULP1 and SaSULP2) under the different growth conditions 
through aqPCR. 

In S-sufficient cells, SaSULP1 expression was two-fold higher in the wt than in the 
Cr-t strain, and chromium exposure induced an opposite response in the two strains as a 
decrease of expression was observed in the wt and an increase in the Cr-t strain (Figure 
11a). 

As occurred for SULTRs transporters, S-starvation induced a marked accumulation 
of SaSULP1 transcript in both strains (7.3-fold in wt and 8-fold in Cr-t) although the wt 
strain showed significantly higher levels than the Cr-t strain. In the S-replete condition, 
SaSULP1 expression decreased more slowly in the wt than in Cr-t strain. Chromium ex-
posure induced a significant decrease in SaSULP1 expression in the wt after 24 h and ini-
tial levels were restored thereafter (Figure 11b). In the Cr-t strain, instead a similar de-
crease was observed in control cells, while in chromium-exposed cells SaSULP1 transcrip-
tion remained higher than in control and a further increase was observed after 24 h at 1 
mg Cr(VI) L−1 (Figure 11b). 

In S-sufficient conditions, the variations observed in SaSULP2 expression were less 
than those of SaSULP1 (Figure 11c). However, for this gene, the transcription decreased 
in wt cells exposed to chromium (both at 24 and 48 h). Cr-t instead behaved like the wt at 
24 h while a significant increase in transcription was observed after 48 h of chromium 
exposure (albeit lower than that observed for SaSULP1) (Figure 11c). 

SaSULP2 expression was strongly enhanced by S-starvation (T0), most of all in the 
wt, in which a 4.2-fold increase in copy number was observed (Figure 11d). Notwithstand-
ing, SaSULP2 expression decreased in both strains after medium renewal, and Cr-t rapidly 
restored the basal levels (S-sufficient). SaSULP2 transcription remained significantly ele-
vated (above basal levels) in the wt up to 48 h (Figure 11c,d). Even in the S-replete condi-
tion, SaSulP2 expression was negatively affected by Cr(VI) exposure in the wt and posi-
tively in the Cr-t strain (Figure 11d). 

 
Figure 11. aqPCR of SaSULP1 (a,b) and SaSULP2 (c,d) in both S-sufficient and S-replete conditions. 
Statistical analysis was performed by using one-way ANOVA with the Tukey post hoc test (p < 0.05) 
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after the Shapiro-Wilk normality test. *: significant difference between Cr-treated (with 1 or 2 mg 
Cr(VI)/L) and untreated cells within strain. °: significant difference between the two strains in simi-
lar conditions. 

As shown in Figure 12, a correlation between the expression pattern of SULTRs and 
SULPs transporters in the different growth conditions was found in both S-sufficient and 
S-replete cells. In the S-sufficient condition, we observed a clear division in the two groups 
discriminating the expression in wt vs. Cr-t strains (Figure 12a). The first group included 
most of the wt samples, whereas the second one grouped Cr-t samples and wt cells ex-
posed to 1 mg Cr(VI)/L for 48 h (Figure 12a). The wt group was, in turn, divided into two 
subgroups: the controls and the Cr-exposed samples, regardless of the treatment duration 
(Figure 12a). The Cr-t group was also subdivided into subgroups but in this case the con-
trols at shorter growth time cluster together with the samples exposed to Cr(VI) beyond 
their LOEC (2 mg Cr(VI)/L), regardless of treatment duration. The other subcluster in-
cluded the control at 48 h, all the samples exposed to 2 mg Cr(VI)/L and the wt exposed 
to its proper LOEC (1 mg Cr(VI)/L) for 48 h (Figure 12a). 

In the S-replete condition, the heatmap is clearly subdivided into two groups, but 
different from those observed in S-sufficient condition (Figure 12b). In this case, the first 
group included the controls and the 1 mg Cr(VI)/L exposed wt samples. Very intriguingly, 
the second one grouped all the Cr-t samples and all the wt samples exposed to 2 mg 
Cr(VI)/L (Figure 12b). 
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Figure 12. Heatmap of SaSULTRs and SaSULPs expression in cells growth in S-sufficient (a) and S-
replete (b) condition. Genes with higher expression levels are shown in dark green, whereas genes 
with lower expression levels are shown in light green. 

3. Discussion 
3.1. Analysis of Sulfate Transporter Genes 

To investigate the role of S on Cr(VI) tolerance we analyzed the sulfate transporter 
system of S. acutus. 

In S. acutus, the previously identified sequences of H+/SO42− transporter type (SUL-
TRs) [31] resulted homologous to Cre10.g457750 (SULTR1) and Cre17.g723350 (SULTR2). 
According to the literature, in C. reinhardtii are present three H+/SO42− transporters 
SULTR1-3 [17]. A protein similar to the C. reinhardtii SULTR3 (Cre09.g401293), was not 
found in S. acutus. SULTR3 seems absent in Sphaeropleales, since we did not find a ho-
mologous sequence for this gene/protein, either in S. acutus or in data bank accession for 
Raphidocelis, Monoraphidium and in other Scenedesmus strains whose full genome sequenc-
ing has been recently obtained [32–34]. 

To date, two sequences putatively codifying for putative SLT transporters were iden-
tified in S. acutus: SaSLTa and the incomplete SaSLTb [31]. However, SLTs transporter 
characterization in S. acutus is still unclear. 

Moreover, SaSLTb mapped on a T. obliquus scaffold are apparently present as two 
similar sequences tandemly arranged, for which the correspondence with one or two pro-
teins is not clear, since they both are homologous to the same R. subcapitata protein (Gen-
Bank: GBF94386.1). The gene organization seems similar to that found in C. reinhardtii ge-
nome, in which SLT2 and SLT3 are arranged in tandem in a head-to-tail orientation with 
a partial overlapping of the 3′-untranslated region of one gene with the 5′-untranslated 
region and the first exon of the other [23]. These two genes show different sulfate affinity 
and strongly interfere in reciprocal transcription. 

The difficulty we encountered in the identification of these two latter SLT genes, has 
not made possible the expression analysis of the whole plasma membrane transporters 
and limited the comprehension of their involvement in maintaining the homeostasis of S 
uptake. 

Regarding the chloroplast sulfate transport, all four genes for the subunit of the holo-
complex identified in S. acutus (SaSULP1, SaSULP2, SaSabc, SaSBP) showed a higher ho-
mology with the respective C. reinhardtii amino acid sequences. As reported by Lindberg 
and Melis (2008) [25], the genes codifying for the subunit of the chloroplastic holocomplex, 
are differentially distributed between the nuclear and chloroplast genome in different al-
gal groups. In S. acutus, all the four genes are located in the nuclear genome, as in C. rein-
hardtii. 

3.2. Phylogenetic Analysis of Sulfate Transporter Sequences 
Phylogenetic analysis indicated a distinct evolutionary origin of the sulfate transport-

ers studied in this work. The sulfate transporter system in Chlorophyceae seems quite 
heterogeneous with regard to both plasma membrane and chloroplast transporters. 

SULTR1-2, close to SULTR transporters of group 4 of land plants, cluster according 
to isoform within the algal order, thus they likely derived from a duplication that occurred 
after the divergence of the different algal orders. Similar gene duplication seems not to 
have occurred in Volvocales. Probably, the members of SULTRs subfamily underwent 
subsequent duplication and specialization to play different roles in the sulfate transport 
process. A possible explanation for the presence of unique isoforms of these transporters 
in V. carteri was advanced by Pootakham et al. (2010) [23] who hypothesized that sulfur 
stored in the extracellular matrix of this species can support sulfur uptake, making super-
fluous the existence of a second transporter. 
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Since SULTR3 homologous sequences are close to Verrucomicrobia and Firmicutes, 
it seems that this gene has been lost in both Trebouxiophyceae and Sphaeropleales or ac-
quired from bacteria with lateral gene transfer only in the common ancestor of Chlamydo-
monadales and Volvocales after their divergence from the other algal groups. Surprisingly 
homologous proteins of Chlamydomonadales and Volvocales contain a rhodanase do-
main absent in the related bacteria sequences. Rhodanase (thiosulfate sulfurtransferase) is 
an enzyme widespread in living organisms acting as sulfur transferase from sulfur donors 
to nucleophilic sulfur acceptors [35]. This enzyme can play a role in detoxifying cyanide, 
ROS and heavy metals, but its function and cell localization is not yet completely under-
stood [35]. Sulfontransferase activity was, however, found in the plasma membrane frac-
tion. It likely confers on SULTR3 protein the capacity to interact with sulfur compounds 
other than sulfate. In some freshwater bodies, a great proportion of S can be contained in 
organic molecules [26], and the presence of transporters with a sulfotransferase activity 
and with arylsulfatase can confer an high environmental adaptability. 

SULTR transporters of the early diverging green algae Prasynophyceae cluster on a 
distinct branch closest to SULTR3 than to SULTR1-2. 

Sequences homologous to the C. reinhardtii Na+/SO42− transporters have been found 
in Chlorellales, Sphaeropleales, Chlamydomonadales, Volvocales and in the Bryophyta 
Phiscomytrium, Ceratodon and Marchantia. The number of isoforms that should be expected 
in different groups is, however, not clear. In Chlamydomonadales/Volvocales three 
isoforms were found in C. reinhardtii, in which the two isoforms SLT1 and SLT2 are very 
close and separated from SLT3. 

Among the Sphaeropleales, seemingly there is one SLT transporter in M. neglectum 
and two in Scenedesmus_sp._NREL_46B-D3, whereas at least three homologous proteins 
(one of them with divergent features) are present in R. subcapitata. Therefore, we expect to 
find more than two genes for these transporters in S. acutus. This distribution shows the 
complex situation that limited our analysis in S. acutus. 

Na+/SO42− transporters are advantageous in oceans where Na+ concentrations are 
high; these transporters are thus likely preferred in sea water. Moreover green algae 
evolved in Paleozoic, when sulfate concentration in oceans was low, due to the scarcity of 
oxygen in atmosphere [21]. Today sulfate abundance varies in space and time, and in 
freshwater environments is lower than in oceans. Moreover, the diminished antropic SO2 
emission imposed by legislation to limit acid rains problems, caused a reduction in S pre-
cipitation from the atmosphere, resulting in sulfate becoming almost limiting in some ol-
igotrophic lakes [26,36]. The retention of both Na+/SO42− and H+/SO42− transporters, has 
thus been interpreted as the capacity of algae to survive in different environmental con-
ditions [23]. 

Sequences similar to CHLRE_03g160400v5 (SAC1), homologous to bacterial and red 
algae SLT transporters, among green algae were found only in Chlamydomonadales and 
Volvocales, in which they are hypothetically involved in sulfur perception. Thus, they 
likely have evolved only in these algal groups and have a different origin from SLT1-3, as 
in bacterial SLT transporters. Chlamydomonadales/Volvocales SAC1 proteins contain 
two TrkA-C domains, the true signature of Sodium:sulfate symporter family, while the 
SLT type transporters seem to have gained additional TrkA-C domains and mutations in 
the Sodium:sulfate signature. The Prosite pattern for this motive is based on 22 animal 
sequences and is similar to that found in bacterial SLC13 transporters. The amino acidic 
changes in this sequence are different and conserved according to algal taxa. It is not ex-
cluded that the mutations accumulated in this motive are functional for algal proteins. 
SAC1-like proteins are close to the sequences of Deltaproteobacteria, a class of bacteria 
comprising an ecologically and metabolically diverse group best known for dissimilatory 
sulphate reduction [37]. 

In the Sphaeropleales, we considered all the four genes codifying for the chloroplast 
ABC-transporter subunits located in the nuclear genome, as in C. reinhardtii. Despite 
Wakasugi et al. (1997) [38] reporting that SULP1 and Sabc are chloroplastic genes in C. 
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vulgaris, we retrieved SULP1 proteins codified by the nuclear genome in other Tre-
bouxiophyceae. 

Phylogenetic analysis revealed that SULPs cluster based on the respectively isoform 
(SULP1 and SULP2) and each of them, as for the remaining holocomplex genes (Sabc, SBP) 
cluster in different subbranches following algal taxa. Thus, it seems that an ancestral and 
horizontal transfer occurred in these genes. 

Altogether, these data show that sulfur metabolism in Sphaeropleales cannot be re-
garded as completely similar to that of the well-studied C. reinhardtii, nor for the number 
of involved genes, or for their specialization/activity. 

3.3. Analysis of SaSULTRs and SaSULPs Transcription 
A different behavior of SULTRs transporters was observed in the two strains in both 

S-sufficient and S-replete conditions. 
In the S-sufficient condition, the wt and Cr-t strains adopted different strategies of S 

uptake: while wt expressed a higher number of SaSULTR2 copies, the Cr-t strain reached 
a more efficient S uptake expressing a lower copy number of SaSULTR1. Both strains re-
sponded to sulfate resupply by increasing the transcription of SaSULTR2, the putatively 
low sulfate transporter, though Cr-t maintained a basis of transcribed SaSULTR1. 

Both genes are clearly inducible by S-starvation, but SaSULTR1 transcription defi-
nitely overwhelms SaSULTR2 expression, thus sulfur uptake in S-replete cells is due to 
the overlapping of the two transporters activities. This different transporter ratio likely 
allows Cr-t a more efficient S-uptake with the further advantage in sparing energy for 
transporter construction. It is interesting to note that in S-replete conditions, Cr-t cells re-
duce both SaSULTR1 and SaSULTR2 transcription more slowly than wt cells, indicating a 
different regulation in the two strains linked to different inner sulfur perception and/or 
exploitation. Previous work indicated that sulfur uptake in +S medium is similar in the 
two S. acutus strains or even higher in the Cr-t [28,30]. This result was apparently obtained 
by a Cr-t strain with a lesser number of transporters; therefore, it would seem that 
SaSULTR1 and SaSULTR2, respectively, encode a high and low affinity transporter. 

In the S-sufficient condition, both genes were modulated by chromium exposure, al-
beit in a different manner in the two strains. At 1 mg Cr(VI)/L, LOEC for this strain, wt 
slowly induced the transcription of the putatively high affinity transporter SaSULTR1 and 
reduced the expression of SaSULTR2, whereas the Cr-t strain maintained a similar expres-
sion level to the control for both transporters. At 2 mg Cr(VI)/L (LOEC for Cr-t strain) both 
strains induced the transcription of both genes. The wt responded with a moderate in-
crease in SULTRs expression at 24 h (two-fold and ten-fold respectively for SaSULTR2 and 
SaSULTR1) restoring basal levels thereafter. The Cr-t strain induced the transcription of 
both genes (6- and 8.3-fold respectively for SaSULTR2 and SaSULTR1, at 24 h exposure) 
which continued to increase even after 48 h, reaching levels 10 and 22-fold those of the 
control cells. 

S-deprivation induced a strong activation of SaSULTR1 in both strains, and no dif-
ferences were observed between control and chromium exposed cells, while SaSULTR2 in 
this nutritional condition seemed negatively modulated by chromium in the wt and acti-
vated at the LOEC concentration in the Cr-t strain, which once again showed a better ca-
pacity in enhancing cell defense capacity. 

This hypothesis is in agreement with Marieschi et al. (2015) [29] who speculated that 
in the wt cells, the reduction in chromium uptake after S-deprivation may occur through 
the induction of high-affinity sulfate transporters, which are presumably constitutively 
active in the Cr-t strain and can account for the different Cr(VI) sensitivities of the two 
strains. 

The strong SaSULTR1 activation after preculture in S-deprived medium, and its si-
lencing after medium renewal, is likely related to the transient tolerance increase observed 
in both strains after a period of S-starvation [28–30]. This hypothesis is strengthened by 
the increase in sulfur (reaching a significantly higher level in the Cr-t than in the wt strain) 
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and the contemporary decrease in chromium uptake observed in both strains following 
S-starvation [30]. The authors observed that the stoichiometric ratio (S/Cr) in/out under-
went a threefold increase in S-replete cells of both strains, suggesting that the higher sulfur 
accumulation during recovery after starvation was due to the induction of higher affinity 
sulfate transporters rather than to a simple increase in transporter number. The induction 
of high affinity sulfate transporters and the increase in sulfate transporter number during 
acclimation to S-starvation are well documented both in vascular plant and in algae 
[23,39–45]. In C. reinhardtii, high-affinity and high-capacity sulfate transporters are acti-
vated by S-starvation and function with a mechanism based on secondary active transport 
supported by a proton gradient generated across the plasmalemma [39]. 

The sum of this information indicates that SaSULTR1 is expressed to cope with nu-
tritional stress, and that chromium induces a sort of S-starvation effect as suggested by 
many authors [6,8,46]. 

Sulfate uptake and assimilation are tightly regulated in a demand-driven manner 
through a complex network of coordinated responses that involve transcriptional and 
post-transcriptional mechanisms as well as protein-protein interactions. In A. thaliana O-
acetylserine (thiol) lyase (OASTL), the enzyme responsible of Cys synthesis interacts with 
SAT in the formation of the Cysteine Synthase Complex (CSC) and can also affect sulfate 
uptake and Cys synthesis via direct interaction with the STAS domains of SULTRs trans-
porters [47]. Following S-starvation, the whole pathway is activated [42,44] with positive 
feedback by the accumulation of OAS [48] and repressed with negative feedback by GSH 
or Cys [49–51]. 

In Chlamydomonas some sulfur availability signaling proteins have been identified, 
including SAC1, a plasma membrane protein (similar to SO42− transporters) that appears 
to function as a sensor of SO42− levels. When no SO42− is bound to SAC1, serine-threonine 
kinase SNRK2.1 is activated and elicits transcriptional activation of many S-deprivation 
responsive genes. When the environment is S-replete, serine-threonine kinase SNRK2.2 
(also known as SAC3) causes complete repression of S-responsive gene expression, possi-
bly by phosphorylating SNRK2.1 and inhibiting its activity. Induction of High-Affinity 
Sulfate Transporters (HASTs) during S deprivation is SAC1-dependent, although there is 
some increase in HAST activity in the sac1 mutant that may represent post-translational 
regulation. Moreover, it is known that SNRK2.2 kinases have an epistatic relationship 
with SNRK 2.1 kinases, and they have a negative modulation on gene expression of SNRK 
2.1 kinases [52]. In higher plants, SNRK2s family members are involved in regulation of 
plant tolerance to abiotic stresses [53]. Previous studies demonstrated that the SNRK2 
family includes ten members in Arabidopsis and rice [54]. All of them, except SNRK2.9 in 
Arabidopsis, play a role under different stress conditions such as cadmium, drought, and 
salinity [53]. 

Thus, it may be hypothesized there is a similar control mechanism of sulfur uptake 
pathways in S. acutus with a different S perception and/or a disturbed feedback mecha-
nism in the Cr-t strain. However, a protein similar to SAC1 was not found in Sphaero-
pleales; therefore, to date, the first sensor of sulfate levels in this algal taxon is not known, 
and it is not possible to determine which kind of control involves SaSULTRs induction 
upon S-starvation 

Previous work indicated that the Cr-t strain has a higher Cys level than the wt and a 
higher GSH level when exposed to metals. It is conceivable, therefore, that positive feed-
back is differently regulated in the two strains, maybe through a more elevated OAS pro-
duction/accumulation, as suggested by Sardella et al. (2019) [30]. Emerging evidence sug-
gests that epigenetic regulation of gene expression also plays an important role in the 
adaptive response to S deficiency and the maintenance of S homeostasis [55]. In our pre-
vious work we reported a different methylation level between wt and Cr-t strain as well 
as after Cr(VI) exposure [56] and demonstrated that hypomethylation of the SaSULTR1 
promoter was linked to its overexpression in the Cr-t strain [31]. These data suggest that 
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epigenetic changes of this gene could be correlated to its differential expression upon 
Cr(VI) treatment as well as sulfur availability. 

Clearly the sulfur uptake picture in S. acutus is not complete without the description 
of SLTs gene expression. SLT transporters catalyze a Na+/SO42− antiport [17] and may be 
responsible for the majority of SO42− uptake when the pH is high and when it is more 
efficient to use Na+ as a counter ion [23]. In S. acutus, after 4 days of culture, an increase in 
pH (ranging between 8.08 and 9.4) was observed, more pronounced in the S-replete than 
the S-sufficient condition [29]. The involvement of SLTs transporters, especially after bas-
ification of the culture medium, can putatively be included in the S-deprivation responses. 

In the S-sufficient condition, both SaSULP genes were downregulated in the Cr-t 
strain in comparison with the wt. According to our previous study [31], in standard con-
ditions SaSabc appeared under-expressed as a consequence of its hypermethylation in the 
Cr-t strain. 

Globally, in the Cr-t strain, the expression of these genes increased upon Cr(VI)-treat-
ment when, probably, more sulfur was required in the chloroplast to synthesize sulfur-
containing molecules and increase the capacity to cope with intracellular chromium, ei-
ther through chelation and compartmentalization or through an enhanced antioxidant re-
sponse. Instead, the decreased expression in the wt strain upon Cr(VI) exposure seemed 
directly linked to the decrease of sulfate uptake. SaSULPs transcription seems inversely 
correlate with Cys production described in the two strains, both in the control and in 
Cr(VI)-exposed conditions [30], strengthening the idea that the higher Cys amounts ob-
served in the Cr-t strain rely on extra-chloroplastic synthesis, as hypothesized in our pre-
vious studies [30,31]. 

Upon S-deprivation, SaSULP1 and SaSULP2 transcription increased significantly in 
both strains. These results are in agreement with literature data indicating a specific in-
duction of C. reinhardtii putative SulP1 and SulP2 in response to S-starvation and not upon 
other nutrient stresses [25,44]. 

After S-starvation, Cys production was strongly enhanced in both the wt and Cr-t 
strain [28,30]. In algae, as in plants [57–62], the synthesis of Cys can occur in different cell 
compartments, as demonstrated by the existence of an OASTL cytosolic isoform inducible 
by S-starvation in Chlorella sorokiniana [63]. Sulfate reduction in green algae is, however, 
apparently localized exclusively in chloroplasts, since the first enzymes of the assimilation 
reductive pathway, ATP sulfurylases, are located in this cell compartment [64,65]. Once 
SO42− enters the cell, it must be routed into plastids for reductive assimilation through the 
ABC-type holocomplex localized in the chloroplast envelope. 

Clustering analysis based on SaSULTRs and SaSULPs expression pattern in the dif-
ferent growing conditions highlights distinct mechanism for coping with chromium 
stress based on a dissimilar sulfur requirement in the two strains. In both S-sufficient 
and S-replete conditions, the wt strain was clearly separated from the Cr-t strain. Moreo-
ver, the Cr(VI)-treated samples generated a sub-cluster separate from controls, regard-
less of the treatment duration. This means that the two strains had a different response 
to S uptake and assimilation in response to Cr exposure. Interestingly, in the S-sufficient 
condition, the wt strain exposed to 1 mg Cr(VI)/L for 48 h clustered in the Cr-t group 
since the wt cells upon this treatment showed an expression trend similar, although 
lower, to that observed in Cr-t cells. 

In a specular way, in the S-replete condition, upon 2 mg Cr(VI) exposure the wt sam-
ples clustered together with the Cr-t samples. Probably this happened because in S-replete 
conditions both strains “shift up” their LOEC and the wt assume a behavior more similar 
to Cr-t [29], expressing S uptake/assimilation-related genes in the same way as Cr-t cells. 

In conclusion, the basal expression of different sulfate transporters is likely the basis 
for the different chromium tolerance in the two S. acutus strains, which apparently cope 
with chromium stress through different strategies linked to a change in sulfate uptake. A 
period of sulfur starvation induces, in the wt strain, activation of SaSULTR1, a sulfate 
transporter constitutively active in the Cr-t strain. The two strains have, apparently, a 
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“preference” for the two transporters, the wt prevalently modulating SaSULTR2 expres-
sion in standard condition and resorting to SaSULTR1 only when facing stresses, whereas 
Cr-t preferentially modulates SaSULTR1 expression, even in standard conditions. This 
suggests that the expression of this gene gives an advantage to the Cr-t strain during its 
selection on chromium-supplemented medium, since it is known that chromate induces a 
sort of sulfur starvation in the cells. 

4. Materials and Methods 
4.1. Analysis of Gene Sequences Related to Sulfate Uptake and Chloroplast Intake 

In this work we analyzed and characterized previously identified genes [31] coding 
for H+/sulfate transporter 1 (SaSULTR1; GenBank: MG969380.2), H+/sulfate transporter 2 
(SaSULTR2; GenBank: MF457897.2), sodium sulfate co-transporter (SaSLTa; GenBank: 
MT611469.1), sodium sulfate co-transporter (SaSLTb; GenBank: MT611470.1), chloroplast 
sulfate permease SULP1 (SaSULP1; GenBank: JN903531.2), sulfate permease SULP2 
(SaSULP2; GenBank: MT611471.1), chloroplast sulfate transporter (SaSabc, GenBank: 
KJ130520.2) and chloroplast sulfate-binding protein (SaSBP; GenBank: MT611472.1). 

Sequence homology analyses were performed using BlastX and Blastp 
(www.ncbi.nlm.nih.gov/BLAST/, accessed on 15 October 2021), ClustalOmega 
(www.ebi.ac.uk/Tools/msa/clustalo/, accessed on 15 October 2021) and ClustalX 
(www.clustal.org/clustal2/, accessed on 15 October 2021) and WebLogo [66,67]. Nucleo-
tide sequences were translated into amino acid sequences using the TranslateTool pro-
gram (web.expasy.org/translate/, accessed on 15 October 2021). The presence of chloro-
plast transit peptides (cTP) in protein sequences of SaSULP1, SaSULP2, SaSABC and 
SaSBP and the location of potential cTP cleavage sites were predicted using the ChloroP 
1.1 Server [68]. 

Phylogenetic Analysis 
Evolutionary history was inferred using the Maximum Likelihood method and the 

JTT matrix-based model [69] and conducted using MEGA X software [70]. Initial tree(s) 
for the heuristic search were obtained automatically by applying Neighbor-Join and BioNJ 
algorithms to a matrix of pairwise distances estimated using the JTT model, and then se-
lecting the topology with superior log likelihood value. The percentage of trees in which 
the associated taxa clustered together was calculated through the bootstrap test using 1000 
replicates. 

SULTR1-2-3, SLT1-3 and SAC1 sequences for phylogenetic analysis were searched 
against C. reinhardtii SULTR1-2-3 (available on Phytozome 13 (https://phytozome-
next.jgi.doe.gov/, accessed on 20 October 2021)) in plants, algae and prokaryotic NCBI 
databases. The GenBank accessions of sequences used for the analysis are reported in Ta-
ble S1. The presence of STAS domains and the SLC26 consensus pattern in these candidate 
sequences were checked with PROSITE (https://prosite.expasy.org/scanprosite/, accessed 
on 21 October 2021) with the objective of including sequences of true sulfate transporters, 
given many analyzed genomes have not been completely annotated. 

Considering the chloroplast transporter (SULP1-2, SABC and SBP), only nuclear se-
quences coding for plastid subunits were included in the phylogenetic analysis. 

4.2. In Vitro Culture of Scenedesmus Acutus 
Two strains of the freshwater green alga S. acutus (M.), wild-type (wt) and chromium 

tolerant (Cr-t), were used as experimental material. The Cr-t strain was isolated by treat-
ing the wt population with a sublethal concentration (1 mg/L) of hexavalent chromium 
(Cr(VI)) for 3 months [71]. 

Synchronized axenic cultures of the wt and Cr-t strains of S. acutus were grown, as 
described by Marieschi et al. (2015) [29], in US EPA (1978) liquid culture medium at pH = 
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7.2 ± 0.1, modified by dissolving both micro and macronutrients in distilled water to ob-
tain a final concentration double of that indicated. No organic matter was present in the 
medium at the beginning of the culture. The algae were maintained in a climate-controlled 
chamber (23 ± 1 °C) at 16:8 h light/dark regime with 230 µmol m−2 s−1 light intensity irra-
diance. The cultures were continuously aerated (sterile filtered air). To perform the exper-
iments with algae in the exponential growth phase, culture medium was renewed 3 days 
before starting each experiment by adding 1800 mL of fresh medium to 200 mL of algal 
suspension in 2 L Erlenmeyer flasks (Stock Culture). 

All materials and culture media were previously autoclaved for 15 min at 121 °C and 
1 atm. 

4.3. Sulfur Starvation and Chromium Treatments 
Aliquots of the stock cultures in exponential growth phase were centrifuged for 10 

min at 2200× g and washed with distilled water. The pellets were resuspended at 3 × 106 
cells/mL density in 2 L of standard culture medium (+S) containing MgSO4 (14.36 mg/L), 
or in sulfate-deprived medium (−S). Since MgSO4 is the only source of sulfur in the stand-
ard medium, the amount of MgCl2 was simultaneously increased to restore standard mag-
nesium concentration in the −S medium. After a 3-day preculture (called T0) in +S and in 
−S medium, cells of both strains were washed and collected by centrifugation. Subse-
quently, the cell-containing pellet was resuspended in new liquid culture medium in chro-
mium free conditions (controls) and in medium supplemented with 1 and 2 mg Cr(VI)/L, 
supplied as potassium dichromate (K2Cr2O7) for 24 and 48 h. The selected concentrations 
of Cr(VI) represent the LOEC (Lowest Observed Effect Concentration) inhibiting growth, 
as established in previous experiments [27,28] for the wt and the Cr-t strain, respectively. 
Treatments and controls were conducted in triplicates. According to previous studies 
[28,71,72] an initial cell density of 3 × 106 cells/mL was employed to compare the different 
culture conditions. 

4.4. Total RNA Extraction and cDNA Synthesis 
Culture aliquots from various treatments, and at each experimental time of both 

strains, were collected by centrifugation, twice washed with double distilled water, frozen 
in liquid nitrogen, lyophilized, mortar ground in liquid nitrogen and stored at −80° C be-
fore RNA extraction. Total RNA was extracted by using the combination of CTAB extrac-
tion followed by RNeasy Plant Mini Kit (QIAGEN, Crawley, UK). About 50 mg of cell 
powder were transferred into 2 mL tube and 1 mL of extraction buffer (2% hexadecyltri-
methylammonium bromide (CTAB, w/v), 100 mM Tris-HCl pH 8, 1.4 M NaCl, 20 mM 
EDTA; 2% β-Mercaptoethanol) was added. Following an incubation for 40 min at 58 °C, 
the tubes were centrifugated for 10 min (3000× g). After, the supernatant was collected in 
a clear tube and one volume of chloroform/isoamilic alcohol (24:1 v/v) was added. After 
centrifugation for 15 min at 9500× g, aqueous phase was transferred into QIAshredder 
spin columns provided in the QIAGEN kit in accordance with the manufacturer’s proto-
col. RNA was quantified by Nanodrop (ND-1000), and integrity was checked by an Ag-
ilent 2100 Bioanalyzer (Agilent Technologies, Santa Clara, CA, USA). Only RNA samples 
with an RNA integrity number ≥ 7 were used for cDNA synthesis. The cDNA synthesis 
was performed by SuperScript™ III using oligo-dT primers (Invitrogen, Carlsbad, CA, 
USA) from 1 µg of total RNA, according to the manufacturer’s instructions. 

4.5. Absolute Quantification Real-Time PCR 
Expression of selected genes was evaluated by absolute quantitative real-time PCR 

analysis (aqPCR). The primers of SaSULTR1 were designed according to Ferrari et al. 
(2020) [31]. The primers for SaSULTR2, SaSULP1 and SaSULP2 were designed using Pri-
mer Express™ Software v3.0.1 (Applied Biosystems, Foster City, CA, USA) and are re-
ported in Table 2. 
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Primer pairs were selected according to their robustness, specificity and consistency. 
A calibration curve was generated by using serially diluted standards of known con-

centrations and produced a linear relationship between Ct and the logarithm of the initial 
amount of total template DNA [73]. The DNA fragments, used to generate the calibration 
curves, were produced by PCR [74] with the same primers used for subsequent quantifi-
cation (Table 2). The single amplified PCR product was verified based on size in a 3% 
agarose gel under UV illumination. The gel band containing the DNA target was excised 
and purified by a StrataPrep DNA Gel Extraction Kit (Agilent Technologies, Santa Clara, 
CA, USA) to recover the amplified product. The concentration of the amplified product 
was quantified using a Qubit 2.0 Fluorometer (Invitrogen, Carlsbad, CA, USA). The 
dsDNA standards were serially diluted to obtain a standard series (differing by 10-fold) 
from 109 to 101 copy per μL. 

Table 2. List of primers used for aqPCR of studied genes encoding sulfur transporters. 

Gene Sequence Efficiency (%) 

SaSULTR1 FW 5′-TGGCTACCCTTCCAGTATGTTG-3′ 94.8 
BW 5′-GGACGTGGACTCAAGCATGT-3′ 

SaSULTR2 
FW 5′-AAGGTGATCCAGGTGGCATT-3′ 

90.2 
BW 5′-CGCCCCGCTGGTGAA-3′ 

SaSULP1 
FW 5′-CGAGTTTGGCAGCATTGTCA-3′ 

97.7 BW 5′-ACTGCTCAAGGCACTGGAAGA-3′ 

SaSULP2 
FW 5′-GCCAACCCTCTGCAGGTATT-3′ 

90.9 
BW 5′-TTGGTCAGGATGACGCCATA-3′ 

Initial copy number for generating calibration curve was calculated using the equa-
tion 1 [75]: 

𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶 𝑛𝑛𝑛𝑛𝑛𝑛𝑛𝑛𝑛𝑛𝑛𝑛 =
6.022 ×  1023(𝑐𝑐𝑐𝑐𝑐𝑐𝑐𝑐𝑚𝑚𝑚𝑚𝑚𝑚 ) × 𝑑𝑑𝑑𝑑𝑑𝑑𝑑𝑑𝑑𝑑 𝑎𝑎𝑎𝑎𝑎𝑎𝑎𝑎𝑎𝑎𝑎𝑎 (𝑔𝑔)

𝑑𝑑𝑑𝑑𝑑𝑑𝑑𝑑𝑑𝑑 𝑙𝑙𝑙𝑙𝑙𝑙𝑙𝑙𝑙𝑙ℎ (𝑏𝑏𝑏𝑏) × 650 × 109(
𝑔𝑔
𝑚𝑚𝑚𝑚𝑚𝑚
𝑏𝑏𝑏𝑏 )

 (1) 

Amplification reactions were performed according to Ferrari et al. (2020) using the 
Select SYBR® Green PCR Master Mix (Applied Biosystems, Foster City, CA, USA) in a 
STEP ONE instrument (Applied Biosystems, Foster City, CA, USA). Target gene copy 
number was determined by reading the standard series with the Ct values of each sample 
and reported as the number of molecules per nanogram cDNA. Statistical analysis was 
performed using one-way ANOVA with the Tukey post hoc test (p < 0.05) after the Shapiro-
Wilk normality test and Levene’s homoscedasticity test using SPSS 25 software (IBM Cor-
poration, Armonk, NY, USA) (http://www-03.ibm.com/software/products/it/spss-
statsstandard, accessed on 15 October 2021). The heat maps for correlation between 
SaSULTRs and SaSULPs gene expression and growth condition were created by the 
ClusVis web tool [76]. 

Supplementary Materials: The following are available online at www.mdpi.com/arti-
cle/10.3390/plants11020223/s1. Figure S1: SaSLTs amino acid sequences and conserved motifs. Fig-
ure S2: Weblogo and Consensus patterns of Sodium:sulfate symporter family signature prosite pat-
tern PS01271. Figure S3: Alignment between SaSULPs and C. reinhardtii SulPs amino acid sequences: 
conserved motifs and transit peptide. Figure S4: Weblogo of Sabc and CysA amino acid sequences. 
Figure S5: Alignment between SaSabc and C. reinhardtii Sabc amino acid sequences: conserved mo-
tifs. Figure S6: Alignment between SaSBP and C. reinhardtii SBP amino acid sequences: conserved 
motifs. Figure S7: Weblogo of SBP and CysA amino acid sequences. Table S1: Sequence used to 
phylogenetic analyses. 



Plants 2022, 11, 223 24 of 27 
 

 

Author Contributions: M.F.: Conceptualization, formal analysis, investigation, methodology, data 
curation, validation, visualization, writing—original draft, writing—review & editing. R.C.: concep-
tualization, writing—review & editing, supervision, funding acquisition. M.M.: investigation, meth-
odology, data curation, resources. A.T.: conceptualization, formal analysis, validation, writing—re-
view & editing, supervision, funding acquisition. All authors have read and agreed to the published 
version of the manuscript. 

Funding: This research was funded by University of Calabria grants (FIL 2018-2020) and University 
of Parma grants (FIL 2018-2020). 

Institutional Review Board Statement: Not applicable. 

Informed Consent Statement: Not applicable. 

Data Availability Statement: Data is contained within the article and supplementary material. 

Acknowledgments: This work was carried out in the frame of the activities of the ‘COMP-HUB’ 
initiative, funded by the ‘Department of Excellence’ Project of the Italian Ministry for Education, 
University and Research (MIUR). 

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

References 
1. Rausch, T.; Wachter, A. Sulfur metabolism: A versatile platform for launching defence operations. Trends Plant Sci. 2005, 10, 

503–509. 
2. Ashraf, A.; Bibi, I.; Niazi, N.K.; Ok, Y.S.; Murtaza, G.; Shahid, M.; Kunhikrishnan, A.; Li, D.; Mahmood, T. Chromium(vi) 

sorption efficiency of acid-activated banana peel over organo-montmorillonite in aqueous solutions. Int. J. Phytoremediat. 2017, 
19, 605–613. 

3. Gorbi, G.; Corradi, M.G.; Invidia, M.; Bassi, M. Light intensity influences chromium bioaccumulation and toxicity in 
scenedesmus acutus (chlorophyceae). Ecotoxicol. Environ. Saf. 2001, 48, 36–42. 

4. Hörcsik, Z.T.; Kovács, L.; Láposi, R.; Mészáros, I.; Lakatos, G.; Garab, G.J.P. Effect of chromium on photosystem 2 in the 
unicellular green alga, chlorella pyrenoidosa. Photosynthetica 2007, 45, 65–69. 

5. Guo, X.; Feng, L.; Lemos, B.; Lou, J. DNA methylation modifications induced by hexavalent chromium. J. Environ. Sci. Health 
Part C Environ. Carcinog. Ecotoxicol. Rev. 2019, 37, 133–145. 

6. Pereira, Y.; Lagniel, G.; Godat, E.; Baudouin-Cornu, P.; Junot, C.; Labarre, J. Chromate causes sulfur starvation in yeast. Toxicol. 
Sci. 2008, 106, 400–412. 

7. Schiavon, M.; Pilon-Smits, E.A.H.; Wirtz, M.; Hell, R.; Malagoli, M. Interactions between chromium and sulfur metabolism in 
brassica juncea. J. Environ. Qual. 2008, 37, 1536–1545. 

8. Holland, S.L.; Avery, S.V. Chromate toxicity and the role of sulfur. Metallomics 2011, 3, 1119–1123. 
9. Ding, G.; Jin, Z.; Han, Y.; Sun, P.; Li, G.; Li, W. Mitigation of chromium toxicity in arabidopsis thaliana by sulfur 

supplementation. Ecotoxicol. Environ. Saf. 2019, 182, 109379. 
10. Ackerley, D.F.; Barak, Y.; Lynch, S.V.; Curtin, J.; Matin, A. Effect of Chromate Stress on Escherichia coli K-12. J. Bacteriol. 2006, 

188, 3371–3381. 
11. Brown, S.D.; Thompson, M.R.; VerBerkmoes, N.C.; Chourey, K.; Shah, M.; Zhou, J.; Hettich, R.L.; Thompson, D.K. Molecular 

Dynamics of the Shewanella Oneidensis Response to Chromate Stress* S. Mol. Cell. Proteom. 2006, 5, 1054–1071. 
12. Chourey, K.; Thompson, M.R.; Morrell-Falvey, J.; Verberkmoes, N.C.; Brown, S.D.; Shah, M.; Zhou, J.; Doktycz, M.; Hettich, 

R.L.; Thompson, D.K. Global molecular and morphological effects of 24-h chromium(vi) exposure on shewanella oneidensis 
mr-1. Appl. Environ. Microbiol. 2006, 72, 6331–6344. 

13. Henne, K.L.; Turse, J.E.; Nicora, C.D.; Lipton, M.S.; Tollaksen, S.L.; Lindberg, C.; Babnigg, G.; Giometti, C.S.; Nakatsu, C.H.; 
Thompson, D.K.; et al. Global proteomic analysis of the chromate response in Arthrobacter sp. Strain fb24. J. Proteome Res. 2009, 
8, 1704–1716. 

14. Thompson, D.K.; Chourey, K.; Wickham, G.S.; Thieman, S.B.; VerBerkmoes, N.C.; Zhang, B.; McCarthy, A.T.; Rudisill, M.A.; 
Shah, M.; Hettich, R.L. Proteomics reveals a core molecular response of Pseudomonas putida F1 to acute chromate challenge. BMC 
Genom. 2010, 11, 311. 

15. Monsieurs, P.; Moors, H.; Van Houdt, R.; Janssen, P.J.; Janssen, A.; Coninx, I.; Mergeay, M.; Leys, N. Heavy metal resistance in 
Cupriavidus metallidurans CH34 is governed by an intricate transcriptional network. BioMetals 2011, 24, 1133–1151. 

16. Takahashi, H.; Buchner, P.; Yoshimoto, N.; Hawkesford, M.J.; Shiu, S.H. Evolutionary relationships and functional diversity of 
plant sulfate transporters. Front. Plant Sci. 2011, 2, 119. 

17. Gonzalez-Ballester, D.; Grossman, A.R. Sulfur: From acquisition to assimilation. In The Chlamydomonas Sourcebook; Elsevier: New 
York, NY, USA, 2009; pp. 159–187. 

18. Bromke, M.A.; Hoefgen, R.; Hesse, H. Phylogenetic aspects of the sulfate assimilation genes from Thalassiosira pseudonana. Amino 
Acids 2013, 44, 1253–1265. 



Plants 2022, 11, 223 25 of 27 
 

 

19. Alper, S.L.; Sharma, A.K. The slc26 gene family of anion transporters and channels. Mol. Asp. Med. 2013, 34, 494–515. 
20. Shibagaki, N.; Grossman, A.R. The role of the stas domain in the function and biogenesis of a sulfate transporter as probed by 

random mutagenesis. J. Biol. Chem. 2006, 281, 22964–22973. 
21. Giordano, M.; Prioretti, L. Sulphur and algae: Metabolism, ecology and evolution. In The Physiology of Microalgae; Borowitzka, 

M.A., Beardall, J., Raven, J.A., Eds.; Springer International Publishing: Cham, Germany, 2016; pp. 185–209. 
22. Merchant, S.S.; Prochnik, S.E.; Vallon, O.; Harris, E.H.; Karpowicz, S.J.; Witman, G.B.; Terry, A.; Salamov, A.; Fritz-Laylin, L.K.; 

Maréchal-Drouard, L.; et al. The chlamydomonas genome reveals the evolution of key animal and plant functions. Science 2007, 
318, 245–250. 

23. Pootakham, W.; Gonzalez-Ballester, D.; Grossman, A.R. Identification and regulation of plasma membrane sulfate transporters 
in chlamydomonas. Plant Physiol. 2010, 153, 1653–1668. 

24. Melis, A.; Chen, H.-C. Chloroplast sulfate transport in green algae—Genes, proteins and effects. Photosynth. Res. 2005, 86, 299–
307. 

25. Lindberg, P.; Melis, A. The chloroplast sulfate transport system in the green alga Chlamydomonas reinhardtii. Planta 2008, 228, 
951–961. 

26. Giordano, M.; Norici, A.; Hell, R. Sulfur and phytoplankton: Acquisition, metabolism and impact on the environment. New 
Phytol. 2005, 166, 371–382. 

27. Gorbi, G.; Torricelli, E.; Pawlik-Skowrońska, B.; di Toppi, L.S.; Zanni, C.; Corradi, M.G. Differential responses to cr(vi)-induced 
oxidative stress between cr-tolerant and wild-type strains of Scenedesmus acutus (chlorophyceae). Aquat. Toxicol. 2006, 79, 132–
139. 

28. Gorbi, G.; Zanni, C.; Corradi, M.G. Sulfur starvation and chromium tolerance in Scenedesmus acutus: A possible link between 
metal tolerance and the regulation of sulfur uptake/assimilation processes. Aquat. Toxicol. 2007, 84, 457–464. 

29. Marieschi, M.; Gorbi, G.; Zanni, C.; Sardella, A.; Torelli, A. Increase of chromium tolerance in Scenedesmus acutus after sulfur 
starvation: Chromium uptake and compartmentalization in two strains with different sensitivities to cr(vi). Aquat. Toxicol. 2015, 
167, 124–133. 

30. Sardella, A.; Marieschi, M.; Mercatali, I.; Zanni, C.; Gorbi, G.; Torelli, A. The relationship between sulfur metabolism and 
tolerance of hexavalent chromium in Scenedesmus acutus (spheropleales): Role of atp sulfurylase. Aquat. Toxicol. 2019, 216, 
105320. 

31. Ferrari, M.; Torelli, A.; Marieschi, M.; Cozza, R. Role of DNA methylation in the chromium tolerance of Scenedesmus acutus 
(chlorophyceae) and its impact on the sulfate pathway regulation. Plant Sci. Int. J. Exp. Plant Biol. 2020, 301, 110680. 

32. Chen, B.-L.; Mhuantong, W.; Ho, S.-H.; Chang, J.-S.; Zhao, X.-Q.; Bai, F.-W. Genome sequencing, assembly, and annotation of 
the self-flocculating microalga Scenedesmus obliquus as-6-11. BMC Genom. 2020, 21, 743. 

33. Astafyeva, Y.; Alawi, M.; Indenbirken, D.; Danso, D.; Grundhoff, A.; Hanelt, D.; Streit, W.R.; Krohn, I. Draft genome sequence 
of the green alga Scenedesmus acuminatus SAG 38.81. Microbiol. Resour. Announc. 2020, 9, e01278-19. 

34. Carreres, B.M.; de Jaeger, L.; Springer, J.; Barbosa, M.J.; Breuer, G.; van den End, E.J.; Kleinegris, D.M.M.; Schäffers, I.; Wolbert, 
E.J.H.; Zhang, H.; et al. Draft genome sequence of the oleaginous green alga Tetradesmus obliquus UTEX 393. Genome Announc. 
2017, 5, e01449-16. 

35. Most, P.; Papenbrock, J. Possible roles of plant sulfurtransferases in detoxification of cyanide, reactive oxygen species, selected 
heavy metals and arsenate. Molecules 2015, 20, 1410–1423. 

36. Giordano, M.; Raven, J.A. Nitrogen and sulfur assimilation in plants and algae. Aquat. Bot. 2014, 118, 45–61. 
37. Waite, D.W.; Chuvochina, M.; Pelikan, C.; Parks, D.H.; Yilmaz, P.; Wagner, M.; Loy, A.; Naganuma, T.; Nakai, R.; Whitman, 

W.B.; et al. Proposal to reclassify the proteobacterial classes deltaproteobacteria and oligoflexia, and the phylum 
thermodesulfobacteria into four phyla reflecting major functional capabilities. Int. J. Syst. Evol. Microbiol. 2020, 70, 5972–6016. 

38. Wakasugi, T.; Nagai, T.; Kapoor, M.; Sugita, M.; Ito, M.; Ito, S.; Tsudzuki, J.; Nakashima, K.; Tsudzuki, T.; Suzuki, Y.; et al. 
Complete nucleotide sequence of the chloroplast genome from the green alga chlorella vulgaris: The existence of genes possibly 
involved in chloroplast division. Proc. Natl. Acad. Sci. USA 1997, 94, 5967–5972. 

39. Yildiz, F.H.; Davies, J.P.; Grossman, A. Sulfur availability and the SAC1 gene control adenosine triphosphate sulfurylase gene 
expression in chlamydomonas reinhardtii. Plant Physiol. 1996, 112, 669–675. 

40. Hawkesford, M.J. Transporter gene families in plants: The sulphate transporter gene family—Redundancy or specialization? 
Physiol. Plant. 2003, 117, 155–163. 

41. Zhang, Z.; Shrager, J.; Jain, M.; Chang, C.W.; Vallon, O.; Grossman, A.R. Insights into the survival of Chlamydomonas reinhardtii 
during sulfur starvation based on microarray analysis of gene expression. Eukaryot. Cell 2004, 3, 1331–1348. 

42. Pollock, S.V.; Pootakham, W.; Shibagaki, N.; Moseley, J.L.; Grossman, A.R. Insights into the acclimation of Chlamydomonas 
reinhardtii to sulfur deprivation. Photosynth. Res. 2005, 86, 475–489. 

43. Appenroth, K.-J.; Luther, A.; Jetschke, G.; Gabrys, H. Modification of chromate toxicity by sulphate in duckweeds (lemnaceae). 
Aquat. Toxicol. 2008, 89, 167–171. 

44. González-Ballester, D.; Casero, D.; Cokus, S.; Pellegrini, M.; Merchant, S.S.; Grossman, A.R. Rna-seq analysis of sulfur-deprived 
Chlamydomonas cells reveals aspects of acclimation critical for cell survival. Plant Cell 2010, 22, 2058–2084. 

45. Gigolashvili, T.; Kopriva, S. Transporters in plant sulfur metabolism. Front. Plant Sci. 2014, 5, 442. 



Plants 2022, 11, 223 26 of 27 
 

 

46. Schiavon, M.; Wirtz, M.; Borsa, P.; Quaggiotti, S.; Hell, R.; Malagoli, M. Chromate differentially affects the expression of a high-
affinity sulfate transporter and isoforms of components of the sulfate assimilatory pathway in Zea mays (L.). Plant Biol. 2007, 9, 
662–671. 

47. Shibagaki, N.; Grossman, A.R. Binding of cysteine synthase to the stas domain of sulfate transporter and its regulatory 
consequences. J. Biol. Chem. 2010, 285, 25094–25102. 

48. Smith, F.W.; Hawkesford, M.J.; Ealing, P.M.; Clarkson, D.T.; Vanden Berg, P.J.; Belcher, A.R.; Warrilow, A.G. Regulation of 
expression of a cdna from barley roots encoding a high affinity sulphate transporter. Plant J. Cell Mol. Biol. 1997, 12, 875–884. 

49. Lappartient, A.G.; Touraine, B. Demand-driven control of root atp sulfurylase activity and SO42-uptake in intact canola (the 
role of phloem-translocated glutathione). Plant Physiol. 1996, 111, 147–157. 

50. Bolchi, A.; Petrucco, S.; Tenca, P.L.; Foroni, C.; Ottonello, S. Coordinate modulation of maize sulfate permease and atp 
sulfurylase mrnas in response to variations in sulfur nutritional status: Stereospecific down-regulation by L-cysteine. Plant Mol. 
Biol. 1999, 39, 527–537. 

51. Davidian, J.-C.; Kopriva, S. Regulation of sulfate uptake and assimilation—The same or not the same? Mol. Plant 2010, 3, 314–
325. 

52. Moseley, J.L.; Gonzalez-Ballester, D.; Pootakham, W.; Bailey, S.; Grossman, A.R. Genetic interactions between regulators of 
chlamydomonas phosphorus and sulfur deprivation responses. Genetics 2009, 181, 889–905. 

53. Kulik, A.; Wawer, I.; Krzywińska, E.; Bucholc, M.; Dobrowolska, G. Snrk2 protein kinases—Key regulators of plant response to 
abiotic stresses. OMICS 2011, 15, 859–872. 

54. Boudsocq, M.; Barbier-Brygoo, H.; Laurière, C. Identification of nine sucrose nonfermenting 1-related protein kinases 2 activated 
by hyperosmotic and saline stresses in Arabidopsis thaliana. J. Biol. Chem. 2004, 279, 41758–41766. 

55. Huang, X.-Y.; Chao, D.-Y.; Koprivova, A.; Danku, J.; Wirtz, M.; Müller, S.; Sandoval, F.J.; Bauwe, H.; Roje, S.; Dilkes, B.; et al. 
Nuclear localised more sulphur accumulation1 epigenetically regulates sulphur homeostasis in Arabidopsis thaliana. PLoS Genet. 
2016, 12, e1006298. 

56. Cozza, D.; Torelli, A.; Veltri, A.; Ferrari, M.; Marieschi, M.; Cozza, R. Ultrastructural features, chromium content and in situ 
immunodetection of 5-methyl-cytosine following cr (vi) treatment in two strains of Scenedesmus acutus M. (chlorophyceae) with 
different chromium sensitivity. Eur. J. Phycol. 2016, 51, 294–306. 

57. Wirtz, M.; Hell, R. Dominant-negative modification reveals the regulatory function of the multimeric cysteine synthase protein 
complex in transgenic tobacco. Plant Cell 2007, 19, 625–639. 

58. Haas, F.H.; Heeg, C.; Queiroz, R.; Bauer, A.; Wirtz, M.; Hell, R. Mitochondrial serine acetyltransferase functions as a pacemaker 
of cysteine synthesis in plant cells. Plant Physiol. 2008, 148, 1055–1067. 

59. Heeg, C.; Kruse, C.; Jost, R.; Gutensohn, M.; Ruppert, T.; Wirtz, M.; Hell, R. Analysis of the arabidopsis o-acetylserine(thiol)lyase 
gene family demonstrates compartment-specific differences in the regulation of cysteine synthesis. Plant Cell 2008, 20, 168–185. 

60. Watanabe, M.; Kusano, M.; Oikawa, A.; Fukushima, A.; Noji, M.; Saito, K. Physiological roles of the β-substituted alanine 
synthase gene family in arabidopsis. Plant Physiol. 2007, 146, 310–320. 

61. Watanabe, M.; Mochida, K.; Kato, T.; Tabata, S.; Yoshimoto, N.; Noji, M.; Saito, K. Comparative genomics and reverse genetics 
analysis reveal indispensable functions of the serine acetyltransferase gene family in Arabidopsis. Plant Cell 2008, 20, 2484–2496. 

62. Krueger, S.; Niehl, A.; Martin, M.C.L.; Steinhauser, D.; Donath, A.; Hildebrandt, T.; Romero, L.C.; Hoefgen, R.; Gotor, C.; Hesse, 
H. Analysis of cytosolic and plastidic serine acetyltransferase mutants and subcellular metabolite distributions suggests 
interplay of the cellular compartments for cysteine biosynthesis in Arabidopsis. Plant Cell Environ. 2009, 32, 349–367. 

63. Carfagna, S.; Salbitani, G.; Vona, V.; Esposito, S. Changes in cysteine and o-acetyl-l-serine levels in the microalga chlorella 
sorokiniana in response to the s-nutritional status. J. Plant Physiol. 2011, 168, 2188–2195. 

64. Allmer, J.; Naumann, B.; Markert, C.; Zhang, M.; Hippler, M. Mass spectrometric genomic data mining: Novel insights into 
bioenergetic pathways in chlamydomonas reinhardtii. Proteomics 2006, 6, 6207–6220. 

65. Ravina, C.G.; Chang, C.-I.; Tsakraklides, G.P.; McDermott, J.P.; Vega, J.M.; Leustek, T.; Gotor, C.; Davies, J.P. The sac mutants 
of Chlamydomonas reinhardtii reveal transcriptional and posttranscriptional control of cysteine biosynthesis. Plant Physiol. 2002, 
130, 2076–2084. 

66. Crooks, G.E.; Hon, G.; Chandonia, J.M.; Brenner, S.E. Weblogo: A sequence logo generator. Genome Res. 2004, 14, 1188–1190. 
67. Schneider, T.D.; Stephens, R.M. Sequence logos: A new way to display consensus sequences. Nucleic Acids Res. 1990, 18, 6097–

6100. 
68. Emanuelsson, O.; Nielsen, H.; von Heijne, G. Chlorop, a neural network-based method for predicting chloroplast transit 

peptides and their cleavage sites. Protein Sci. A Publ. Protein Soc. 1999, 8, 978–984. 
69. Jones, D.T.; Taylor, W.R.; Thornton, J.M. The rapid generation of mutation data matrices from protein sequences. CABIOS 

Comput. Appl. Biosci. 1992, 8, 275–282. 
70. Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. Mega x: Molecular evolutionary genetics analysis across computing 

platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. 
71. Corradi, M.G.; Gorbi, G.; Bassi, M. Hexavalent chromium induces gametogenesis in the freshwater alga Scenedesmus acutus. 

Ecotoxicol. Environ. Saf. 1995, 30, 106–110. 
72. Torricelli, E.; Gorbi, G.; Pawlik-Skowronska, B.; Di Toppi, L.S.; Corradi, M.G. Cadmium tolerance, cysteine and thiol peptide 

levels in wild type and chromium-tolerant strains of Scenedesmus acutus (chlorophyceae). Aquat. Toxicol. 2004, 68, 315–323. 
73. Heid, C.A.; Stevens, J.; Livak, K.J.; Williams, P.M. Real time quantitative PCR. Genome Res. 1996, 6, 986–994. 



Plants 2022, 11, 223 27 of 27 
 

 

74. Leong, D.T.; Gupta, A.; Bai, H.F.; Wan, G.; Yoong, L.F.; Too, H.-P.; Chew, F.T.; Hutmacher, D.W. Absolute quantification of 
gene expression in biomaterials research using real-time PCR. Biomaterials 2007, 28, 203–210. 

75. Whelan, J.A.; Russell, N.B.; Whelan, M.A. A method for the absolute quantification of cdna using real-time PCR. J. Immunol. 
Methods 2003, 278, 261–269. 

76. Metsalu, T.; Vilo, J. Clustvis: A web tool for visualizing clustering of multivariate data using principal component analysis and 
heatmap. Nucleic Acids Res. 2015, 43, W566–W570. 

 
 


	1. Introduction
	2. Results
	2.1. Analysis of Plasma-Membrane Sulfate Transporter Genes
	2.1.1. SaSULTRs-Type Transporters
	2.1.2. SLTs-Type Transporters

	2.2. Analysis of Chloroplast Sulfate Transporter Genes
	2.2.1. SaSULPs
	2.2.2. SaSabc
	2.2.3. SaSBP

	2.3. Phylogenesis Analysis of Sulfate Transporter
	2.4. aqPCR of SULTRs and SULPs Genes
	2.4.1. SULTRs Gene Expression
	2.4.2. SULPs Gene Expression


	3. Discussion
	3.1. Analysis of Sulfate Transporter Genes
	3.2. Phylogenetic Analysis of Sulfate Transporter Sequences
	3.3. Analysis of SaSULTRs and SaSULPs Transcription

	4. Materials and Methods
	4.1. Analysis of Gene Sequences Related to Sulfate Uptake and Chloroplast Intake
	Phylogenetic Analysis

	4.2. In Vitro Culture of Scenedesmus Acutus
	4.3. Sulfur Starvation and Chromium Treatments
	4.4. Total RNA Extraction and cDNA Synthesis
	4.5. Absolute Quantification Real-Time PCR

	References

