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Abstract 

Photosynthetic eukaryotes have shaped the Earth's biosphere by producing O2 and converting light 
into organic compounds in specialized organelles called plastids. Plastids evolved from free-living 
cyanobacteria engulfed by heterotrophic unicellular eukaryotes in processes called cyanobacterial 
endosymbioses. Two independent such processes have been reported so far. The first gave rise 
to primary plastids and three Archaeplastida lineages: glaucophytes, red algae and green algae 
with land plants, whereas the second resulted in chromatophores in the rhizarian amoeba 
Paulinella. Importantly, archaeplastidans donated their plastids to many protist groups, thereby 
further spreading photosynthesis across the tree of life. To reveal the complex plastid evolution, 
we performed comprehensive phylogenetic and multi-clock analyses based on new fossil 
calibration points and the greatest number yet of plastid-encoded proteins from 108 taxa, 
representing a large diversity of photosynthetic organisms. Our results indicate that primary plastids 
evolved prior to 2.1 - 1.8 Bya, i.e. before glaucophytes diverged from the other archaeplastidans. 
Like the primary plastids before, Paulinella chromatophores evolved in low salinity habitats and 
possibly before 292 - 266 Mya. Red and green algae were engulfed by cryptophyte and 
chlorarachniophyte ancestors between 1.7 - 1.4 Bya, and 1.1 - 1.0 Bya, respectively; the former 
subsequently triggered plastid transfers to other eukaryotes. The diversification rate of the 
photosynthetic organisms increased with temperature and CO2 but decreased with O2 and volcanic 
activity. We also studied the impact of various molecular clocks and calibration sets on the age 
estimation and clearly indicate that the clocks are the source of greater differences. 

Significance Statement 

Cyanobacteria and eukaryote endosymbioses created a multitude of photosynthetic organelles 
called plastids that feed most life on our planet. For decades scientists have been trying to untangle 
the puzzle of plastid evolution, i.e. when and how plastids were acquired and spread throughout 
the eukaryotic tree of life. To answer these questions we applied phylogenetic and multi-clock 
methods combined with new fossil calibration points on large data sets. Our results push back in 
the Earth’s history most key events concerning plastid evolution compared to previous reports. 
Additionally, we discovered a significant impact of climatic and atmospheric parameters on the 
diversification rate of plastid lineages. The estimated divergence times enabled us to reinterpret 
taxonomic classification of controversial fossils. 
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Introduction 

Sometime around 2.45 billion years ago (Bya), the Earth’s atmosphere started to change due to 
the accumulation of molecular oxygen. This transition, called the Great Oxidation Event, was a 
byproduct of sun-powered and water-splitting reaction of photosynthesis performed by 
cyanobacteria. Undoubtedly, cyanobacteria have fundamentally altered the conditions of life on our 
planet, but they did more than evolve oxygenic photosynthesis, they also passed this ability to 
eukaryotes in the process of cyanobacterial endosymbiosis (1). 

The first cyanobacterial endosymbiosis, i.e. the engulfment and integration of a 
cyanobacterium into the eukaryotic cell, involved a Gloeomargarita-like species and an unknown 
protist (2). This endosymbiotic merger gave rise to three photosynthetic lineages of Archaeplastida: 
Glaucophyta (glaucophytes), Rhodophyta (red algae) and Chloroplastida (green algae and land 
plants). Their cyanobacteria-derived photosynthetic organelles are called respectively: muroplasts, 
rhodoplasts and chloroplasts, and collectively primary plastids (3). Two primary plastid-containing 
lineages, red and green algae, subsequently triggered an evolutionary radiation via a series of 
eukaryote-to-eukaryote endosymbioses that resulted in a multitude of secondary and higher-order 
plastids present in: cryptophytes, haptophytes, euglenids, chlorarachniophytes, dinoflagellates, 
stramenopiles and even parasitic apicomplexans (4). 

The second cyanobacterial endosymbiosis involved the ancestor of all photosynthetic 
Paulinella species: P. chromatophora, P. micropora and P. longichromatophora. The Paulinella 
genus, classified within the evolutionary lineage of Rhizaria, comprises both photoautotrophic and 
heterotrophic species of testate filose amoeba (5, 6). The most important feature of the 
photosynthetic Paulinella are blue-green bodies called chromatophores that probably evolved from 
a picocyanobacterium of the Prochlorococcus/Synechococcus/Cyanobium clade. Compared to 
primary plastids, chromatophores represent cyanobacteria-derived organelles at an earlier stage 
of endosymbiosis, and they are the sole reason why Paulinella is so important from the evolutionary 
point of view (7, 8). 

While the emergence of photosynthetic Paulinella is an evolutionary curiosity, the 
emergence and radiation of Archaeplastida have substantially shaped the Earth’s biosphere. 
Archaeplastidans have participated in carbon dioxide fixation, oxygen production and other global 
biogeochemical cycles for hundreds of millions of years, but they also donated their plastids to 
many protist groups thereby further spreading photosynthesis to multiple branches of the tree of 
life (4, 9). Due to the oxygen increase in water and atmosphere, Archaeplastida played a critical 
role in the evolution of new high-energy consuming multicellular organisms (9, 10). They are also 
the main primary producers in many ecosystems and the largest component of biomass on Earth 
(~80%) (11). Around 500 million years ago (Mya), their representatives invaded land and made it 
suitable for animal colonization (12).  

Given the global importance of Archaeplastida, it is not surprising that the group has been 
extensively studied for many decades. However, there are still some fundamental inconsistencies 
around their evolution, such as the diversification time and branching order among the 
Archaeplastida lineages, or even the number of cyanobacterial endosymbioses that triggered their 
evolution. These inconsistencies result from the fact that (i) archaeplastidans poorly preserve in a 
fossil state, (ii) the phylogenetic signal contained in their genomes has eroded to a large extent, 
and (iii) glaucophytes have been notoriously underrepresented in phylogenetic and molecular clock 
studies (13). 

In order to bring us closer to resolving the contentious issues about Archaeplastida 
evolution, researchers have constructed their phylogenetic and molecular clock trees using various 
molecular markers, species, calibration points, phylogenetic and molecular clock methods 
(Tab. S1). As a result, they obtained a multitude of chronograms that are difficult to compare 
because they represent different tree topologies, i.e. Glaucophyta or Rhodophyta or Chloroplastida 
as the first branching Archaeplastida lineage. However, these chronograms do inform us about the 
diversification times of extant members of Archaeplastida though the dates vary considerably 
among the authors, and the differences sometimes even exceed one billion year (Tab. S1). 
Generally, most researchers agree that Archaeplastida evolved prior to ~1.6 Bya, Rhodophyta prior 
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to ~1.2 Bya and Chloroplastida prior to ~1.0 Bya; these ages are also supported by the oldest 
fossils of multicellular red alga Rafatazmia chitrakootensis (~1.6 Bya) (14) and green alga 
Proterocladus antiquus (~1.0 Bya) (15).  

In this study, we investigate the diversification time and branching order among the 
photosynthetic organelles of Archaeplastida, some of their secondary descendants and for the first 
time perform multi-clock studies with all Paulinella photosynthetic species. We constructed 11 
phylogenies and 18 chronograms using the largest number yet of plastid-encoded proteins. The 
obtained molecular clocks were also used to verify tentatively assigned cyanobacteria and 
Archaeplastida microfossils. In order to check the influence of calibration fossils on chronograms, 
we tested three calibration sets, including one with the recently discovered R. chitrakootensis (14) 
and P. antiquus (15). For each calibration set, we evaluated the discrepancies in age estimations 
by different clocks. Moreover, based on all chronograms, we also assessed the putative impact of 
volcanic activity, global and oceanic temperature as well as atmospheric concentration of carbon 
dioxide and oxygen on the diversification rate of photosynthetic organisms. 

Results and discussion 

Phylogenetic analyses. In MrBayes (16) and Beast (17), the inference of phylogenies and node 
ages was performed simultaneously while in PhyloBayes (18) the chronograms were calculated 
using fixed trees from IQ-TREE (19) (Fig. 1, S1-S18). Additionally, we used RAxML (20) to verify 
the tree topology with one additional maximum likelihood method (Fig. S19). Our analyses strongly 
support the monophyly of all plastids, which is common in phylogenies based on plastid markers 
(13), but with the exclusion of much recently and independently acquired chromatophores of 
Paulinella species. Both photosynthetic organelles of Archaeplastida and Paulinella diverged from 
early-branching freshwater cyanobacteria. The former groups with Gloeomargarita lithophora and 
the latter with Cyanobium gracile as their most closely related cyanobacteria relatives, consistent 
with previous studies (2, 8).  

All calculated 11 phylogenies favoured the glaucophyte-first hypothesis, i.e. Glaucophyta 
as the first branching lineage to the sister-group of Rhodophyta and Chloroplastida; nine Bayesian 
trees strongly supported this topology but the maximum likelihood methods did not (Fig. 1, S1-19). 
Our results agree with the greatest number of cyanobacterial characteristics preserved in 
muroplasts compared with rhodoplasts and chloroplasts, e.g. the presence of peptidoglycan and 
carboxysomes (13). However, morphological conservatism does not have to necessarily mean that 
Glaucophyta diverged first because the other Archaeplastida lineages could have simply lost 
certain ancestral traits independently. In accordance with this, previous phylogenetic analyses 
based on plastid markers support all the possible evolutionary models, which are in descending 
order of support: Glaucophyta-, Chloroplastida- or Rhodophyta-first hypothesis (1, 2, 13, 21, 22). 
Interestingly, the trees built on nuclear markers that do support the monophyly of Archaeplastida 
prefer either the Glaucophyta or Rhodophyta as the first branching lineage (13, 23–28). There is 
also generally greater support for the former scenario (13, 28) but, on the other hand, the most 
recent studies seem to favor the latter (23–27).  

Similarly to Sánchez-Baracaldo et al. (29), Chlorokybus and Mesostigma broke up the 
monophyly of Streptophyta in all our phylogenies, and they were placed at the base of 
Chloroplastida with strong or moderate support (Fig. 1, S1-19). Consequently, these green algae 
possibly branched before the split of Streptophyta and Chlorophyta. However, this position was 
questioned by Lemieux et al. (30). Although they recovered similar topology in the maximum 
likelihood trees on the set of 45 plastid proteins, their trees based on the same set but nucleotide 
sequences supported Chlorokybus and Mesostigma as the earliest-branching Streptophyta. 
Moreover, their further analyses of gene content and/or gene order, and trees based on the amino 
acid sequences enriched in slow-evolving sites do preserve the monophyly of Streptophyta with 
both these green algae species (30).  

The most interesting result from our phylogenies is the fact that Paulinella groups with 
C. gracile instead of Prochlorococcus or Synechococcus species (Fig. 1, S1-19). This allows us to 
formulate a new scenario for chromatophore acquisition. Under this scenario, the ancestors of 
photosynthetic Paulinella dwelled in marine habitats and fed on common picocyanobacteria, i.e. 
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Prochlorococcus and Synechococcus, similarly to extant heterotrophic Paulinella (31). We assume 
that there was a preference for small prey like picocyanobacteria because Paulinella cells are 
surrounded by an oval theca, and consequently, the food has to fit through a narrow terminal 
aperture (~1 µm in P. ovalis) (32). After transition to a new brackish/freshwater habitat, there would 
be no exclusively marine Prochlorococcus, but instead freshwater Cyanobium and possibly also 
some Synechococcus spp. (33). As a result, Paulinella would switch to Cyanobium as the more 
accessible prey. Next, it would learn to keep Cyanobium for prolonged time, e.g. as food for later 
use, and simultaneously profit from undergoing photosynthesis by absorbing carbon compounds, 
and possibly other nutrients, without killing the cyanobacterial prey. The transport of photosynthetic 
products and the other nutrients could provide the selective pressure for forging the endosymbiotic 
bond. In the final stage of endosymbiotic transformation, the host cell would abandon phagotrophy 
for the full photoautotrophic existence. Interestingly, it has been shown that eutrophic habitats 
preferred by photosynthetic Paulinella do drive unicellular eukaryotes into specialized trophic 
strategies, i.e. either photoautotrophy or heterotrophy (34).  

Molecular clock analyses. In total, we calculated 18 chronograms (Fig. 1, S1-17), six for each of 
the three calibration sets: C1, C2 and C3 (Tab. 1). C3 represents our most up to date calibration 
set since it includes microfossils of R. chitrakootensis (14) and P. antiquus (15). The other sets (C1 
and C2) were used for comparative studies to investigate the impact of calibration constraints on 
molecular clocks (see below). The estimated ages are presented as ranges of mean dates from all 
six molecular clocks: UCLNR, IGR, TK02, CIR, LN and UGAM, unless stated otherwise (for details, 
see Materials and methods). We discuss only selected results concerning the evolution of major 
photosynthetic lineages though more datings are also included in the section: Verification of 
tentatively assigned microfossils in Supplementary Information. 

According to our chronograms based on C3 (Table 1), the cyanobacterial ancestors of 
muroplasts, rhodoplasts and chloroplasts diverged from G. lithophora in the Paleoproterozoic Era 
between 2.2 and 2.0 Bya (Fig. 1, 2, S1-S5; Tab. S3). Soon after, they got involved in the 
endosymbiotic interaction with an unknown unicellular eukaryote, probably in a freshwater 
environment and most likely beginning as food (29). This endosymbiotic merger must have taken 
place before the divergence of the first Archaeplastida lineage. We indicate that the lineage in 
question was Glaucophyta and that the process occurred before 2.1 to 1.8 Bya (Fig. 1, 2, S1-S5; 
Tab. S3). Our age for the first cyanobacterial endosymbiosis is in line with the chronograms 
calculated on nuclear markers by Strassert et al. (23), plastid markers by Blank (35) and Sánchez-
Baracaldo et al. (29), but much older than the other estimations summarised in Tab. S1. 

Following the emergence of glaucophytes, red and green algae diverged between 2.0 and 
1.8 Bya (Fig. 1, 2, S1-S5; Tab. S3). Their first species were unicellular algae, but the multicellularity 
in Archaeplastida could have evolved as early as 1.9 Bya and surely before 1.6 Bya. The first date 
represents the age of controversial fossil of Grypania (for details, see Supplementary Information), 
possibly an early red or green multicellular alga (36), and the latter R. chitrakootensis (14). 
According to our clocks, the crown groups of Chloroplastida and Rhodophyta were both established 
in the late Paleoproterozoic Era, between 1.8 and 1.6 Bya; only the CIR model inferred ~1.5 billion 
years (Byr) for Chloroplastida. This time range is much older than the previous estimations 
(Tab. S1) that indicated the Mesoproterozoic and for extant Chloroplastida also the Neoproterozoic 
Era as the period of origin (Fig. 1, 2, S1-S5; Tab. S3). The only exceptions were datings by 
Blank (35) and Strassert et al. (23) for Chloroplastida and Rhodophyta, respectively; they anchored 
the crown groups in the late Paleoproterozoic as well (Tab. S1).  

The Chloroplastida lineage is made up of two large clades: Chlorophyta and Streptophyta. 
The former includes mainly marine green algae and the latter freshwater green algae (charophytes) 
and all land plants. We estimated the age for the crown group of Chlorophyta between 1.7 and 1.3 
Bya (Fig. 1, 2, S1-S5; Tab. S3), and it was similar to Blank’s (35) results, but much older than the 
other molecular clock indications (Tab. S1). Interestingly, the extant streptophytes seem to be 
younger according to our molecular clocks compared with recent reports (Tab. S1), except for 
Sánchez-Baracaldo et al. (29). We inferred that they evolved in the late Mesoproterozoic, between 
1.2 and 1.0 Bya (Fig. 1, 2, S1, S2, S5; Tab. S3). However, this time range does not take into 
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account the mean dates calculated by CIR (Fig. S3) and LN (Fig. S4) clocks (~700 Myr), which 
differed strongly from our other models. 

Single-celled green algae belonging to Chlorophyta, class Ulvophyceae, got involved in an 
endosymbiotic interaction with a cercozoan amoeba resulting in a new photosynthetic lineage 
Chlorarachnea (37). Chlorarachniophytes, e.g. Bigelowiella, are best known for their nucleomorph, 
a vestigial nucleus preserved in the reduced ulvophycean cell that now represents a secondary 
plastid. According to our studies, this complex plastid split from their ancestral green algae between 
1.1 and 1.0 Bya (Fig. 1, 2, S2-S5; Tab. S3), only the IGR model (Fig. S1) indicated an earlier mean 
age (1.36 Byr). These results are consistent with nuclear marker-based clock by Parfrey et al. (38), 
dating this event to about 1.0 Bya, but not with estimations based on plastid proteins by Jackson 
et al. (37), assuming the mean date ~600 Mya. 

Nucleomorph is not only characteristic of Chlorarachnea but also Cryptophyta; however, 
both organelles were acquired independently from green and red algae, respectively. Contrary to 
chlorarachniophytes, the red alga acquisition triggered plastid transfers to other protist lineages in 
tertiary or indirectly in higher order endosymbioses, e.g. to stramenopiles, haptophytes and 
dinoflagellates (23). The up to date scenarios for evolution of red alga-derived plastids mostly agree 
that there was a single secondary endosymbiosis beginning with cryptophytes and a few 
subsequent serial plastid acquisitions (see 23 and citations therein). Our results indicate that the 
process started between 1.7 and 1.4 Bya (Fig. 1, 2, S1-S5; Tab. S3), which is similar to 
Strassert et al. (23) estimation. 

The minimum age for the second cyanobacterial endosymbiosis amounting to about 
60 Mya was first proposed by Nowack et al. (7). They assumed that the rate of pseudogene 
disintegration requiring from 40 to 60 Myr in the endosymbiotic bacteria Buchnera aphidicola is 
comparable to that of Paulinella in chromatophores. Subsequent molecular clock studies based on 
18S rRNA with the UCLNR model by Delaye et al. (39) and also Lhee et al. (40) estimated that 
photosynthetic Paulinella species diverged from their heterotrophic relatives 141-94 Mya and 193-
64 Mya, respectively. In turn, Sánchez-Baracaldo et al. (29) based on plastid markers calculated 
the split of P. chromatophora from the Synechococcus/Cyanobium clade between 634 Mya and 
350 Mya. 

We are the first to present multi-clock studies that include all known Paulinella 
photosynthetic species. According to our four clocks, cyanobacterial ancestors of chromatophores 
diverged from C. gracile in the early Paleozoic Era between 516 and 443 Mya (Fig. 1, 2, S1, S2, 
S5; Tab. S3). These results are in line with Sánchez-Baracaldo et al. (29) estimations but we 
managed to narrow the upper and lower limits of the time range for about 100 Myr each. The 
second cyanobacterial endosymbiosis must have taken place before 292 to 266 Mya, i.e. before 
P. chromatophora separated from the other photosynthetic Paulinella species. It would mean that 
this endosymbiosis is much older than the other authors assumed. However, these time ranges do 
not include mean dates calculated by LN and CIR clocks, which strongly differed from our other 
models. LN and CIR chronograms indicate that Paulinella split from C. gracile between 266 and 
158 Mya, respectively, and therefore acquired plastids between 118 and 67 Mya (Fig. 2, S3-S4; 
Tab. S3). In turn, these ages agree better with Delaye et al. (39) and Lhee et al. (40) datings. 

The impact of molecular clocks and calibration sets on age estimations. In order to evaluate 
the discrepancies in age estimations by different approaches, we compared (i) different calibration 
sets assuming the same molecular clock and (ii) a given calibration set with different molecular 
clocks. 

The first comparison indicates that the data set C3 (Tab. 1) always provided older ages 
than the global mean for all the three calibration sets. The average percentage difference from the 
global mean per node 𝐷 (see equation in Materials and methods) for C3 depended on the clock 
model and ranged from about 1% to 7% (Tab. 2). The ages estimated based on C1 were mostly 
younger than the global mean, from about 1% to 9%, and those based on C2 were in the middle in 
this respect (Tab. 1, 2). We also visualized these tendencies in Fig. S20 as pairwise comparisons 
of the calibration sets, and the differences between them were statistically significant (p < 2e-45). 
The largest average pairwise differences in ages per node P (see equation in Materials and 
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methods) equal to 135 Myr and 121 Myr were observed for the comparison of C1 with C3 for clocks 
TK02 and LN, respectively, and they corresponded to the average percentage pairwise difference 
per node 𝑃% (see equation in Materials and methods) 17% and 14%. It is also worth mentioning 
that molecular dating by the UGAM model was least affected by the change in the calibration set 
(Tab. 2). 

Much greater differences could be noticed for the second comparison, i.e. of different 
molecular clocks with the same calibration set (Tab. 3). For each calibration set, the LN model 
estimated on average from 13% to 20% older ages than the mean calculated for all the six 
chronograms. Quite old ages were also obtained for the IGR clock, from 6.5% to 13% greater than 
the global mean. The younger ages were produced by UCLNR, and they were about 18% smaller 
than the global mean. UGAM and CIR also provided younger ages but the results of TK02 
depended on the calibration set. The pairwise comparison between the clocks is presented in 
Fig. S21, and the differences in the estimated ages are statistically significant for the comparison 
of LN and UCLNR with the other five models (p < 6.5e-07), for the comparisons of UGAM-CIR (p 
= 0.041) and UGAM-IGR (p = 0.019). As expected from the global comparison, we found the 
biggest average pairwise difference in ages per node 𝑃 between the LN and UCLNR clocks. The 
ages were on average 208 Myr, 273 Myr and 282 Myr older for LN than UCLNR for C1, C2 and C3 
sets, respectively, which corresponds to the mean percentage pairwise difference per node 𝑃% 
25%, 33% and 31%. 

We also performed multidimensional scaling to visualize the similarities and differences 
indicated above for all the combinations of calibration sets and molecular clocks (Fig. 3). This 
analysis illustrates that there are clearly greater differences in the age estimations between 
molecular clocks compared to calibration sets. In most cases, the calibration sets were grouped 
together independently of the clock model applied, but the clocks were generally scattered across 
the plot.  

Impact of climatic and atmospheric parameters on diversification rate. The obtained 
chronograms (Fig. 1, S1-17) were used to estimate the diversification rates of photosynthetic 
organisms and their correlation with various climatic and atmospheric parameters. We took into 
account the global and oceanic temperature as well as the atmospheric concentration of carbon 
dioxide and oxygen (Tab. S9). The volcanic activity was approximated by the area of Large Igneous 
Provinces (Tab. S9). We also calculated the mean diversification rate during six main glaciations 
and in the warmer periods between them (Tab. S10).  

All statistically significant Spearman correlation coefficients () calculated for various 
combinations of the diversification rates with temperature and CO2 were positive (Fig. 4). The mean 

 was 0.54 and 0.61, and for some cases this coefficient reached 0.7 and 0.93, respectively. In 
accordance with that, we found a significantly higher diversification rate in warmer periods, 
compared to glaciations (p-value = 0.00006). The mean ratio between the warm periods and 
glaciations for the diversification rate was 1.41, and it amounted to 2.35 in some extreme cases. 

Our results indicate that the diversification rate of photosynthetic organisms significantly 
rose in warmer times under higher CO2 concentrations. Significantly, these conditions have already 
been reported to have a positive impact on photosynthesis and the global growth and reproduction 
of various alga and plant species (41–44). Additionally, the increase in CO2 may reduce the 
stomatal conductance and transpiration in plants and, therefore, alleviate the negative influence of 
drought and improve the use of nutrients and water (45). A similar beneficial effect might produce 
the rising temperature, but only to some extent. It results in higher enzyme activity (46) that, in turn, 
is also associated with the stimulation of cell growth and proliferation (47–51).  

The positive impact of the carbon dioxide and temperature can be further enhanced by 
their synergy (49, 52). For example, the influence of elevated CO2 on photosynthesis is stronger at 
higher temperatures due to the suppression of photorespiration, a competitive reaction to 
photosynthesis (53). Moreover, higher concentration of CO2 can shift the optimum temperature for 
plant photosynthesis, growth and development to greater values (53–55). 
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As a consequence of the positive effect of CO2 and temperature, the population size of 
photosynthetic organisms would increase, and trigger higher speciation rates in accordance with 
the unified neutral theory of biodiversity (56). The theory postulates that ‘the number of new species 
arising per unit time is a function of the total number of individuals in a metacommunity’. Warmer 
temperatures are also responsible for boosting metabolism, higher mutation rates and shorter 
generation times, which may accelerate speciation as well (57, 58). Elevated temperatures were 
shown to increase the selection strength on genome-wide polymorphism causing more rapid 
evolution and diversification in warmer regions (59). Accordingly, there is increasing species 
richness of pteridophytes and seed plants with growing temperature (60, 61).  

Our findings are in agreement with Barrett and Willis (62); they postulated that the major 
plant groups emerged at times of increasing CO2. More detailed analyses showed that CO2 
concentration was strongly and positively correlated with gymnosperm and pteridophyte speciation 
(63). In another study, the diversity in neotropical wet forests was also positively related with CO2 
over long timescales during the Cenozoic (64). Moreover, Fiz-Palacios et al. (65) found that the 
majority of shifts in the diversification rate of angiosperms, ferns, and mosses coincided with warm 
climates.  

In contrast to the positive effect of CO2 and temperature, the significant correlations 
between the diversification rate and O2 concentration were in 99.4% cases negative (Fig. 4). The 

mean  was -0.51 and in an extreme case it amounted to -0.85. This can be associated with an 
adverse role of oxygen in photosynthesis. O2 is a competitive inhibitor of CO2 fixation by ribulose-
1,5-bisphosphate carboxylase/oxygenase (66) and stimulates photorespiration (67). A negative 
influence of oxygen could also be related to fueling fire on land biota and it was included in some 
paleoclimatic models (68). 

A weak negative correlation was also noticed between the diversification rate and the 
volcanic activity (data not shown). Regardless of the measure used (for details, see Materials and 

methods), the mean  was -0.29 for statistically significant cases. Considering a long-term 
influence, the negative effect of volcanos could be related to blocking sunlight and climate cooling 
by ash and dust as well as to droplets of sulfuric acid, which decrease photosynthesis activity (69, 
70). Covering leaves and their stomata by the ash and dust can also disturb respiration processes, 
whereas acidic rains can cause their direct damage. However, volcanos are important sources of 
CO2, a substrate to photosynthesis. Thus, this two-sided influence can cause that the correlation 
coefficient is not very high but the negative effect apparently prevails. 

Concluding Remarks 

According to our phylogenetic and molecular clock analyses, the primary plastids evolved prior to 
2.1 to 1.8 Bya, i.e. before the first Archaeplastida lineage, Glaucophyta, diverged. Similarly to the 
primary plastids, Paulinella chromatophores evolved in low salinity habitats because they group in 
all our trees with the freshwater picocyanobacterium C. gracile. This relatively recent 
endosymbiosis took place possibly before 292 and 266 Mya though two of six clocks indicated 
younger ages. Following our chronograms, the red algae secondary endosymbioses started with 
cryptophytes between 1.7 and 1.4 Bya, whereas chlorarachniophytes acquired their green alga-
derived plastids between 1.1 and 1.0 Bya (Fig. 1, 2). Generally, the age estimations for our key 
evolutionary events concerning photosynthetic organelles were older compared to previous reports 
(Tab. 1S), and at least partially due to the inclusion into our calibration set of new microfossils: 
R. chitrakootensis (14) and P. antiquus (15); they represent the oldest-known red and green alga 
specimens, respectively. The diversification rate of the investigated photosynthetic organisms was 
positively correlated with temperature and carbon dioxide concentrations but negatively with 
oxygen levels and volcanic activity (Fig. 4). Our analyses of the impact of molecular clocks and 
calibration sets on the age estimations also indicate that there are clearly greater differences in the 
ages between the clocks compared to the calibration sets (Fig. 3). However, we do not see the 
dependence of uncorrelated and autocorrelated models with the estimation of younger and older 
ages, respectively, though some models seem to follow this rule. 
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Materials and Methods 

Dataset preparation. We used carefully selected 30 conserved plastid-encoded proteins 
(Table S4) from five organisms: Gloeomargarita lithophora, Cyanobium sp., Cyanophora paradoxa, 
Galdieria sulphuraria and Arabidopsis thaliana for homologous search by PSI-BLAST (e-value: 
<0.001, number of iterations: 5, word size: 2) against amino acid sequences encoded by plastids, 
cyanobacteria and chromatophore genomes (71). Plastid proteins were retrieved from the NCBI 
reference sequence database (72) while cyanobacteria and chromatophore proteins from GenBank 
(73). The final set included 108 representatives of cyanobacteria and plastid-carrying eukaryotes 
(mainly archaeplastidans) and each contained the full number of plastid markers, with the exception 
of chlorarachniophytes that lacked CCSA protein. Each protein group was aligned independently in 
MAFFT v7.429 using a slow and accurate L-INS-i algorithm (74). The multiple sequence alignments 
were inspected in AliView (75) and the sites best suited for phylogenetic analyses were selected 
with TrimAl gappyout method (76). All 30 trimmed alignments were concatenated into the 
supermatrix of 9,823 aligned amino acid positions with SequenceMatrix 1.8 (77). 

Phylogenetic and molecular clock analyses. The phylogenetic trees were obtained based on: 
(i) the maximum likelihood method in IQ-TREE 2.0 (19) and RAxML 8.2.12 (20), and (ii) the 
Bayesian approach in MrBayes 3.2.7a (16) and Beast 2.6.0 (17) along with the molecular clock 
analyses. We considered all 30 potential partitions, represented by each protein group, in finding 
the best substitution models for the whole protein set. To estimate the best-fitted substitution 
models, we used ModelFinder (78) in IQ-TREE (19), and PartitionFinder (79) for RAxML (20), 
MrBayes (16) and Beast (17). They proposed 9 (Table S5) and 19 (Table S6-S8) partitions with 
individual substitution models, respectively. Branch support was inferred with 100 replicates of non-
parametric bootstrap test for IQ-TREE (19) and RAxML (20), and estimation of posterior probability 
for MrBayes (16) and Beast (17).  

We performed Bayesian molecular dating with two different relaxed molecular clock 
methods: autocorrelated and uncorrelated, which assume dependent or independent rate of 
evolution on adjacent branches of the phylogenetic tree, respectively. We implemented: 
autocorrelated log normal model (LN), Cox–Ingersoll–Ross model (CIR) and uncorrelated gamma 
multiplier model (UGAM) in PhyloBayes 4.1c (18); autocorrelated Thorne–Kishino 2002 model 
(TK02) and uncorrelated independent gamma rate model (IGR) in MrBayes (16) as well as 
uncorrelated lognormal model (UCLNR) in Beast (17). In total, we calculated 18 chronograms for 
three calibration sets and six molecular clock approaches. 

In PhyloBayes, we used the fixed tree topology inferred in IQ-TREE and calculated each 
molecular clock under CAT-GTR+Γ model. We always selected Gloeobacter kilaueensis JS1 as an 
outgroup. For each molecular clock and calibration set, two replicate chains were run. Analyses 
were performed using hard bounded gamma-distributed prior for the root and uniform hard bounded 
priors for the rest calibration constraints. We selected burnin to get the maximum discrepancy lower 
than 0.3 and the minimum effective size greater than 50 in tracecomp. Mean dates were assessed 
by running readdiv with burnin selected for each analysis in tracecomp. 

In Beast, we implemented Yule tree prior and exponential priors on calibration constraints. 
Tree samples were saved every 1000 iterations. The first 25% samples were discarded as burnin 
to get the effective sample size greater than 100 for all parameters calculated in Tracer 1.7. The 
final chronograms were obtained in Treeannotator using 25% burnin and mean heights. 

In MrBayes, offset exponential priors were used for divergence times together with birth-
death tree prior. Samples were saved every 100 iterations. To summarize the results, we used 
sump command discarding 25% of the first samples. We made sure that the potential scale 
reduction factor was close to 1 and the average effective sample size greater than 100 for all 
parameters. The final chronograms were obtained in Treeannotator using 25% burnin and mean 
heights. 

Comparison of molecular clocks and calibration sets. In order to assess a potential bias in the 
estimation of divergence times among molecular clocks and calibration sets, we calculated for each 
set the percentage difference from the mean age of all sets obtained for each node, and next the 
average differences across all nodes 𝐷 according to the equation: 
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𝐷 =
∑ 100%∙(𝑥𝑖−�̅�𝑖)/�̅�𝑖

𝑛
𝑖=1

𝑛
, 

where: 𝑥𝑖 is an age for the node 𝑖, �̅�𝑖 is a mean age of sets for the node 𝑖 and 𝑛 is the number of 
nodes. In the analysis we included 104 nodes and excluded three that were not shared in all tree 
topologies. The calculations were performed separately for: (i) different calibration sets assuming 
the same molecular clock as well as (ii) for each calibration set with different clocks.  

Moreover, we calculated the mean pairwise difference in ages across all nodes between 
individual sets 𝑃 according to the equation: 

𝑃 =
∑ (𝑥𝑖−𝑦𝑖)𝑛

𝑖=1

𝑛
, 

where: 𝑥𝑖 is an age in the set 𝑥 for the node 𝑖, 𝑦𝑖 is an age in the set 𝑦 for the node 𝑖 and 𝑛 is the 
number of nodes. Similarly, we calculated the mean percentage pairwise difference: 

𝑃% =
∑ 100%∙(𝑥𝑖−𝑦𝑖)/0.5∙(𝑥𝑖+𝑦𝑖)𝑛

𝑖=1

𝑛
. 

These values were used for multidimensional scaling (MDS) in R to compare age 
estimations under various assumptions in a graphical way. Statistical significance of differences 
between the compared sets was assessed using the paired Wilcoxon test. The resulted p-values 
were corrected using the Benjamini-Hochberg method. 

Comparison of diversification rate with climatic and atmospheric parameters. Based on the 
18 chronograms, we calculated diversification rates within various periods using yuleWindow 
function in R. For each chronogram, we took into account the periods of 10, 20, 30, 40, 50, 60, 70, 
80, 90 and 100 Myr as overlapping windows with the shift of the half of window length. The middle 
value of the window was ascribed to the calculated diversification rate. 

The Spearman correlation coefficient and its significance were calculated between the 
values of diversification rate and various climatic/atmospheric parameters (Table S9). The 
parameter values for the same time points as for rates were obtained based on a fitted smoothing 
spline calculated by ss function in R. The p-values of the correlation coefficient were corrected 
using the Benjamini-Hochberg method to control the false discovery rate. Differences were 
considered significant when p-values were smaller than 0.05. 

The relationship between the area of Large Igneous Provinces and geological age was 
expressed in two ways. In the first approach, the total area of Large Igneous Provinces was 
calculated in the window of 10 Myr from the available data. When the age range was given, the 
mean age was assumed for the data. In the second approach, the area per 1 Myr was calculated, 
when the age range was given, and next the sum was calculated in the period of 10 Myr. Finally, 
the middle value of the window was included in the relationship. 

The mean diversification rate for 18 chronograms was calculated in the periods of six main 
glaciations and interglaciations (Table S10). The final results were presented as the ratio between 
the latter and the former rate values. The significance of the difference between these values was 
assessed in the unpaired Wilcoxon-Mann-Whitney test. All statistical analyses were performed in 
R. 

Acknowledgments 

We are grateful to Richard Ernst for providing data about large igneous province records, and to 
Giada N Arney, David Catling, Joshua Krissansen-Totton and Dana Royer for paleoclimatic data 
and their useful explanations. This work was supported by the National Science Centre grant 
2017/26/D/NZ8/00444 to P.G., the National Science Centre grant 2018/31/N/NZ2/01338 to K.S. 
and the National Science Centre grant 2019/35/N/NZ8/03366 to F.P. 

  

.CC-BY-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted July 3, 2022. ; https://doi.org/10.1101/2022.07.01.497312doi: bioRxiv preprint 

https://doi.org/10.1101/2022.07.01.497312
http://creativecommons.org/licenses/by-nd/4.0/


 

 

11 

 

References 

1.  P. Sánchez-Baracaldo, G. Bianchini, J. D. Wilson, A. H. Knoll, Cyanobacteria and 
biogeochemical cycles through Earth history. Trends in Microbiology (2021). 

2.  R. I. Ponce-Toledo, et al., An Early-Branching Freshwater Cyanobacterium at the Origin of 
Plastids. Current Biology 27, 386–391 (2017). 

3.  W. Löffelhardt, “The Single Primary Endosymbiotic Event” in Endosymbiosis, W. Löffelhardt, 
Ed. (Springer, 2014), pp. 39–52. 

4.  J. M. Archibald, Genomic perspectives on the birth and spread of plastids. Proceedings of the 
National Academy of Sciences 112, 10147–10153 (2015). 

5.  E. C. M. Nowack, Paulinella chromatophora-rethinking the transition from endosymbiont to 
organelle. Acta Societatis Botanicorum Poloniae 83 (2014). 

6.  P. Gagat, K. Sidorczuk, F. Pietluch, P. Mackiewicz, “The Photosynthetic Adventure of 
Paulinella Spp” in Symbiosis: Cellular, Molecular, Medical and Evolutionary Aspects, 
(Springer, 2020), pp. 353–386. 

7.  E. C. M. Nowack, M. Melkonian, G. Glöckner, Chromatophore Genome Sequence of 
Paulinella Sheds Light on Acquisition of Photosynthesis by Eukaryotes. Current Biology 18, 
410–418 (2008). 

8.  P. Gagat, P. Mackiewicz, Protein translocons in photosynthetic organelles of Paulinella 
chromatophora. Acta Societatis Botanicorum Poloniae 83 (2014). 

9.  T. M. Lenton, et al., Earliest land plants created modern levels of atmospheric oxygen. PNAS 
113, 9704–9709 (2016). 

10.  G. O. Bozdag, E. Libby, R. Pineau, C. T. Reinhard, W. C. Ratcliff, Oxygen suppression of 
macroscopic multicellularity. Nat Commun 12, 2838 (2021). 

11.  Y. M. Bar-On, R. Phillips, R. Milo, The biomass distribution on Earth. Proc Natl Acad Sci U S 
A 115, 6506–6511 (2018). 

12.  J. L. Morris, et al., The timescale of early land plant evolution. Proceedings of the National 
Academy of Sciences 115, E2274–E2283 (2018). 

13.  P. Mackiewicz, P. Gagat, Monophyly of Archaeplastida supergroup and relationships among 
its lineages in the light of phylogenetic and phylogenomic studies. Are we close to a 
consensus? Acta Societatis Botanicorum Poloniae 83 (2014). 

14.  S. Bengtson, T. Sallstedt, V. Belivanova, M. Whitehouse, Three-dimensional preservation of 
cellular and subcellular structures suggests 1.6 billion-year-old crown-group red algae. PLoS 
Biology 15, e2000735 (2017). 

15.  Q. Tang, K. Pang, X. Yuan, S. Xiao, A one-billion-year-old multicellular chlorophyte. Nature 
Ecology & Evolution 4, 543–549 (2020). 

16.  F. Ronquist, et al., MrBayes 3.2: Efficient Bayesian Phylogenetic Inference and Model Choice 
Across a Large Model Space. Systematic Biology 61, 539–542 (2012). 

17.  R. Bouckaert, et al., BEAST 2: A Software Platform for Bayesian Evolutionary Analysis. PLOS 
Computational Biology 10, e1003537 (2014). 

18.  N. Lartillot, T. Lepage, S. Blanquart, PhyloBayes 3: a Bayesian software package for 
phylogenetic reconstruction and molecular dating. Bioinformatics 25, 2286–2288 (2009). 

19.  B. Q. Minh, et al., IQ-TREE 2: New Models and Efficient Methods for Phylogenetic Inference 
in the Genomic Era. Molecular Biology and Evolution 37, 1530–1534 (2020). 

20.  A. Stamatakis, RAxML version 8: a tool for phylogenetic analysis and post-analysis of large 
phylogenies. Bioinformatics 30, 1312–1313 (2014). 

21.  K. R. Moore, et al., An Expanded Ribosomal Phylogeny of Cyanobacteria Supports a Deep 
Placement of Plastids. Frontiers in Microbiology 10 (2019). 

22.  S. Karkar, F. Facchinelli, D. C. Price, A. P. M. Weber, D. Bhattacharya, Metabolic connectivity 
as a driver of host and endosymbiont integration. Proceedings of the National Academy of 
Sciences 112, 10208–10215 (2015). 

23.  J. F. H. Strassert, I. Irisarri, T. A. Williams, F. Burki, A molecular timescale for eukaryote 
evolution with implications for the origin of red algal-derived plastids. Nat Commun 12, 1879 
(2021). 

24.  M. W. Brown, et al., Phylogenomics Places Orphan Protistan Lineages in a Novel Eukaryotic 
Super-Group. Genome Biol Evol 10, 427–433 (2018). 

.CC-BY-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted July 3, 2022. ; https://doi.org/10.1101/2022.07.01.497312doi: bioRxiv preprint 

https://doi.org/10.1101/2022.07.01.497312
http://creativecommons.org/licenses/by-nd/4.0/


 

 

12 

 

25.  I. Irisarri, J. F. H. Strassert, F. Burki, Phylogenomic Insights into the Origin of Primary Plastids. 
Systematic Biology 71, 105–120 (2022). 

26.  R. M. R. Gawryluk, et al., Non-photosynthetic predators are sister to red algae. Nature 572, 
240–243 (2019). 

27.  G. Lax, et al., Hemimastigophora is a novel supra-kingdom-level lineage of eukaryotes. Nature 
564, 410–414 (2018). 

28.  J. F. H. Strassert, M. Jamy, A. P. Mylnikov, D. V. Tikhonenkov, F. Burki, New Phylogenomic 
Analysis of the Enigmatic Phylum Telonemia Further Resolves the Eukaryote Tree of Life. 
Molecular Biology and Evolution 36, 757–765 (2019). 

29.  P. Sánchez-Baracaldo, J. A. Raven, D. Pisani, A. H. Knoll, Early photosynthetic eukaryotes 
inhabited low-salinity habitats. Proc Natl Acad Sci USA 114, E7737 (2017). 

30.  C. Lemieux, C. Otis, M. Turmel, A clade uniting the green algae Mesostigma viride and 
Chlorokybus atmophyticus represents the deepest branch of the Streptophyta in chloroplast 
genome-based phylogenies. BMC Biology 5, 2 (2007). 

31.  D. Bhattacharya, et al., Single cell genome analysis supports a link between phagotrophy and 
primary plastid endosymbiosis. Sci Rep 2, 356 (2012). 

32.  P. W. Johnson, P. E. Hargraves, J. McN. Sieburth, Ultrastructure and Ecology of Calycomonas 
ovalis Wulff, 1919, (Chrysophyceae) and Its Redescription as a Testate Rhizopod, Paulinella 
ovalis N. Comb. (Filosea: Euglyphina)1. The Journal of Protozoology 35, 618–626 (1988). 

33.  O. Strunecký, M. Koblizek, Whole genome phylogeny of Cyanobacteria documents a distinct 
evolutionary trajectory of marine picocyanobacteria (2021) 
https:/doi.org/10.1101/2021.05.26.445609. 

34.  T. A. Troost, B. W. Kooi, S. A. L. M. Kooijman, Ecological Specialization of Mixotrophic 
Plankton in a Mixed Water Column. The American Naturalist 166, E45–E61 (2005). 

35.  C. E. Blank, Origin and early evolution of photosynthetic eukaryotes in freshwater 
environments: reinterpreting proterozoic paleobiology and biogeochemical processes in light 
of trait evolution. Journal of Phycology 49, 1040–1055 (2013). 

36.  Y. Wang, Y. Wang, W. Du, The long-ranging macroalga Grypania spiralis from the Ediacaran 
Doushantuo Formation, Guizhou, South China. Alcheringa: An Australasian Journal of 
Palaeontology 40, 303–312 (2016). 

37.  C. Jackson, A. H. Knoll, C. X. Chan, H. Verbruggen, Plastid phylogenomics with broad taxon 
sampling further elucidates the distinct evolutionary origins and timing of secondary green 
plastids. Sci Rep 8, 1523 (2018). 

38.  L. W. Parfrey, D. J. G. Lahr, A. H. Knoll, L. A. Katz, Estimating the timing of early eukaryotic 
diversification with multigene molecular clocks. Proceedings of the National Academy of 
Sciences 108, 13624–13629 (2011). 

39.  L. Delaye, C. Valadez-Cano, B. Pérez-Zamorano, How Really Ancient Is Paulinella 
Chromatophora? PLoS Curr 8, ecurrents.tol.e68a099364bb1a1e129a17b4e06b0c6b (2016). 

40.  D. Lhee, et al., Evolutionary dynamics of the chromatophore genome in three photosynthetic 
Paulinella species. Sci Rep 9, 2560 (2019). 

41.  T.-R. W. Brown, M. J. Lajeunesse, K. M. Scott, Strong effects of elevated CO2 on freshwater 
microalgae and ecosystem chemistry. Limnology and Oceanography 65, 304–313 (2020). 

42.  L. M. Jablonski, X. Wang, P. S. Curtis, Plant reproduction under elevated CO2 conditions: a 
meta-analysis of reports on 79 crop and wild species. New Phytologist 156, 9–26 (2002). 

43.  J. Ma, P. Wang, Effects of rising atmospheric CO2 levels on physiological response of 
cyanobacteria and cyanobacterial bloom development: A review. Sci Total Environ 754, 
141889 (2021). 

44.  H. Poorter, et al., A meta-analysis of responses of C3 plants to atmospheric CO2: dose–
response curves for 85 traits ranging from the molecular to the whole-plant level. New 
Phytologist 233, 1560–1596 (2022). 

45.  E. A. Ainsworth, A. Rogers, The response of photosynthesis and stomatal conductance to 
rising [CO2]: mechanisms and environmental interactions. Plant Cell Environ 30, 258–270 
(2007). 

46.  V. L. Arcus, et al., On the Temperature Dependence of Enzyme-Catalyzed Rates. 
Biochemistry 55, 1681–1688 (2016). 

.CC-BY-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted July 3, 2022. ; https://doi.org/10.1101/2022.07.01.497312doi: bioRxiv preprint 

https://doi.org/10.1101/2022.07.01.497312
http://creativecommons.org/licenses/by-nd/4.0/


 

 

13 

 

47.  M. E. Dusenge, A. G. Duarte, D. A. Way, Plant carbon metabolism and climate change: 
elevated CO2 and temperature impacts on photosynthesis, photorespiration and respiration. 
New Phytologist 221, 32–49 (2019). 

48.  Z. Lindo, D. A. Griffith, Elevated Atmospheric CO2 and Warming Stimulates Growth and 
Nitrogen Fixation in a Common Forest Floor Cyanobacterium under Axenic Conditions. 
Forests 8, 73 (2017). 

49.  J. I. L. Morison, D. W. Lawlor, Interactions between increasing CO2 concentration and 
temperature on plant growth. Plant, Cell & Environment 22, 659–682 (1999). 

50.  J. O. Nalley, D. R. O’Donnell, E. Litchman, Temperature effects on growth rates and fatty acid 
content in freshwater algae and cyanobacteria. Algal research (2018) (June 15, 2022). 

51.  P. Zhang, et al., Effects of Rising Temperature on the Growth, Stoichiometry, and Palatability 
of Aquatic Plants. Frontiers in Plant Science 9 (2019). 

52.  A. R. Reddy, G. K. Rasineni, A. S. Raghavendra, The impact of global elevated CO₂ 
concentration on photosynthesis and plant productivity. Current Science 99, 46–57 (2010). 

53.  D. Gutiérrez, et al., Acclimation to future atmospheric CO2 levels increases photochemical 
efficiency and mitigates photochemistry inhibition by warm temperatures in wheat under field 
chambers. Physiologia Plantarum 137, 86–100 (2009). 

54.  A. Alonso, P. Pérez, R. Morcuende, R. Martinez-Carrasco, Future CO2 concentrations, though 
not warmer temperatures, enhance wheat photosynthesis temperature responses. Physiol 
Plant 132, 102–112 (2008). 

55.  O. Ghannoum, et al., Photosynthetic responses of two eucalypts to industrial-age changes in 
atmospheric [CO2] and temperature. Plant, Cell & Environment 33, 1671–1681 (2010). 

56.  S. P. Hubbell, A Unified Theory of Biodiversity and Biogeography–Princeton University Press. 
Princeton, NJ (2001). 

57.  A. P. Allen, J. H. Brown, J. F. Gillooly, Global biodiversity, biochemical kinetics, and the 
energetic-equivalence rule. Science 297, 1545–1548 (2002). 

58.  S. Wright, J. Keeling, L. Gillman, The road from Santa Rosalia: a faster tempo of evolution in 
tropical climates. Proceedings of the National Academy of Sciences 103, 7718–7722 (2006). 

59.  D. Berger, J. Stångberg, J. Baur, R. J. Walters, Elevated temperature increases genome-wide 
selection on de novo mutations. Proceedings of the Royal Society B: Biological Sciences 288, 
20203094 (2021). 

60.  H. Qian, M. Kessler, T. Deng, Y. Jin, Patterns and drivers of phylogenetic structure of 
pteridophytes in China. Global Ecology and Biogeography 30, 1835–1846 (2021). 

61.  H. Qian, et al., Phylogenetic dispersion and diversity in regional assemblages of seed plants 
in China. Proc Natl Acad Sci U S A 116, 23192–23201 (2019). 

62.  P. M. Barrett, K. J. Willis, Did dinosaurs invent flowers? Dinosaur-angiosperm coevolution 
revisited. Biol Rev Camb Philos Soc 76, 411–447 (2001). 

63.  J. McElwain, et al., Long term fluctuations in atmospheric CO2 concentration influence plant 
speciation rates (Cambridge University Press Cambridge UK, 2011). 

64.  D. L. Royer, B. Chernoff, Diversity in neotropical wet forests during the Cenozoic is linked 
more to atmospheric CO2 than temperature. Proceedings of the Royal Society B: Biological 
Sciences 280, 20131024 (2013). 

65.  O. Fiz-Palacios, H. Schneider, J. Heinrichs, V. Savolainen, Diversification of land plants: 
insights from a family-level phylogenetic analysis. BMC Evolutionary Biology 11, 341 (2011). 

66.  O. Björkman, The Effect of Oxygen Concentration on Photosynthesis in Higher Plants. 
Physiologia Plantarum 19, 618–633 (1966). 

67.  T. D. Sharkey, Estimating the rate of photorespiration in leaves. Physiologia Plantarum 73, 
147–152 (1988). 

68.  N. M. Bergman, T. M. Lenton, A. J. Watson, COPSE: A new model of biogeochemical cycling 
over Phanerozoic time. American Journal of Science 304, 397–437 (2004). 

69.  R. A. Kennedy, The eruption of Mount St. Helens: impact on agriculture and the effects of 
Mount St. Helens ash on plants [Washington]. Scanning Electron Microscope (USA) (1981) 
(June 15, 2022). 

70.  A. Robock, Volcanic eruptions and climate. Reviews of Geophysics 38, 191–219 (2000). 
71.  S. F. Altschul, et al., Gapped BLAST and PSI-BLAST: a new generation of protein database 

search programs. Nucleic Acids Research 25, 3389–3402 (1997). 

.CC-BY-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted July 3, 2022. ; https://doi.org/10.1101/2022.07.01.497312doi: bioRxiv preprint 

https://doi.org/10.1101/2022.07.01.497312
http://creativecommons.org/licenses/by-nd/4.0/


 

 

14 

 

72.  N. A. O’Leary, et al., Reference sequence (RefSeq) database at NCBI: current status, 
taxonomic expansion, and functional annotation. Nucleic Acids Research 44, D733–D745 
(2016). 

73.  E. W. Sayers, et al., GenBank. Nucleic Acids Research 49, D92–D96 (2021). 
74.  K. Katoh, D. M. Standley, MAFFT Multiple Sequence Alignment Software Version 7: 

Improvements in Performance and Usability. Molecular Biology and Evolution 30, 772–780 
(2013). 

75.  A. Larsson, AliView: a fast and lightweight alignment viewer and editor for large datasets. 
Bioinformatics 30, 3276–3278 (2014). 

76.  S. Capella-Gutiérrez, J. M. Silla-Martínez, T. Gabaldón, trimAl: a tool for automated alignment 
trimming in large-scale phylogenetic analyses. Bioinformatics 25, 1972–1973 (2009). 

77.  G. Vaidya, D. J. Lohman, R. Meier, SequenceMatrix: concatenation software for the fast 
assembly of multi-gene datasets with character set and codon information. Cladistics 27, 171–
180 (2011). 

78.  S. Kalyaanamoorthy, B. Q. Minh, T. K. F. Wong, A. von Haeseler, L. S. Jermiin, ModelFinder: 
fast model selection for accurate phylogenetic estimates. Nat Methods 14, 587–589 (2017). 

79.  R. Lanfear, P. B. Frandsen, A. M. Wright, T. Senfeld, B. Calcott, PartitionFinder 2: New 
Methods for Selecting Partitioned Models of Evolution for Molecular and Morphological 
Phylogenetic Analyses. Molecular Biology and Evolution 34, 772–773 (2017). 

80.  T. M. Gibson, et al., Precise age of Bangiomorpha pubescens dates the origin of eukaryotic 
photosynthesis. Geology 46, 135–138 (2018). 

81.  A. Bekker, et al., Dating the rise of atmospheric oxygen. Nature 427, 117–120 (2004). 
82.  S. A. Crowe, et al., Atmospheric oxygenation three billion years ago. Nature 501, 535–538 

(2013). 
83.  H. J. Hofmann, Precambrian microflora, Belcher Islands, Canada: significance and 

systematics. Journal of Paleontology, 1040–1073 (1976). 
84.  C. F. Demoulin, et al., Cyanobacteria evolution: Insight from the fossil record. Free Radical 

Biology and Medicine 140, 206–223 (2019). 
85.  Y. Zhang, Proterozoic stromatolitic micro-organisms from Hebei, North China: Cell 

preservation and cell division. Precambrian Research 38, 165–175 (1988). 
86.  R. W. Page, M. J. Jackson, A. A. Krassay, Constraining sequence stratigraphy in north 

Australian basins: SHRIMP U–Pb zircon geochronology between Mt Isa and McArthur River. 
Australian Journal of Earth Sciences 47, 431–459 (2000). 

87.  A. Tomitani, A. H. Knoll, C. M. Cavanaugh, T. Ohno, The evolutionary diversification of 
cyanobacteria: molecular–phylogenetic and paleontological perspectives. Proceedings of the 
National Academy of Sciences 103, 5442–5447 (2006). 

88.  P. A. Sims, D. G. Mann, L. K. Medlin, Evolution of the diatoms: insights from fossil, biological 
and molecular data. Phycologia 45, 361–402 (2006). 

89.  S. B. Hedges, J. E. Blair, M. L. Venturi, J. L. Shoe, A molecular timescale of eukaryote 
evolution and the rise of complex multicellular life. BMC evolutionary biology 4, 1–9 (2004). 

90.  S. Xiao, A. H. Knoll, X. Yuan, C. M. Pueschel, Phosphatized multicellular algae in the 
Neoproterozoic Doushantuo Formation, China, and the early evolution of florideophyte red 
algae. American Journal of Botany 91, 214–227 (2004). 

91.  W. H. Kooistra, L. K. Medlin, Evolution of the diatoms (Bacillariophyta): IV. A reconstruction of 
their age from small subunit rRNA coding regions and the fossil record. Molecular 
phylogenetics and evolution 6, 391–407 (1996). 

92.  C. V. Rubinstein, P. Gerrienne, G. S. de la Puente, R. A. Astini, P. Steemans, Early Middle 
Ordovician evidence for land plants in Argentina (eastern Gondwana). New Phytologist 188, 
365–369 (2010). 

93.  P. K. Strother, Systematics and evolutionary significance of some new cryptospores from the 
Cambrian of eastern Tennessee, USA. Review of Palaeobotany and Palynology 227, 28–41 
(2016). 

94.  P. Steemans, et al., Origin and radiation of the earliest vascular land plants. Science 324, 
353–353 (2009). 

.CC-BY-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted July 3, 2022. ; https://doi.org/10.1101/2022.07.01.497312doi: bioRxiv preprint 

https://doi.org/10.1101/2022.07.01.497312
http://creativecommons.org/licenses/by-nd/4.0/


 

 

15 

 

95.  E. Turnau, N. Zavialova, A. Prejbisz, Wall ultrastructure in some dispersed megaspores and 
seed-megaspores from the Middle Devonian of northern Poland. Review of Palaeobotany and 
Palynology 156, 14–33 (2009). 

96.  N. F. Hughes, A. B. McDougall, J. L. Chapman, Exceptional new record of Cretaceous 
Hauterivian angiospermid pollen from southern England. Journal of Micropalaeontology 10, 
75–82 (1991). 

97.  E. M. Friis, K. R. Pedersen, P. R. Crane, Cretaceous angiosperm flowers: innovation and 
evolution in plant reproduction. Palaeogeography, palaeoclimatology, palaeoecology 232, 
251–293 (2006). 

98.  P. S. Soltis, D. E. Soltis, The origin and diversification of angiosperms. American Journal of 
Botany 91, 1614–1626 (2004). 

99.  G. L. Mullins, T. Servais, The diversity of the Carboniferous phytoplankton. Review of 
Palaeobotany and Palynology 149, 29–49 (2008). 

  

.CC-BY-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted July 3, 2022. ; https://doi.org/10.1101/2022.07.01.497312doi: bioRxiv preprint 

https://doi.org/10.1101/2022.07.01.497312
http://creativecommons.org/licenses/by-nd/4.0/


 

 

16 

 

Figures and Tables 

 

Figure 1. Time-calibrated phylogeny of photosynthetic organelles and cyanobacteria. The tree was 
inferred with Beast under UCLNR model and calibrated with data set C3 (Table 1). Arabic numerals 
in white circles indicate the calibration constraints. The roman numerals in blue rectangles mark 
key evolutionary events for plastids discussed in the article. At these nodes, there are blue bars 
representing 95% credibility intervals of the node age. The nodes supported with posterior 
probability lower than one are indicated with green circles.  
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Figure 2. Comparison of molecular clock estimations for key evolutionary events for photosynthetic 
organisms discussed in the article. Purple and green colours mark uncorrelated and autocorrelated 
clocks, respectively. The yellow lines indicate the mean age and the bars 95% credibility intervals 
for the mean.  
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Figure 3. Visualization of similarities and differences in age estimation for all combinations of 
calibration sets and molecular clocks in multidimensional scaling. The three calibration sets with 
the UCLNR clock (light green dots) and the set C2 and C3 with the LN clock (yellow dots) represent 
the most distant points because they calculated the most extreme age estimations in our analyses, 
the youngest and the oldest respectively. The other combinations of clocks and sets, depicted as 
dots of appropriate colour, are located between them since they provided more moderate datings. 
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Figure 4. Distribution of statistically significant Spearman correlation coefficients calculated for 
various combinations of the diversification rates with many parameters of temperature as well 
carbon dioxide and oxygen concentration. 
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Table 1. Calibration constraints for dating plastid evolution. A detailed description of each 
calibration point is provided in Tab. S2. C1, C2 and C3 represent the first, second and third 
calibration set, respectively. C1 was similar to the calibration strategy by Sánchez-Baracaldo et al. 
(29). C2 and C3 differ from C1 over using the microfossil of P. antiquus to calibrate the minimum 
age for the node 10 (15). In turn, C2 vary from C3 in calibration for node 6, the former uses widely 
recognized Bangiomorpha pubescens (80) while the latter much older and recently discovered 
R. chitrakootensis (14). Further small differences between C1 and the other calibration sets result 
from the fact that for C2 and C3, we always applied the minimum or maximum constraints on nodes 
by selecting the lower or upper interval for microfossil dating, respectively. 

  

Node 
no. 

Node name 
Min. Max. Ref. 

C1 C2 C3 C1 C2 C3 Min. Max. 

 Cyanobacteria 

1 Great Oxidation Event 2,320 2,320 2,320 3,000 3,000 3,000 (81) (82) 

2 Earliest cyanobacteria 1,900 1,900 1,900 3,000 3,000 3,000 (83, 84) (82) 

3 Pleurocapsales 1,700 1,640 1,640 1,900 3,000 3,000 (85) (82–84) 

4 Nostocales 1,600 1,580 1,580 1,900 3,000 3,000 (86, 87) (82–84) 

5 Richelia 110 110 110 3,000 3,000 3,000 (88) (82) 

 Rhodoplast 

6 Earliest Rhodophyta 1,050 1,030 1,560 3,000 2,300 2,300 (14, 80) (82, 89) 

7 Floridiophyceae 600 595 595 3,000 2,300 2,300 (90) (82, 89) 

 Rhodophyta-derived plastid 

8 Earliest diatom 190 185 185 3,000 2,300 2,300 (91) (82, 89) 

9 Bacillariophytina 110 110 110 3,000 2,300 2,300 (88) (82, 89) 

 Chloroplast 

10 Ulvophyceae 635 948 948 3,000 2,300 2,300 (15) (82, 89) 

11 Earliest land plants 475 471 471 501 515 515 (92) (12, 29, 93) 

12 Tracheophyta 446 446 446 501 515 515 (94) (12, 29, 93) 

13 Angiosperms/Gymnosperms  385 385 385 501 515 515 (95) (12, 29, 93) 

14 Angiosperms 130 130 130 501 515 515 (96, 97) (12, 29, 93) 

15 Eudicots 125 125 125 501 515 515 (98) (12, 29, 93) 

16 Zygnemataceae 345 345 345 3,000 2,300 2,300 (99) (82, 89) 

17 Gymnosperms 385 385 385 501 515 515 (95) (12, 29, 93) 
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Table 2. The average percentage difference from the global mean per node 𝐷 calculated for the 
three calibration sets assuming the same molecular clock model. The values should be compared 
in rows. U – states for uncorrelated model and A – for autocorrelated model. 

 Calibration set 

Clock  C1 C2 C3 

Beast UCLNR (U) -3.57 -0.33 3.90 

MrBayes IGR (U) -1.30 -2.47 3.77 

MrBayes TK02 (A) -9.30 1.90 7.40 

Phylobayes CIR (A) -2.06 0.05 2.01 

Phylobayes LN (A) -8.32 3.24 5.08 

Phylobayes UGAM (U) -0.84 0.14 0.69 
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Table 3. The average percentage difference from the global mean per node 𝐷 calculated for the 
six molecular clocks assuming the same calibration set. The values should be compared in 
columns. U – states for uncorrelated model and A – for autocorrelated model. 

 Calibration set 

Clock  C1 C2 C3 

Beast UCLNR (U) -17.93 -18.58 -18.05 

MrBayes IGR (U) 13.16 6.51 9.79 

MrBayes TK02 (A) -5.61 0.49 2.21 

Phylobayes CIR (A) -0.15 -3.19 -4.29 

Phylobayes LN (A) 13.03 20.96 19.14 

Phylobayes UGAM (U) -2.50 -6.19 -8.80 
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