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Heat waves are causing declines in coral reefs globally. Coral thermal
responses depend on multiple, interacting drivers, such as past thermal
exposure, endosymbiont community composition, and host genotype. This
makes the understanding of their relative roles in adaptive and/or plastic
responses crucial for anticipating impacts of future warming. Here, we
extracted DNA and RNA from 102 Pocillopora colonies collected from 32 sites
on 11 islands across the Pacific Ocean to characterize host-photosymbiont
fidelity and to investigate patterns of gene expression across a historical
thermal gradient. We report high host-photosymbiont fidelity and show that
coral andmicroalgal gene expression respond to different drivers. Differences
inphotosymbiotic associationhadonlyweak impacts onhost gene expression,
which was more strongly correlated with the historical thermal environment,
whereas, photosymbiont gene expression was largely determined by micro-
algal lineage. Overall, our results reveal a three-tiered strategy of thermal
acclimatization in Pocilloporaunderpinnedby host-photosymbiont specificity,
host transcriptomic plasticity, and differential photosymbiotic association
under extreme warming.

Coral reefs are ecologically and economically important ecosystems
whose existence depends upon the mutualistic, photosymbiotic, asso-
ciation between certain Cnidarian hosts and their dinoflagellate sym-
bionts. Breakdown of this association can lead to expulsion of algal
symbionts (i.e., bleaching) and ultimately result in coral mortality and
reef loss1–3. Recent environmental perturbations, particularly rising sea
surface temperatures and increasing frequency of extreme heating
events (i.e., marine heatwaves), are disrupting coral-dinoflagellate
photosymbioses worldwide, increasing the frequency and severity of
coral bleaching events3. There is therefore growing concern about the
potential for heating-driven local extirpation of coral species and severe
reef loss in the current century.However, in some regions, corals exhibit
higher than average heat tolerances4 or show the ability to rapidly
respond to and recover from acute thermal challenges5. Repeated

sublethal exposure to elevated sea surface temperatures can also drive
positive acclimatization (phenotypic plasticity) and/or selection for
thermotolerant genotypes (i.e., local adaptation). However, in other
species, warmpre-conditioning had no or negative effects on holobiont
performance during subsequent thermal challenges6,7. The capacity for
thermal acclimatization and/or adaptation may therefore play an
important role in determining potential winners and losers among coral
species in the face of global change5,8. Determining whether acclimati-
zation capacity can keep pace with projected environmental change
and in which symbiotic assemblages, is therefore of paramount
importance for predicting responses of the coral-dinoflagellate photo-
symbiosis under a warming climate.

Understanding how corals will respond to ongoing climate
change requires prior knowledge regarding their capacities for
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thermal acclimatization (e.g., holobiont flexibility and transcriptomic
plasticity) and adaptation9–11. The mechanisms underlying these
capacities as well as their limits and extent among different coral
holobiotypes and the relative roles of each symbiotic partner remain
under intense investigation. In some cases, alteration of the dominant
photosymbiont lineage, from thermally sensitive to thermally toler-
ant Symbiodiniaceae for example, confers a higher resistance of the
coral holobiont to heat stress12,13. In other cases, thermal acclimati-
zation is achieved through altered gene expression in the host and/or
symbiont, including high basal expression (i.e., gene frontloading) of
certain stress response genes, resulting in increased holobiont ther-
mal tolerance5,11,14,15. Coral holobiont thermal sensitivity is therefore
dependent on an array of interacting drivers, including environmental
history5,16–19, endosymbiont community composition20–23, and host
genotype15,23–25. However, the relative role of each of these factors in
determining holobiont expression in natura remains poorly resolved.
A remaining challenge, therefore, is to better understand how envir-
onmental context affects the complex interplay between the host and
symbiont and to what extent certain genotypes and or host/symbiont
pairings might confer resilience or resistance to projected environ-
mental change. Finally, acclimatization or adaptation of a coral
holobiont at the local (reef) scale is often not representative of
capacities at larger (ocean) scales and therefore does not allow for
accurate global projections of the survival or decline of a species or of
reef ecosystems15.

Given the variety of components involved in maintaining the
coral-dinoflagellate mutualism against environmental perturbation,
recent analyses have begun to adopt a more integrative and multi-
disciplinary approach to understanding the impacts of climate change
on coral health. Integration of various analysis methods (genomic,
transcriptomic, barcoding, imaging, etc.) is needed to draw a global
picture of coral holobiont adaptation and acclimatization capacities5,15.
The Tara Pacific expedition provides a unique opportunity to address
these important questions because it allows for comparative analyses
of differences in holobiont community composition and photo-
symbiotic regulation among environments and species across the
tropical Pacific Ocean26.

To this end, we investigated gene expression profiles of 102 colo-
nies of Pocillopora spp. and their associated photosymbionts alongside
metagenomic sequences and environmental context data from 11
islands across the Pacific Ocean (Fig. 1a) in order to assess the relative
contributionsof environmental andgenetic factors indetermining coral
holobiont gene expression in natura. We used dual RNA-seq expression
profiling, and variationpartitioning to examine the effects of a historical
sea surface temperature gradient on transcriptomic plasticity among
various Pocillopora hosts and their associated dinoflagellate endo-
symbionts (Symbiodiniaceae) across the Pacific Ocean.

Here we show that multiple Pocillopora lineages exhibit a high
degree of host–photosymbiont fidelity across environments with
instances of symbiotic flexibility and/or breakdown associated with

Fig. 1 | Pocillopora and Symbiodiniaceae lineages identified in each sample
across the Pacific Ocean. a Map showing the 11 islands sampled during the Tara
Pacific expedition alongside annual mean sea surface temperature (SST) climatol-
ogies over the period 1981–2010 (NOAA OI SST V2 High-Resolution SST data).
b Lineage assignments of sampled colonies for both the photosymbiont (Sym-
biodiniaceae icon, top panel; Cladocopium genetic lineages and Durusdinium
glynnii when also present) and Pocillopora host (Coral colony icon, middle panel).
Lineages were identified from an analysis of single nucleotide polymorphisms

(SNPs) performed using metagenomic reads for the Pocillopora host and on
metatranscriptomic reads for the Symbiodiniaceae. In colonies containing both
Durusdinium andCladocopium, the latterwere assigned toC. latusorumL5 using the
ITS2 pairwise distance clustering (Supplementary Fig. 3). Also displayed are his-
torical mean sea surface temperatures (2002—sampling date) at each reef site
(bottom panel, S01/S02/S03—sites 01, 02, and 03). Source data are available for
this figure108.
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corals living on reefs which have historically experienced elevated sea
surface temperatures (SSTs). We also describe how host and photo-
symbiont expression profiles respond to different drivers and discuss
how thesemechanismsmay represent a three-tiered strategy of thermal
acclimatization/adaptation in Pocillopora corals. Finally, we discuss the
implications of this strategy for continued persistence of Pocillopora
holobionts under current and projected future ocean warming.

Results
Pocillopora and Symbiodiniaceae identification
Pocillopora hosts were taxonomically identified using genome-wide
SNPs clustering and coalescent (SVD quartet) analysis as described in
ref. 27. They obtained five distinct genetic lineages (SVD1 to SVD5),
which were further assigned to the species level based on a set of
Pocillopora reference sequences from refs. 27,28 and the mtORF
sequences from ref. 29. This resulted in the identification of 12 colonies
as belonging to P. cf. effusa (SVD1, GSH01, haplotypes 2 and 11), 19
colonies to P. meandrina (SVD2, GSH09b, haplotypes 1a and 8a), 17
colonies to P. verrucosa (SVD3, GSH13c, haplotypes 3a,b,f,h), 33 colo-
nies to P. grandis (SVD4, GSH09ctsp, haplotype 1a) and 21 colonies to a
cryptic P. verrucosa species (SVD5, GSH14, haplotype 10), hereafter
referred to as SSH5_pver (Fig. 1b).We also identified one hybrid colony
P. meandrina/P. verrucosa (SVD2/SVD3). The mtORF phylogeny and
Pocillopora species name connections with previously published stu-
dies are reported in Supplementary Fig. 1. Although several studies
corroborate these species assignments based on various genomic
data28–30, complementary analyses of skeletal morphology will be
necessary to confirm these species names with the respective type
specimen vouchers31. We used two different genetic markers (nuclear
ITS2 sequences and plastid-encoded psbAncr sequences) alongside
transcriptome-wide SNPs to identify Symbiodiniaceae lineages in each
Pocillopora colony. The ITS2 sequence profiles revealed that 84 Pocil-
lopora colonies hosted Cladocopium C1/C42-based profiles, 9 colonies
hosted Durusdinium D1-based profiles, and 9 colonies contained both
Cladocopium andDurusdinium in varying proportions (Supplementary
Fig. 2). For Durusdinium-containing colonies, the majority ITS2 se-
quences were D1 for 15 colonies with D1/D1as, D1/D2d, and D1/D1aa
accounting for the 3 remaining colonies (one representative each).
These ITS2 profiles are all associated with Durusdinium glynnii. To
identify the different Cladocopium lineages, we aligned metatran-
scriptomic reads of Pocillopora colonies on the predicted genes of the
C. goreaui genome32 and called the SNPs for each Pocillopora colony
hosting only Cladocopium. We clustered the frequencies of 3712 bial-
lelic SNPs distributed across 1354 transcripts and obtained an optimal
number of five different clusters potentially corresponding to five
different lineages hereafter named L1 to L5 (Fig. 1b and Supplementary
Fig. 3a). We then compared the SNP clustering with the clustering of
ITS2 profile distances which also include samples containing both
Cladocopium and Durusdinium symbionts (Supplementary Fig. 3b).
The topologies of these two dendrograms are highly similar and this
clustering reveals that only Cladocopium L5 is present in Pocillopora
colonies hosting both Cladocopium and Durusdinium. Finally to link
each Cladocopium lineage to formally described species, we created a
phylogeny based on the mapping of metagenomic reads on the non-
coding region of the psbA gene (psbAncr) recently sequenced in three
Cladocopium species:C. goreaui,C. latusorum, andC. pacificum29,33. The
psbAncr sequence robustly separated Cladocopium L1 from L2/L3 and
L4/L5. Cladocopium L1 is most similar to C. goreaui, whereas L2/L3 are
two different taxa within C. latusorum and L4/L5 are two different taxa
within C. pacificum (Supplementary Fig. 3c). Notably, the positioning
of two Cladocopium samples (I05S03C001 and I05S03C006) was
incoherent between the three methods. They were assigned to L3, L2,
or L5 according to the SNP, ITS2 and psbAncr analyses, respectively.
Given that the SNP analysis is based on a larger number of variants
distributed across the entire transcriptome, in comparison to the short

and multi-copy (ITS2) or plastid-encoded (psbAncr) marker sequences,
we consider that these two Cladocopium populations belong to L3.

Host–symbiont associations and holobiont biogeography
Three Pocillopora species that we sampled (P. cf. effusa, P. meandrina
and P. verrucosa) exhibited near perfect symbiotic fidelity—i.e., a one
to one pairing of photosymbiont lineage and host—which persisted
across all sampled environments (Fig. 1b). P. cf. effusa colonies
(present on Ducie, Gambier, and Moorea) were always found
in symbiosis with C. pacificum (L2). Similarly, P. meandrina colonies
(present on several islands in the Western Pacific) always hosted
C. latusorum (L5). Finally, P. verrucosa which was present in
both the Central and Western Pacific, displayed near perfect sym-
biotic fidelity with C. pacificum (L3) across its range, with only
one instance of a difference in photosymbiont association
(one colony in GuamhostingD. glynnii) which we discuss, below. The
P. meandrina/P. verrucosa hybrid on Niue island (I09S03C010) hos-
ted C. pacificum (L3).

The two other Pocillopora species (P. grandis and SSH5_pver)
suggest symbiont flexibility. Pocillopora SSH5_pverwas the only lineage
sampled on Rapa Nui and is in symbiosis with C. goreaui. SSH5_pver
was also present on Ducie and Moorea islands in symbiosis with
C. pacificum (L3). The two symbionts of SSH5_pver perfectly match to
two genetic subclades of SSH5_pver (Fig. 2a) that are geographically
separated. P. grandis was the sole lineage present among colonies
sampled from the far Eastern Tropical Pacific (Isla de Las Perlas, Coiba,
andMalpelo) and hosted C. latusorum (L5) and/orD. glynnii. P. grandis
was also present on Ducie and Gambier islands where it was found in
association with C. latusorum (L4). Similarly, the two Cladocopium
symbionts of P. grandis match two genetic subclades that are geo-
graphically separated.

To understand whether the observed host–symbiont fidelity is the
result of long-term cospeciation of Pocillopora with its Cladocopium
symbionts, we performed a cophylogeny analysis by testing phyloge-
netic congruence using the procrustean approach34. The host–symbiont
associations that contributed the most to the global phylogenetic con-
gruence between Pocillopora and Cladocopium (i.e., lowest squared
residuals) were the dependence of P. grandis, P. meandrina, and
P. verrucosa on C. latusorum L4, L5, and C. pacificum respectively
(Fig. 2b). Conversely, theweakest contributor to theglobal phylogenetic
congruence was the dependence of P. cf. effusa on C. pacificum (L2) and
SSH5_pver on C. goreaui and C. pacificum L3 in the central Pacific.

Main drivers of holobiont gene expression variances across the
Pacific Ocean
The variation partitioning approach allowed us to identify genes
whose expression levels were driven primarily by the sampling
environment, the host genetic lineage, or the photosymbiont geno-
type (see “Methods”). For the host, among the 1821 genes with
greater than 50% of their expression variation attributed to these
three factors, 57% (1042 genes) were linked to the environment, 33%
(606 genes) were associated with the host genetic lineage, and 9.5%
(173 genes) were attributed to the photosymbiont genetic lineage
(Fig. 3a). Functional annotations for the subset of these genes with
corresponding annotations are presented in Supplementary Data 1.
Similarly, we identified 2424 photosymbiont genes above the 50%
explained variation threshold. In contrast to the host, 80% of these
genes (1950 genes) are best explained by the genetic lineage of
the photosymbiont, and only 10% (251 genes) and 9% (223 genes)
of the genes are linked to the sampling island and the host
lineage, respectively (Fig. 3b). Functional annotations for the subset
of these genes with corresponding annotations are presented in
Supplementary Data 2.

We investigated functional enrichments among these top var-
iant genes and the results are presented in Supplementary Data 3–8.
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In the Pocillopora host, genes with expression dependent on the
sampled island were enriched in biological process ontologies rela-
ted to lipid and carbohydrate metabolism (n = 12 of 68 and 17 of 125
genes, respectively), ion transmembrane transport (16 of 82 genes)
including transmembrane transport of ammonium (3 of 11 genes),
and calcium (9 of 64 genes), as well as regulation of DNA repair
(9 of 102 genes) and autophagy (3 of 11 genes; Fig. 3c and Supple-
mentary Data 3). In Cladocopium, genes whose expression was
dependent on the sampled islandwere associatedwith Pfamdomains
involved in heat shock response (HSP70, 2 genes), active transport of

protons across membranes (E1–E2 ATPases, 2 genes), and oligo-
saccharide processing (Glucosidase II beta subunit-like, 1 gene;
Supplementary Data 2).

Host genes whose expression was dependent on the Pocillopora
genetic lineage were enriched in biological processes related to car-
bohydrate (3 of 29 genes) and xenobiotic transport (3 of 77 genes),
DNA recombination (8 of 156 genes), and response to ionizing radia-
tion (1 of 1 gene; Fig. 3d and Supplementary Data 5). Cladocopium
genes whose expression was correlated with the photosymbiont line-
age included Pfam enrichments related to ion transport (57 genes) and

Pocillopora Cladocopium

SSH5_pver (SVD5)

(squared residuals)
Co-phylogeny
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Fig. 2 | Pocillopora and Cladocopium cophylogeny. aCophylogeny of Pocillopora
and itsCladocopiumphotosymbiont. The Pocilloporadendrogram (left) is obtained
from the maximum likelihood phylogenetic tree of ref. 27. The Cladocopium den-
drogram (right) is obtained from the hierarchical clustering of the frequency of
3712 SNPs detected on the metatranscriptomic reads aligned on 1354 genes of C.
goreaui. Edge colors correspond to host species assignments. b Contributions of
individual host–photosymbiont links to the Procrusteanfit with jackknifed squared
residuals resulting from PACo applied to the patristic distance matrices generated

from the n = 81 biologically independent samples (colonies hosting Durusdinium
and the hybrid colonywere excluded). Host lineage is indicated by the fill color and
bars display sample means and standard deviations (whiskers). The median mean
squared residual value is shown in red (dashed line). Lower squared residual values
indicate a stronger contribution to host–photosymbiont cophylogeny. Source data
for the phylogenies in this figure are available108. Source data for the Procrustean
analysis are provided as a Source Data file.
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Fig. 3 | Contribution of environmental and genetic variables to Pocillopora and
Cladocopium gene expression and functional enrichments of top variant
genes. a,bDistribution of genes forwhichmore than 50%of expression variation is
explained by one of three predictor variables: sampled island, Pocillopora genetic
lineage, and Cladocopium lineage. a Gene expression of Pocillopora across 101
samples (the hybrid colony was excluded). b Gene expression of Cladocopium
across 70 samples. Samples of mixed lineage, from Rapa Nui island, and those
containingDurusdiniumwere excluded.Thenumberof genes in eachdistribution is
indicated above each violin plot. Boxplots within violins display group medians
(horizontal dark bar), interquartile range (bounds of box) and the minimum and
maximum values (whiskers). Potential outliers are denoted as solid dots. c Gene

Ontology enrichment analysis dot plots showing the top enriched biological pro-
cess GO terms identified for each gene from comparison to aWallenius noncentral
hypergeometric sampling distribution allowing for P value calculation after
accounting for selection bias and correction formultiple testing (FDR ≤0.05) using
GOSeq (v1.40.0). Pocillopora genes with the highest explained variance under the
island of sampling (left panel), host genetic lineage (middle panel), and photo-
symbiont lineage (right panel) variables are indicated. The x axis position and size
of each dot reflects the proportion and absolute number of enriched genes (N)
sharing that GO term, respectively, and the color of the dot indicates the enrich-
ment significance. Source data are provided as a Source Data file.
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aquaporin-like or neutral solute transporters (Major intrinsic protein
family, 9 genes; Supplementary Data 6).

Pocillopora genes whose expression was dependent on the pho-
tosymbiont lineage were enriched in biological process ontologies
related to ion transmembrane transport (6 of 256 genes) particularlyof
calcium (3 of 64 genes), nitric oxide biosynthesis (1 of 1 gene), and
assembly of the mitochondrial respiratory chain complex IV (1 of 2
genes; Fig. 3e and Supplementary Data 7). Among Cladocopium genes
whose expression is dependent on the host, 14 are involved in carbo-
hydrate metabolism (galactose oxidase, glucan synthase, glycosyl
hydrolase) and gluconeogenesis (fructose-bisphosphate aldolase,
enolase, phosphofructokinase-2). Thirteen calcium-transporter and
calcium-dependent protein kinases that have been shown to play a role
in the establishment of symbiosis35 are also dependent on the host
lineage (Supplementary Data 2).

Discriminant analysis of principal components (DAPC) of gene
expression
Todetermine themain factors controlling gene expression variation in
the host and the symbiont, we also performed a discriminant analysis
of principal components (DAPC) of gene expression. For the host, the
11 PCs retained after a-score maximization in the DAPC explained
55.18% of total gene expression variance (Supplementary Fig. 4a).
Discriminant axis eigenvalue scores were roughly equivalent between
the first (DF1) and second (DF2) discriminant functions for the envir-
onmental grouping model (Supplementary Fig. 4b), but were notably
higher for DF1 than for DF2 in the two other grouping models (Sup-
plementary Fig. 4c, d). For the photosymbiont, the 11 retained PCs
explained 73.86% of total gene expression variance (Supplementary
Fig. 4e). Discriminant axis eigenvalue scoreswerehighest forDF1 for all
three grouping models (Supplementary Fig. 4f–h).

For the Pocillopora host, when colony expression profiles were
assigned to pre-defined groups according to their environment, host
lineage, or photosymbiont lineage, we were able to correctly reassign
96%, 100%, and 99% of colonies to their respective groups (Supple-
mentary Data 9). These groups were statistically distinct for all three
models (Supplementary Data 10, all PERMANOVA P < 0.001). In Cla-
docopium, when colonies were assigned to pre-defined groups based
on the environment, host lineage or photosymbiont lineage, we were
able to correctly reassign 89%, 99%, and 99% of colonies to their
respective groups (Supplementary Data 9). These groups were also
distinct for all three photosymbiont models (Supplementary Data 10,
all PERMANOVA P <0.001). Therefore, based on proportions of colo-
nies correctly re-assigned to pre-defined groups, our DAPC results
revealed a marginally stronger influence of the genotype (or the gen-
otype of the symbiotic partner) than of the environment for both the
host and the symbiont. However, in the host we observed a higher
number of genes associated with the environment (4386 genes) than
associated with the host and symbiont lineages (1396 genes, Fig. 4a) in
contrast to the symbiont where the number of genes were roughly
equivalent (2495 for the environment and 2041 for the host and sym-
biont lineages, Supplementary Fig. 5a).

In the coral host under the environmental model, DAPC differ-
entiated expression profiles by geography along DF1 and by environ-
mental factors (especially historical thermal stress anomaly, TSA,
severity) alongDF2 (Fig. 4b). Colonies from the EasternTropical Pacific
(Isla de Las Perlas, Coiba, and Malpelo) clustered around negative
values of DF1 whereas colonies from the Western Pacific (Aitutaki,
Niue, Upolu, andGuam) clustered at the positive endof this axis. Along
DF2, colonies from islands with historically elevated SST and TSA
values (Upolu, Guam, Isla de Las Perlas, Coiba, and Malpelo) clustered
around negative DF2 values and colonies from the coldest islands
(Rapa Nui and Ducie) clustered around positive values (Fig. 4b). In
Cladocopium under the environmental model, DF1 primarily separated
colonies fromRapa Nui from all others. The DF2 axis followed a similar

pattern to that observed in the host, namely that colonies were dis-
tinguished from one another on this axis based on historical SST and
TSA (Supplementary Fig. 5b).

We also investigated gene ontology enrichments among genes
that contributed most strongly to the two discriminant functions in
each environmental model (i.e., discriminant genes). The results of
these analyses are presented in Supplementary Data 3–8. Under the
environmental model, host genes which discriminated between
islands along DF1, the geographical axis, were enriched in biological
processes related to carbohydrate binding and transport (27 and 15
genes, respectively) and glycolipid biosynthesis (13 genes, Fig. 4c).
Host genes which discriminated along DF2, the TSA axis, were enri-
ched inprocesses related toproteinubiquitination and repair (32 and2
genes, respectively) and mitochondrial respiratory chain complex
assembly (four genes, Fig. 4c). Functional enrichments shared across
both axes included processes related to ion transmembrane transport
(28/45 genes for DF1/DF2, respectively), generation of precursor
metabolites and energy (2/1/4genes forDF1/DF2/shared, respectively),
immune response (3/4/7 genes), response to oxidative stress (2/3/8
genes), and cytolysis in other organism involved in symbiotic inter-
action (3 shared genes). In Cladocopium, genes whose expression
strongly distinguished photosymbionts from Rapa Nui from all others
(DF1 contributing genes) were enriched in protein family (Pfam)
domains related to chlorophyll A-B binding (35 genes) and ion trans-
port (91 genes; Supplementary Data 4). Cladocopium genes which
contributed to DF2 were not significantly enriched in any Pfam
domains (Supplementary Data 4). DAPCmodels based on the host and
photosymbiont lineages are presented in the Supplementary Results
(section 1) and in Supplementary Figs. 5c, d, 6, and 7.

Top environmental variables contributing to gene expression
divergence (CCA)
Using automatic stepwise selection of the top explanatory environ-
mental variables for constrained correspondence analysis (CCA), we
identified 10 environmental variables (or variable clusters) that best
explained the dispersion among host gene expression profiles (Fig. 5a,
Supplementary Data 11, and Supplementary Fig. 8). Similarly, for the
photosymbiont, we identified 8 environmental variables (or clusters)
that best explained the gene expression dispersion (Fig. 5b, Supple-
mentary Data 11, and Supplementary Fig. 8). For the coral host, cli-
matological degree heating week (DHW) associated data were among
the strongest contributors to gene expression variation between
colonies whereas in the Cladocopium photosymbiont, mean climato-
logical SST associated data were the strongest contributors (Supple-
mentary Data 11). The genetic lineage also contributed strongly to
expression profile differences in both the host and photosymbiont. In
the Pocillopora host, separation of gene expression profiles along both
constrained correspondence axes (CCA1 and CCA2) was primarily
driven by differences in degree heating week severity between sam-
pling locations. Colonies from islands with low DHW values (e.g., Rapa
Nui) clustered around positive CCA1 values, whereas colonies from
islands with historically elevated SSTs (e.g., Upolu) clustered around
negative CCA1 values (Fig. 5a). In contrast, CCA2 was primarily tied to
SST variability (Fig. 5a). Negative CCA2 values were associated with
islands with the highest maximum surface temperature anomalies
(e.g., Las Perlas and Coiba) or those with extreme DHW events. Con-
versely, positive CCA2 values were associated with islands with long
recovery periods between extreme heating events (i.e., large degree
heating week recovery period, e.g., Rapa Nui) and/or long degree
cooling week durations (e.g., Moorea).

In the Cladocopium photosymbiont, historical SST was strongly
negatively correlated with CCA1 (Fig. 5b). Colonies from cooler islands
(e.g., Rapa Nui) clustered around positive CCA1 values whereas those
fromwarmer locations tended to cluster around negative CCA2 values
(e.g., Upolu). As in the coral host, CCA2 was primarily associated with
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Fig. 4 | Discriminant analysis of principal components (DAPC) of Pocillopora
host gene expression data groupedby the environment andbiological process
functional enrichments of top discriminant genes. a Loading scores of top dis-
criminant genes revealed a roughly equivalent influence of the environment and of
genetic lineage on gene expression in the Pocillopora host, but with a greater
number of genes associated with the environment. b DAPC scatter plot showing
expression profiles for the Pocillopora host when colonies were grouped by the
environment. Points represent individual colony expression profiles and are
colored by genetic lineage. Shaded ellipses denote 95%-confidence intervals
around the group (island) mean and are colored by climatological mean thermal
stress anomalies (TSA, 2002— sampling date). Group-specific proportions of cor-
rect reassignments are indicated within each cluster (labels) and the overall model

proportionof correct reassignment (mean± standarddeviation) is presented in the
bottom right. c Gene Ontology enrichment analysis dot plots showing the top
enriched biological process GO terms identified for each gene from comparison to
a Wallenius noncentral hypergeometric sampling distribution allowing for P value
calculation after accounting for selection bias and correction for multiple testing
(FDR ≤0.05) using GOSeq (v1.40.0). Data are shown for Pocillopora host genes
contributing most strongly to the first (left panel) and second (right panel) dis-
criminant function. The x axis position and size of each dot reflects the proportion
and absolute number of enriched genes (DEGs) sharing that GO term, respectively,
and the color of the dot indicates the enrichment significance. Source data are
provided as a Source Data file.
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DHW intensity. Colonies from islands with elevated DHW exposure
tended to cluster around negative CCA2 values. Conversely, colonies
from islands with prolonged exposure to cooling events clustered
together around positive CCA2 values (Fig. 5b). These results suggest
that whereas gene expression profiles in both the coral host and
photosymbiont are primarily structured by climatological SST, it is
the frequency of exposure to extreme heating/cooling events that
drives substructuring of gene expression in the host/photosymbiont,
respectively.

Genes differentially expressed between Cladocopium- and
Durusidinium-containing colonies
According to unconstrained analysis, global gene expression profiles
of colonies from the Eastern Tropical Pacific (Isla de Las Perlas, Coiba,
and Malpelo) differed between islands (PERMANOVA, P ≤0.05), but
not between Cladocopium- and Durusdinium-containing colonies
(Supplementary Fig. 9, PERMANOVA, P >0.05). In addition, intra-island
comparison of expression profiles between colonies in the Eastern
Tropical Pacific revealed only a small number of genes that were dif-
ferentially expressed between Cladocopium- and Durusdinium-con-
taining hosts (Supplementary Data 12). We observed 294 ± 363,
129 ± 53, and 110 ± 15 genes upregulated in Durusdinium-containing
colonies (FDR-adjusted P ≤0.05 and a LFC ≥ 2) on the three islands,
respectively (Supplementary Fig. 10a). We also observed 171 ± 164,
211 ± 102, and 200± 59 genes downregulated in Durusdinium-con-
taining colonies (FDR-adjusted P ≤0.05 and a LFC ≤ −2) on the
three islands, respectively (Supplementary Fig. 10b). On average, we
found 129 genes differentially expressed between Cladocopium- and

Durusdinium-containing Pocillopora colonies in the Eastern Tropical
Pacific (Supplementary Data 10) with very few DEGs shared between
pairs of islands. The number of pairwise shared DEGs ranged
from three (upregulated in both Las Perlas and Coiba) to nine
(downregulated in both Las Perlas and Coiba) and no gene was com-
monly differentially expressed across all three islands (Supplementary
Fig. 10a, b and Supplementary Data 12).

We also examined functional enrichments among genes differen-
tially expressed between Cladocopium- and Durusdinium-containing
colonies and these results are listed in SupplementaryData4. In general,
genes upregulated in Durusdinium-containing colonies on Las Perlas,
were enriched in GO biological processes related to bioluminescence,
xenobiotic transport, gluconeogenesis,mitochondrial protein catabolic
process, base-excision repair, and transmembrane transport (Supple-
mentary Data 12). Genes downregulated in Durusdinium-containing
colonies on Las Perlas, were enriched inGObiological processes related
to calcium ion transmembrane transport, and phospholipid biosyn-
thetic processes. Genes upregulated in Durusdinium-containing colo-
nies on Coiba, were enriched in GO biological processes related to
protein phosphorylation andproteolysis whereas downregulated genes
were enriched in processes related to chaperone-mediated protein
folding, chaperone-mediated protein transport, synaptic vesicle trans-
port, nuclear envelope organization, protein phosphorylation, cell
adhesion, neuron projection development, and intermediate filament
cytoskeleton organization (Supplementary Data 12). Finally, genes
upregulated in Durusdinium-containing colonies on Malpelo, were
enriched in GO biological processes related to bioluminescence, reg-
ulationof signaling receptor activity, vacuolar transport, andxenobiotic

Fig. 5 | Constrained correspondence analysis (CCA) of Pocillopora host and
Cladocopium symbiont gene expressionprofiles fromcolonies collectedacross
the Pacific Ocean. Scatter plots showing (a) Pocillopora host (coral colony icon in
upper right) and b Cladocopium photosymbiont (Symbiodiniaceae icon in upper
right) expression profiles for individual colonies with data colored by island and
clustered by genetic lineage (i.e., Pocillopora SVD clade or Cladocopium genetic
lineage; shaded ellipses). Length (strength) and direction (towards increasing

values) of vector arrows denote the relative influence of the top explanatory
environmental variables for each dataset. For variables that were strongly corre-
lated (r2 ≥0.7), a single representative is listed alongside a numeric superscript
denoting the corresponding correlation cluster in Supplementary Fig. 8. Descrip-
tions of top environmental variable abbreviations are given in Supplementary
Data 11. Source data are provided as a Source Data file.
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transport (Supplementary Data 12). Genes downregulated in Dur-
usdinium-containing colonies on Malpelo, were enriched in GO biolo-
gical processes related to bioluminescence, regulation of apoptotic
process, protein phosphorylation, S-adenosylmethionine biosynthesis,
regulation of pH, notch signaling pathway, MyD88-dependent toll-like
receptor signaling pathway, proteolysis, signal transduction, protein
ubiquitination, and netrin-activated signaling pathways.

Discussion
Pocillopora corals exhibit high symbiotic fidelity with distinct
Cladocopium lineages
Strong fidelity between genetically distinct coral hosts and specific
Symbiodiniaceae species has been described for a wide variety of reef-
building species36–38 including pocilloporids39,40, although exceptions
do exist41. Across the Pacific ocean, we found evidence for near perfect
fidelity for three Pocillopora species (P. cf. effusa, P. meandrina, and
P. verrucosa), and limited flexibility for two species (P. grandis and
SSH5_pver). For P. grandis and SSH5_pver, their two Cladocopium
symbionts match to two distinct subclades that are geographically
separated (discussed below). P. grandis/P. meandrina associated with
C. latusorum and P. verrucosa with C. pacificum in concordance with
previous observations29,33. The association of SSH5_pver with C. gor-
eaui or C. pacificum and P. cf. effusa with C. pacificum has not been
previously reported.

Our findings, therefore, support the general consensus that fide-
lity to a single putative symbiont species is the dominant pattern in
most scleractinian corals42 including those inhabiting some of the
hottest reefs in the world13,43,44. Previous studies have suggested that
this tendency for high symbiotic fidelity in corals, and within pocillo-
porids specifically, reflects an underlying cospeciation between the
Pocillopora host and its photosymbiont29,33, which supports the per-
sistenceof distinct holobiotypeswhichmaximize holobiont fitness in a
given environment.

Despite this overarching tendency towards symbiotic fidelity in
corals, symbiotic associations are also sometimes flexible indicating a
potential role for acclimatory phenotypic plasticity to modulate
holobiotypes under certain conditions, particularly acute heat
stress12,22,41,45. We detected two broad instances of symbiont flexibility
among the sampled Pocillopora species including a differential asso-
ciation with D. glynnii among P. grandis hosts in the Eastern Tropical
Pacific (Isla de Las Perlas, Coiba, and Malpelo islands) and within a
single colony of P. verrucosa on Guam. Pocillopora - Durusdinium
associations have been reported on previously. For example, in the far
Eastern Tropical Pacific, P. meandrina (mtORF type 1) and P. verrucosa
(mtORF type 3) hosts are known to flexibly alter their symbiotic
associations between certain lineages of Cladocopium and D. glynnii
depending on local thermal conditions39,41. Similarly, on Guam, Pocil-
lopora colonies hosting D. glynnii were shown to have better main-
tained photosynthetic productivity under acute heat stress than those
hosting Cladocopium46. Because these associations appear to be stable
and persistent in these locations across time, it can be argued that this
photosymbiotic association is stable between pocilloporids and D.
glynnii, particularly in the far Eastern Tropical Pacific where the asso-
ciation is common, may indicate a stable strategy for survival on these
warm reefs as discussed below.

The association of one Pocillopora species with two different
Cladocopium lineages was always observed in geographically distant
islands supporting the hypothesis of speciation driven by niche
diversification within Cladocopium genera33. In addition, this flexibility
of symbionts matches perfectly with two different subclades of each
Pocillopora species. Therefore this apparent flexibility is probably
stable and not due to recent changes in the environment.

In general, the Pocillopora phylogeny is similar to the Cladoco-
pium phylogeny suggesting that the symbiont speciation is driven by
the host in agreementwith the cospeciationhypothesis29. However, we

observed two major breaks in this cospeciation not previously repor-
ted. In the first instance, the association of SSH5_pver with two
genetically distant Cladocopium could be due to the relative isolation
of SSH5_pver colonies from Rapa Nui and consequent adaptation to
the unique local environmental conditions in this location (e.g., cool
SSTs). The presence of C. pacificum in P. cf. effusa in the central Pacific
is also incoherent with the cospeciation pattern, but the reasons for
this difference in symbiotic association remain to be studied.

Coral host transcriptomic plasticity maintains regulatory
homeostasis across environments
Altered gene expression can act to maintain symbiotic homeostasis
under changing environmental conditions (i.e., transcriptomic plasti-
city). However, assessing coral holobiont transcriptomic plasticity is
complicated by the fact that many different drivers (e.g., genetic
diversity, environmental stressors, and biotic associations) may inter-
act to determine expressionprofiles in natura. For thePocilloporahost,
we identified a greater number of genes whose expression profiles
were correlated with variation in the environment than with either the
host- or symbiont-genetic lineages. However, both analyses also indi-
cated that the most influential genes (i.e., those with the highest
explained variance and/or loading scores) had expression profiles that
were linked to thehostgenetic lineage. Thismixed result, suggests that
the steady-state expression profiles we measured in Pocillopora hosts
are jointly responsive to the host genetic lineage and to the local
abiotic environment. Host gene expression therefore reflects the
classical conception of the phenotype as an integrated expression of
the genotype and the environment. The high proportion of colonies
that were correctly re-assigned to their genetic lineage based on their
expression profiles (100%, Supplementary Fig. 6b) in the lineage-
informedDAPCmodel further implies that, in the Pocillopora coral, the
host genotype acts to establish a phenotypic baseline around which
expression profiles vary in response to the local abiotic environment.

Although they represented only a small fraction of the top variant
genes, Pocillopora genes with expression dependent on the symbiont
lineage were involved in several important biological processes
including those potentially related to regulation of calcification, sym-
biont photosynthesis, and to the scavenging of reactive oxygen
species. Among them, ATPase-coupled transmembrane transporters
are known to play a role in host calcification47–49 and as carbon-
concentrating mechanisms in marine photosymbioses thereby reg-
ulating Symbiodiniaceae photosynthesis47,50–53. These responses likely
serve to maintain symbiosome homeostasis and regulate photo-
symbiont productivity across environments.

Photosymbiont transcriptomic profiles are primarily driven by
algal genotype
In contrast to the host, gene expression profiles within Cladocopium
were most strongly correlated to their respective genetic lineages and
comparativelyweakly influenced by the environment.We suggest two,
potentially complementary, explanations for the difference in envir-
onmental sensitivity between the host and the symbiont: (i) it reflects a
primarily host-driven homeostatic regulation of the photosymbiont
micro-environment such that environmental influences on symbiont
expression are minimized, and/or (ii) that symbiont transcriptomic
profiles reflect inherent differences in physiological regulation
between microalgal species which outweighed environmental influ-
ences over the range of thermal habitats we investigated in this study.

Previous research has suggested that Symbiodiniaceae them-
selves often exhibit relatively invariant expression profiles in response
to environmental change54,55. For example, following a simulated
heatwave event, Acropora aspera hosts exhibited a significantly more
robust transcriptional response than their associated photosymbionts
with strong upregulation of several host genes including heat shock
proteins54. In addition, bleaching susceptibility of corals following an
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acute heatwave was found to be tied to a reduced capacity of the host
to maintain intracellular acid–base homeostasis56. Finally, in photo-
symbiotic Aiptasia, disruption of host homeostasis occurred prior
to symbiont photoinhibition and bleaching suggesting that it is the
cnidarian host that first responds to environmental perturbation57.
Further research is necessary to determine whether the relatively
stable gene expression profiles we observed within Cladocopium
lineages across environments are a result of strong regulatory control
by the Pocillopora hosts and the degree to which these profiles may
exhibit plasticity under acute thermal stress.

Convergent host plasticity and its limitations under ele-
vated SST
Despite our finding that genotypic effects may, in general, outweigh
plastic responses among Pocillopora corals, we did observe a significant
response to the environment among host lineages. Constrained corre-
spondence analysis of expression variation between islands indicated
that the strongest environmental factor contributing to colony gene
expression was historical SST, specifically degree heating week expo-
sure. This is coherent with the primacy of temperature as an abiotic
driver in ectothermic organisms generally58 and given its specific, dis-
ruptive, effects on regulatory homeostasis within scleractinian corals3,19.
Colonies from different genetic lineages and from geographically dis-
tant locations nevertheless displayed similar expression profiles linked
to thermal stress anomaly (Fig. 4b, DF2). This suggests a convergent
transcriptomic response to thermal challenge across Pocillopora linea-
ges. Interestingly, these same colonies also displayed high fidelity for
three specific photosymbiont lineages—C. latusorum L3 andC. pacificum
L5 as well as Durusdinium glynnii - which may provide further evidence
for thermal specialization and/or coevolution in these species.

In terms of coral host transcriptomic plasticity, among genes
whose variation in expression was principally correlated with the local
environment, we observed an upregulation of genes traditionally
associated with the environmental stress response (ESR) in colonies
present on historically warm reefs. Host lineages from warm islands
showed elevated expression of Heat Shock Protein Family A (HSP70)
Member 12A-like. This class of chaperones is known to be involved in
response to thermal stress in scleractinian corals59. On these islands,
SSTs were not abnormally elevated at the time of sampling and colo-
nies had not experienced an extreme heating event in the previous
12 weeks before sampling, suggesting that this elevated expression of
ESR genes among these colonies are indicative of gene frontloading, a
potential signal of local thermal adaptation. In addition, we observed
enrichment among environmentally responsive genes in xenobiotic
transporters including both glutathione and lipidperoxidase activities.
These functions may represent upregulation of membrane-bound
GSTs (MAPEG), an evolutionarily distinct class of enzymes that
detoxify xenobiotic compounds and ameliorate oxidative stress60.

Differences in symbiotic association under elevated sea surface
temperatures
The coral holobiont is composed of a diverse community of organisms
which potentially display differing sensitivities to warming. Shifts in
the composition of the holobiont can therefore be as important as
shifts in gene expression for permitting acclimatization to thermal
challenges61,62. Such shifts can occur over long time periods as a result
of competitive exclusion between photosymbiont lineages within a
colony44, or over relatively short time scales in response to acute
stress45,63. However these short-term changes are usually reversibly
plastic, typically reverting when the stressful conditions cease40,63,64.
Both mechanisms can facilitate acclimatization to the local thermal
environment, as has recently been shown in photosymbiotic giant
clams65. Although the Pocillopora lineages we sampled typically
exhibited high symbiotic fidelity with specific Cladocopium lineages,
this was not always the case.

In total, we observed 23 instances in which Pocillopora lineages
hosted different symbiont communities under different environmental
contexts. In these instances, host colonies either exhibited a difference
in association between specific Cladocopium photosymbionts in differ-
ent environments or were dominated by Durusdinium glynnii photo-
symbionts. Interestingly, in all these cases, when a given coral host
lineagewaspresent onmultiple islands that spanned a thermal gradient,
we saw a preferential association with one of three photosymbionts
(Cladocopium pacificum L3 and C. latusorum L5, orDurusdinium glynnii)
on thewarmer island(s). In fact,with the exceptionof a singleP. cf. effusa
(SVD1) colony on Moorea which hosted C. pacificum L2 symbionts, we
always observed a preferential association with C. pacificum L3 and
C. latusorum L5 in Pocillopora colonies inhabiting islands with mean
historical SSTs >26.8 °C. This observation suggests that whereas pocil-
loporid corals typically exhibit symbiotic fidelity, they are capable of a
limited form of symbiotic flexibility involving preferential association
with specific lineages of Cladocopium (and Durusdinium) depending on
the local environment66,67. This difference in association may serve to
maximize holobiont fitness under elevated SST and suggests a potential
strategy for community-driven thermal acclimatization.

Finally, we also observed 14 Pocillopora colonies which were
either simultaneously hosting two photosymbiont genera or which
containedDurusdinium glynnii symbionts as the dominant community
member (Fig. 1b). These colonies were largely collected from islands in
the Eastern Tropical Pacific (Las Perlas, Coiba, and Malpelo islands)
which have historically experienced prolonged (mean sea surface
temperatures >26.8 °C) and/or severe warming (highest thermal stress
anomalies, TSAs, among the sampled islands). A similar pattern has
been reported on extensively, both in the Eastern Tropical Pacific39,41

and more broadly on warm reefs globally22,68–70. For example, in Mon-
tipora capitata corals within the Hawaiian archipelagowhich displayed
higher proportions of Durusdinium symbionts on reefs with higher
frequencies of thermal stress anomalies (TSAs)71. Although the
prevalence of Durusdinium in our data was not correlated with TSA
frequency, it was strongly correlated with TSA magnitude suggesting
the potential for photosymbiont shuffling/switching in these colonies
in response to a recent or historical thermal challenge72. Alternatively,
because Pocillopora meandrina symbionts are generally acquired via
vertical transmission, with oocytes being seeded with the maternal
symbiont community73, it is also possible that these Cladocopium- and
Durusdinium-containing colonies represent true, evolutionarily stable,
holobiotypes which persist across generations on reefs which experi-
ence frequent and/or severe thermal stress. However, whereas it has
been suggested that some corals can increase their heat tolerance
limits by +1.0–1.5 °C following a change in their symbiont community
composition (often resulting in domination by Durusdinium trenchii,
formerly D1a), repeated or prolonged exposure to high temperature
often still results in colony mortality19,23,45,74. Thus, the degree to which
the specific association between pocilloporid corals and Durusdinium
under elevated SSTs confers an adaptive advantage under prolonged
future warming requires further investigation.

Limited transcriptomic response of the host under different
symbiotic associations
Despite the increased prevalence of Durusdinium symbionts in Pocillo-
pora colonies on warm reefs, especially in the far Eastern Tropical
Pacific, this difference in association had very little effect on the host
gene expression we measured in natura. Our data indicate that photo-
symbiont community composition (i.e., dominance of Cladocopium
latusorum L5 orDurusdinium glynnii) had only a weak, and inconsistent,
impact on host expression and that host expressionwas drivenmore by
the environment than by photosymbiont community composition. This
stands in contrast to previous studies which have reported a significant
role of the photosymbiont in modulating coral host gene expression75.
For example, a recent study in Montastraea cavernosa reported that
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colonies containing Durusdinium glynnii symbionts displayed elevated
expression of ESR genes even under ambient conditions relative to
colonies containing Cladocopium symbionts22. These results suggest
that photosymbiont genotype significantly alters host expression even
prior to environmental perturbation.

In this study, only 4% of gene expression variation between East-
ern Tropical Pacific coral colonies was attributed to differences in the
dominant photosymbiont whereas inM. cavernosa colonies up to 14%
of expression variation between individuals could be attributed to the
switch between dominant symbiont lineages22. The environment
played a much more significant role in determining Pocillopora gene
expression in our dataset with 24% of expression variation being
explained by the sampling island. Additionally, we observed very little
to no overlap in differentially expressed genes between Cladocopium-
and Durusdinium-containing Pocillopora colonies across the three
islands (Supplementary Fig. 10). This implies that there was no com-
mon Durusdinium-dominance effect on host expression across envir-
onments. Finally, we observed high gene expression variation among
Durusdinium-containing Pocillopora colonies from within the same
reef (Supplementary Figs. 9 and 10) suggesting that, even at small
spatial scales, other factors weremore important than photosymbiont
lineage in determining host gene expression.

Despite the weak influence of the dominant symbiont lineage on
overall Pocillopora host expression in the Eastern Tropical Pacific, we
did observe a small set of genes that were differentially expressed
between Cladocopium- and Durusdinium-containing hosts. These
included genes associated with chaperone-mediated protein folding,
protein ubiquitination, and regulation of apoptosis whichwere among
the most significantly enriched biological process terms associated
with genes downregulated in Durusdinium-containing colonies (Sup-
plementary Data 12). These results provide indirect support for
potential thermal acclimatization in that coral colonies containing
putatively thermally tolerant photosymbionts (e.g., Durusdinium)
showed reduced expression of ESR.

Thus, in our dataset, we observed three photosymbiont lineages
(C. pacificum L3, C. latusorum L5, and D. glynnii) which appear to have
been in preferential association with Pocillopora hosts inhabiting
islands with historically elevated SSTs and/or TSAs. Although non-
selective mechanisms could account for this pattern (e.g., dispersal
limitations resulting in the dominance of particular photosymbionts
on nearby reefs, particularly if those reefs are geographically isolated),
these mechanisms seem unlikely in this study. The fact that we
observed the samephotosymbiont communities in colonies inhabiting
reefs ca. 14,000 km apart across the Pacific Ocean (e.g., Coiba and
Guam) and under very similar environmental conditions (i.e., mean
historical SSTs >26.8 °C) suggests that the high holobiont fidelity and
specificity we observed among multiple lineages of Pocillopora corals
is reflective of a process of cospeciation between Pocilloporahosts and
their photosymbionts. Given the similar strong patterns of cophylo-
geny between Pocillopora and Cladocopium we observed and the
limited environmental plasticity of photosymbiont expression across
the Pacific Ocean, we interpret this strategy as one relying on host-
mediated transcriptomic plasticity to buffer the holobiont from
environmental change alongside preferential associationwith specific,
thermotolerant, Cladocopium lineages under elevated SSTs. However,
at extreme SSTs/TSAs even these heat-tolerant Cladocopium lineages
are ultimately replaced by Durusdinium D1 photosymbionts suggest-
ing there may be upper limits to the effectiveness of this strategy
under warming.Whereas high levels of gene flowbetween populations
across large spatial scales in both Pocillopora hosts and their
photosymbionts27,29 has been suggested as an beneficial trait for per-
mitting adaptation to previous climate shifts29, the degree to which
this strategy of high fidelity and specificity between Pocillopora hosts
and their photosymbionts may act to aid or hinder their adaptation to
predicted future warming warrants further research.

Overall, we observed high symbiotic fidelity among Pocillopora
lineages across environments with evidence of potential selection for
heat-resistance photosymbiont lineages on islands with historically
elevated sea surface temperatures. We reveal that host gene expres-
sion profiles are strongly segregated by host genetic lineage and
environment, and were significantly correlated with several historical
sea surface temperature (SST) traits. In contrast, Cladocopium
expression profiles were primarily driven by algal genotype and dis-
played low phenotypic plasticity across environmental gradients.
Overall, our data suggest the existence of a two-tiered strategy
underpinning thermal acclimatization in Pocillopora holobionts
with strong selection for specific photosymbiont lineages (i.e.,
host–photosymbiont fidelity) coupled with high host transcriptomic
plasticity acting as an environmental buffer.

We observed photosymbiont flexibility only in association with
elevated SSTs in the far Western and far Eastern Pacific. Although the
thermotolerant photosymbiont Durusdinium glynnii was largely
absent from Pocillopora colonies in the Central Pacific and rare in the
West Pacific (only two colonies) in our dataset, previous studies have
shown that D. glynnii frequently occurs in Pocillopora corals in
many locations in the Pacific, particularly those with elevated SSTs
(more than 31.5 °C) or which repeatedly experience extreme thermal
events12,46,69,70,76. Taken together, our results and previous studies show
that the presence of D. glynnii photosymbionts is a common strategy
for Pocillopora corals to survive heat stress.

Our study has important implications for continued coral reef
conservation and the prediction of coral responses to future ocean
warming. Our examination of the mechanisms underpinning acclima-
tization among lineages across an environmental gradient and our
identification of potential candidate loci under thermal expression
selection provide useful baseline metrics for informing future manip-
ulative experiments focused on physiological mechanisms underlying
these observations. Investigating the extent to which different thermal
acclimatization strategies, including both transcriptional and compo-
sitional changes, are employed among lineages will allow us to better
forecast the survival of coral species and reefs under future ocean
warming.

Methods
Site selection, coral colony sampling, and environmental meta-
data collection
A total of 102 Pocillopora spp. colonies from 32 reef sites across 11
islands (Islas de las Perlas, Coiba, Malpelo, Rapa Nui, Ducie, Gambier,
Moorea, Aitutaki, Niue, Upolu, and Guam) were sampled as part of the
Tara Pacific expedition26. At each island, fragments of three coral
colonies were collected from each of three reef sites yielding a total of
ca. 9 colonies sampled per island (Supplementary Data 13). To reduce
variation in host/symbiont expression associated with diurnal cycles,
all sites were sampled between ca. 8:30–11:30 in the morning (local
time). Colonies were sampled at a mean depth of 9.20 ± 3.80m (SD;
Supplementary Data 13). Reef site and coral colony sampling protocols
are presented in detail in ref. 77. Fragments of sampled coral colonies
were removed from the reef and brought back on board the Tara
vessel for processing of DNA/RNA. Several environmental parameters
such as SST, chlorophyll concentration, pH, and nutrient concentra-
tions weremeasured in natura at the time of collection78. Historical sea
surface temperature (SST) data were extracted from day and night
satellite measurements of SST at 1 km spatial resolution from 2002 to
the day of sampling as described in ref. 77 (Supplementary Data 13).
Briefly, SST climatologies, anomalies, and several other variables
including degree heating week data, frequency, and recovery time
were calculated fromdaily averages of three satellites sensors (MODIS-
Aqua, MODIS-Terra, VIIRS-SNPP) over the period studied79. Each vari-
able average, standard deviation, and maximum were then calculated
to provide one value per sampling site.
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DNA/RNA isolation, library preparation, and sequencing
Coral fragments were processed to extract and isolate DNA/RNA as
described in ref. 80. Briefly, coral fragments were submerged in 15mL
of lysing agent in the presence of DNA/RNA shield and coral tissue was
removed from the skeletal fragments and homogenized using a high-
speed bead homogenizer. The homogenized tissue suspension was
split into ten aliquots of 500 µL and stored in 1.5-mL Eppendorf tubes
at −20 °C until extraction of nucleic acids. DNA and RNA were
extracted simultaneously from these aliquots using Quick-DNA/RNA
Kits (Zymo Research, CA, USA). DNA and RNA were quantified on a
Qubit 2.0 fluorometer with Qubit dsDNA BR (Broad range) and HS
(High sensitivity) Assays and Qubit RNA HS Assay (ThermoFisher Sci-
entific, Waltham, MA, USA), respectively. The quality of total RNA was
checked by capillary electrophoresis on an Agilent Bioanalyzer using
theRNA6000Pico LabChip kit (Agilent Technologies, Santa Clara, CA)
and the RINwas calculated. ElutedDNA and RNAwere stored at−20 °C
and −80 °C, respectively, prior to library construction.

Construction of DNA libraries began by shearing to amean size of
300bp using a Covaris E210 instrument (Covaris, Inc., USA). Size
profiles of shearedmaterials were visualized on an Agilent Bioanalyzer
DNAHigh Sensitivity chip, and sheared DNAwas then end-repaired, 3’-
adenylated, and ligated to Illumina compatible adapters using the
NEBNext DNAModules Products (New England Biolabs, MA, USA) and
NextFlex DNA barcodes (Bioo Scientific Corporation). After two con-
secutive cleanups using 1× AMPure XP bead, DNA was amplified using
Kapa Hifi HotStart NGS library Amplification kits (Kapa Biosystems,
Wilmington, MA), followed by 0.6× AMPure XP bead purification. DNA
libraries were stored at −20 °C until sequencing.

RNA libraries were prepared following the TruSeq Stranded
mRNA sample preparation protocol. Extracted RNA (1 µg) was sub-
jected to poly-A+ selection using oligo(dT) beads, and the resulting
mRNA was chemically fragmented under elevated temperature before
conversion into single-stranded cDNAusing randomhexamer priming.
Then, the second strand was generated to create double-stranded
cDNA. Double-stranded cDNA was purified by 1.8× AMPure XP bead
cleanups, 3’-adenylated, and ligated to TruSeq RNA barcoded adapters
with 6 bases (Illumina, SanDiego, CA, USA) or NEXTflexDNAbarcoded
adapters with 12 bases (Bioo Scientific, Austin, TX, USA). After another
1× AMPure XP bead cleanup, the ligated product was amplified by 15
cycles of PCR and purified by a final 0.8× AMPure XP bead cleanup.
RNA libraries were stored at −80 °C until sequencing.

Size profiles of DNA and RNA libraries were generated using an
Agilent 2100 Bioanalyzer (Agilent Technologies, USA) and libraries
were quantified by qPCR with the KAPA Library Quantification Kit for
Illumina Libraries (Kapa Biosystems) on anMXPro instrument (Agilent
Technologies). DNA (i.e., metagenomic) and RNA (i.e., metatran-
scriptomic) libraries were sequenced using 151 bp paired-end read
chemistry on a NovaSeq or HiSeq4000 Illumina sequencer (Illumina,
San Diego, CA, USA). Basecalling and calculation of Phred quality
scores (Q scores) were performed during sequencing by the Illumina
Real Time Analysis (RTA) software. Illumina bcl2fastq Conversion
software converted raw BCL files generated by RTA to fastq data. For
both metagenomic and metatranscriptomic reads, we removed short
(<30 bp length) and low-quality nucleotides (Q score <20), adapter/
primer sequences with an in-house script based on Fastx-Toolkit
software (https://github.com/institut-de-genomique/fastxtend), as
well as read pairs that mapped to the Enterobacteria phage PhiX174
genome (GenBank: NC_001422.1). For metatranscriptomic reads, read
pairs that mapped to ribosomal sequences were removed using Sort-
MeRNA v2.181. After thisfiltering, we obtained between 39M and 104M
metatranscriptomic reads (Supplementary Data 14) and between 81M
and 221M metagenomic reads (Supplementary Data 15).

To identify Symbiodiniaceae lineages, we amplify the ITS2 regionof
thenuclear ribosomalDNA locus fromCoralDNAextractionsusingSYM-
VAR-5.8S2 (5’-GAATTGCAGAACTCCGTGAACC-3’) and SYM-VAR-REV

primers (5’-CGGGTTCWCTTGTYTGACTTCATGC-3’). Complete proto-
cols for DNA amplification, library preparation and sequencing of ITS2
amplicons are available in ref. 80. ITS2 reads were processed following
the SymPortal pipeline82 and raw results are available83.

Host lineage assignation
We performed host lineage assignment as described in ref. 27. Briefly,
we identified a set of genome-wide single nucleotide polymorphisms
(SNPs) from metagenomic reads mapped to the Pocillopora meandrina
genomic reference84 using the Genome Analysis Toolkit tool (GATK,
v3.7.0)85. We followed amodified version of the best practices guide for
variant discovery with GATK which included indexing of the genomic
reference (picardtools v2.6.0, CreateSequenceDictionary), followed by
identification of realignment targets (GATK RealignerTargetCreator)
and realignment around detected indels (GATK, IndelRealigner). Var-
iants were called for each colony individually (GATK, HaplotypeCaller)
and resulting variant call files (VCFs) were merged into island-specific,
multi-sample, cohort files (GATK, CombineGVCFs) before performing
joint genotyping across all 11 islands (GATK, GenotypeGVCFs) with
polyploidy defined at 186. Joint analysis of multiple samples (i.e., joint
genotyping) is recommended for discovery of germline SNPs and indels
as it provides information regarding population-wide variance across a
cohort of multiple samples. This, in turn, allows for a higher degree of
sensitivity to detect low-frequency variants, a clearer distinction
between homozygous and missing sites, a greater ability to avoid false
positives, and results in more accurate sample genotyping as described
in theGATK technical documentation87. The resulting SNPswerefiltered
using VCFtools (v0.1.12)88 to include only biallelic sites with minor allele
frequencies ≥0.05, quality scores ≥30, coverage (minimum read depth)
≥16, linkage disequilibrium (r2)≥0.2, and no missing data across colo-
nies. These curated SNPs were then used to identify divergent host
lineages using a coalescent analysis performed on the individual colo-
nies as described in ref. 27 using RaxML.

Cladocopium lineage assignation
To determine which Symbiodiniaceae taxa were present in each coral
colony, we used ITS2 amplicons determined for each sample. ITS2
profiles were obtained using SymPortal82, which uses the intragenomic
diversity of Symbiodiniaceae ITS2 to define so-called ITS2 type profiles
based on consistent co-occurrence of intragenomic ITS2 variants
across all samples.

For Pocillopora colonies hosting Cladocopium (84 colonies), we
further investigated their population structure using single nucleotide
polymorphism (SNP) distributions across their coding sequences. We
excluded from these analysis colonies containing a large proportion
(>25%) of a second ITS2 profile and potentially affecting the SNP call-
ing. SNPs from the resulting 82 colonies were identified from meta-
transcriptomic reads previously aligned on the predicted coding
sequences of the Cladocopium goreaui genome (see next paragraph)
following the same protocol as described for the host above. SNPs
were filtered using VCFtools (v0.1.12)88 to include only biallelic SNPs
with a quality score ≥30 and a coverage ≥4. The frequencies of these
SNPs were then clustered using the Hclust function of the stats pack-
age (v4.2.2) in R with the completeLinkage method. The optimal
number of clusters was determined with the gap statistics method89

(fviz_nbclust function in the R package factoextra v1.0.7). We then
compared the Bray-Curtis-derived pairwise distances (based on ITS2
type profiles) of the Cladocopium-containing Pocillopora colonies to
the SNP-based clustering of Cladocopium populations. In general, we
observed a high degree of overlap between the two identification
methods across Cladocopium lineages. The ITS2 profile distances
indicate that Cladocopium lineages which were undefined in the SNP
clustering method belong to L5 (Supplementary Fig. 2b).

Finally, we extracted reads matching the non-coding region of
the psbA gene (psbAncr) from metagenomes to assign Cladocopium
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lineages to Cladocopium species previously identified29,33. For this
analysis, metagenomic reads of the 82 Pocillopora corals containing
Cladocopium symbionts were aligned simultaneously on three psbAncr

sequences (C. latusorum MW819767.1, C. pacificum MW861717, and C.
goreaui KF572161.1) with bwa-mem (v2.2.1)90. Full-length reads aligned
with more than 90% of identity were kept. The reads aligned on the
psbAncr reference sequence covered by the highest number of reads
were selected to build a consensus sequence for each sample (sam-
tools mpileup). We selected two psbAncr sequences for each Cladoco-
pium clade identified in ref. 29 and aligned themwith the 82 consensus
sequences with clustalW (MegaX software)91. A Bayesian phylogeny
of this alignment was generated using MrBayes (v3.2.7a)92 with
the GTR substitution model (nst=6), gamma-distributed rate variation
(rates=invgamma), the birth-death clock model (brlenspr=-
clock:birthdeath). The MCMCwas run for 1,000,000 generations with
sampling every 1000 steps and the first 25% was removed as burnin.
The phylogeny was represented with R packages ape (v5.6.2) and
ggtree (v3.6.2)93 (Supplementary Fig. 2c).

Procrustean analysis of Cophylogeny (PACo)
To test for phylogenetic congruence between Pocillopora hosts and
Cladocopium photosymbionts we used the R package paco (v0.4.2) to
conduct a Procrustean analysis of cophylogeny (PACo)94. The PACo
approach uses a distance-based global fit to quantify the topological
congruence between two phylogenetic trees and identifies the asso-
ciations contributing most strongly to the cophylogenetic structure29.
For Cladocopium, we used the SNP frequency clustering described
above. For Pocillopora, we used a subsetted phylogenetic tree gener-
ated from the SVD quartet phylogeny of Hume et al.27 generated by
selecting a single representative for each of the five host lineages. The
host and photosymbiont phylogenetic trees were aligned with the
untangle function (step2side method) of the R package dendextend
(v1.17.1)95.

Gene expression levels of Pocillopora and Cladocopium from
metatranscriptomic reads
Metatranscriptomic reads (Illumina-generated 150-bp, paired-end)
were separately aligned to predicted coding sequences (CDS) of the
Pocilloporameandrina coral host reference genome (Noel et al.84), and
Symbiodiniaceae sequences (the CDS of the Cladocopium goreaui
genome32 and aDurusdinium transcriptome96) using Burrows–Wheeler
Transform Aligner (BWA-mem, v0.7.15) with the default settings90.
Host- and symbiont-mapped reads were then sorted and processed
using SAMtools v1.10.297 to generate respective bam files. A read was
considered a host contig if its sequence aligned to the P. meandrina
predicted coding sequence with ≥95% of sequence identity and with
≥50% of the sequence aligned. Reads aligned to Cladocopium goreaui
coding sequences with a cutoff of ≥98% of sequence identity over
≥80% of the read length were retained as symbiont reads. Reads were
further filtered to remove those in which more than 75% of the read
length was low complexity or less than 30%was high complexity. Read
counts were normalized as transcript per million (TPM). Tables of raw
and normalized counts are available98.

Analysis of environment x genotype interactions on gene
expression
To evaluate the relative influence of the environment and genotype on
the coral host and Cladocopium expression profiles we used three
complementary approaches, namely (1) quantitative partitioning of
gene expression variance into the fractionattributable to eachputative
driver using a linearmixedmodel approach (variance partitioning), (2)
discriminant analysis of principal components (DAPC) to determine
which drivers best distinguish between a priori sample groupings
(islands and lineages) based on proportions of correct reassignment,
and (3) constrained correspondence analysis informed by both

historical and in natura environmental data to identify primary abiotic
drivers of gene expression.

Quantitative partitioning of gene expression variance. In the first
approach, we used the variancePartition package in R (v 1.21.2)99,100 to
partition the variance attributable to the environment, the host gen-
otype, and the symbiont genotype in the Pocillopora and Cladocopium
expressiondatasets (35,066 genes for Pocillopora and 24,160genes for
Cladocopium). Prior to performing the variance partitioning analysis, a
correctionwas applied to remove abiasdue to the twodifferent library
preparation methods used for RNA sequencing following the proce-
dure described in ref. 99. Three variables were defined as random
effects: Pocillopora genetic lineage, Cladocopium genetic lineage, and
the island of sampling. In order to account for any potential biases
in our estimation of gene expression variance introduced by var-
iancePartition’s random sub-sampling of colonies we repeated the
variance partitioning analysis 100 times with a random removal of two
samples during each repetition. Genes with a median explained var-
iance >50% for one of the three selected variables across these 100
rounds, hereafter referred to as top variant genes, were then selected
for functional enrichment analysis (1821 genes forPocillopora and2424
genes for Cladocopium).

Discriminant analysis of principal components. We used the ade-
genet (v2.1.10) in R101,102 to determine which genes are best able to
discriminate between pre-defined groups of samples (i.e., based on
either their genetic lineage or on their collection environment) and to
assess howwell these groups could be distinguished fromone another
based on similarity among their expression profiles. The purpose of
DAPC is to find the linear combinations of genes which maximize the
differences between pre-specified groups whileminimizing the within-
group variance thereby allowing for the determination of which genes
most strongly discriminate between the pre-defined groups. Coeffi-
cients of these genes are called loadings and higher loading scores
indicate a stronger discriminatory ability. The linear combinations of
these genes’ expression values are referred to as discriminant func-
tions and serve to orient the groups in multi-dimensional space.

We assessed three discriminant analysis clusteringmodels each for
the host and algal symbiont with (1) the island of collection (i.e., the
environmental effect), (2) coral genetic lineage or photosymbiont
genetic lineage as the grouping factor for the coral and photosymbiont,
respectively, (i.e., the primary genetic effect), and (3) the genetic lineage
of the symbiont (photosymbiont for the host and vice versa; the
symbiotic partner effect) as the pre-defined grouping factor. The rela-
tive strength of environmental-, genetic-, and symbiont impacts on
Pocillopora and Cladocopium gene expression were then assessed by
comparing the proportion of colonies that were correctly re-assigned to
their pre-defined groups under each clustering model. A higher pro-
portion of colonies correctly re-assigned to their pre-defined groups
indicates a greater power to discriminate between divergent expression
profiles and, therefore, a greater influence of that grouping factor on
gene expression. The input for these analyses were the normalized
expression data (i.e., variance stabilized transformed counts obtained
fromthepackageDESeq2, v1.28.1) for all geneswith 10ormore counts in
at least 90% of colonies with lineage assignations (n =80 colonies; host
n =28,972 genes; symbiont n =20,517 genes).We began eachmodel run
with an ordination analysis to extract Principal Components (PCs) of
gene expression. We then computed a-scores to determine the optimal
number of PCs to retain under each clustering model for subsequent
cluster identificationusingdiscriminant analysis102. A-scoreoptimization
resulted in our selecting 11 PCs to retain for the host andphotosymbiont
(for all three models). Group memberships were then independently
predicted for the colonies based on DAPC scores.

The number of principal coordinates (PCs) and discriminant func-
tions (DF) retained, the proportion of colonies correctly re-assigned to
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their a priori groups, and the overall proportion of gene expression
variance explained by each factor (sampled island, host lineage, and
photosymbiont lineage) are summarized in Supplementary Data 11. We
used the proportion of colonies correctly re-assigned to their pre-
defined groups as well as loading scores and quantities of top loading
genes in order to assess the influence of that grouping factor on gene
expression. In addition, we also identified genes whose expression
profiles most strongly contributed to that model’s discriminant axes.
Genes with discriminant axis loading scores within the upper quartile of
scores (i.e., top 25%) were considered as significant contributors to that
axis, are referred to hereafter as discriminant genes, and were retained
for analysis of functional enrichments. Because there was strong
host–symbiont fidelity across all lineages, there was consequently sig-
nificant overlap between discriminant genes recovered from the pri-
mary genetic and symbiotic partner DAPCmodels.We therefore further
divided these discriminant genes into two subcategories: genes which
were shared between the two models (shared discriminant genes) and
geneswhichwere unique to oneof the twomodels (uniquediscriminant
genes). We use these subcategories to distinguish between analyses of
all discriminant genes and unique discriminant genes, respectively,
throughout this manuscript.

Constrained correspondence analysis of environmental data. We
also used an automatic stepwise model-building approach for con-
strained correspondence analysis (CCA) between the host/symbiont
expression data and the environmental data in order to visualize how
expression data were structured with respect to potential environ-
mental drivers. To avoid model overfitting we first identified envir-
onmental variables that were highly correlated with one another at an
r2 ≥0.7 using the corclust function of the klaR package (v1.7.1) in R.
From this, we identified clusters of correlated variables (Supplemen-
tary Fig. 8) and selected one representative variable from each cluster
for further analysis. We then calculated multiple regressions of each
environmental variable with the CCA ordination axes of the gene
expression data for both the host and photosymbiont separately using
the envfit function of the vegan package (v2.5.6). Regression sig-
nificance was then assessed by permutation tests (10,000 permuta-
tions) and top environmental variables were selected as those with
environment/expression regression P values ≤0.05. These environ-
mental variables were then used as the inputs for separate constrained
correspondence analyses for the host and photosymbiont using the
function cca from the veganpackage. Because variance inflation factor
analysis of the CCA results indicated the presence of redundant
environmental variables, further selection was conducted using an
automatic stepwise model selection approach with the ordiR2step
function in vegan with 1000 permutations. Environmental variables
displaying Bonferroni-adjusted environment/expression regression
P values ≤0.05 were retained and the results visualized to display the
strength and forcing direction of each top environmental variable.

Differential expression and functional enrichment analyses
We assessed differential gene expression between Pocillopora hosts
containing Cladocopium and those containing Durusdinium in the far
Eastern Tropical pacific (Isla de Las Perlas, Coiba, and Malpelo). Ana-
lyses were performed separately for each of the three islands and also
for all islands together. The input for each analysis were the host
expression data for all genes with 10 or more counts in at least 90% of
colonies from that island (n = 8/9/6 colonies and n = 29,968/30,040/
28,936 host genes for Las Perlas/Coiba/Malpelo, respectively) or
among the three islands together (n = 23 colonies and n = 32,060 host
genes). For each analysis, these gene counts were normalized and
transformed using a variance stabilizing transformation in DESeq2
(v1.28.1)103. Genes significantlydifferentially expressed (DEGs) between
colonies containing Cladocopium and Durusdinium were then identi-
fied using DESeq2 with the following criteria: absolute log-fold change

(LFC) ≥ 2 after application of ashr log fold-change shrinkage104 and
FDR-adjusted P value ≤0.05. Because of the uneven sampling of C- and
D-containing colonies between islands, the number of DEGs identified
in each inter-island pairwise comparison was highly dependent on the
number of colonies input in the DESeq2 analysis. To correct for this
and allow for quantitative comparison of DEGs between islands we
performed multiple differential expression analyses using two, ran-
domly subsampled, colonies (the lowest sample number) for each
category (C- vsD-containing) for each island. This resulted in a rangeof
DEGs estimates from which the mean number of DEGs (±SD) were
calculated.

Functional annotations Pocillopora genes were obtained from
the genomic reference provided in ref. 84. These annotations were
obtained using the Interproscan tool for each coding sequence105,106.
Gene Ontology (GO) annotations were attributed with the Inter-
pro2GO correspondence table (v2020/06/13)105. Functional annota-
tions of Cladocopium goreaui genes were recovered from the
published genome32.

Functional enrichment among top variant (variance partitioning)
and discriminant (DAPC) genes were analyzed in the host using the
goseq (v1.40.0)107 package in R. For top variant genes, the number of GO
annotations assigned to genes within that interest groupwas compared
to the number of annotations assigned to the rest of the dataset, to
evaluate whether any ontologies were more highly represented within
the module than expected by chance (i.e., Fisher’s exact test in goseq).
Cladocopium functional enrichment analyses were performed using
independent Fisher’s exact tests for each Pfam (protein family) domain
between genes present in each gene-of-interest category (top variant,
discriminant, etc.) as compared to all expressed genes of Cladocopium.
P values were corrected for multiple testing with the Benjamini &
Hochberg method implemented in the p.adjust function in R. For each
Pfam term, the number of annotations assigned to genes within an
interest group (i.e., top variant and discriminant genes) was compared
to the number of annotations assigned to the genome, to evaluate
whether any ontologies were more highly represented within the
module than expected by chance (Fisher’s exact test).

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The genomic data used in this study have been deposited in the Eur-
opeanNucleotideArchivedatabaseunder accession codePRJEB47249.
The ITS2 data used in this study have been deposited in the European
Nucleotide Archive database under accession code PRJEB52458. The
metatranscriptomic data generated in this study have been deposited
in the European Nucleotide Archive database under accession code
PRJEB52301. Themetagenomic used generated in this study have been
deposited in the European Nucleotide Archive database under acces-
sion code PRJEB52368. The read count and Cladocopium metaT-
derived filtered SNP data generated in this study have been deposited
in a Zenodo repository accessible at: https://doi.org/10.5281/zenodo.
739876798. Several, publicly available genomic resources were used for
mapping purposes in this study including an Enterobacteria phage
PhiX174 genome (GenBank accession code NC_001422.1) and three
psbAncr sequences (C. latusorum MW819767.1, C. pacificum
MW861717, and C. goreaui KF572161.1). NOAA OI SST V2 High-
Resolution Sea Surface Temperature (SST) data were provided by
the NOAA PSL, Boulder, Colorado, USA, from their website at https://
psl.noaa.gov. Additional source data for the figures presented in this
paper are provided alongside custom analysis scripts at the following
GitHub repository: https://github.com/institut-de-genomique/
TaraPacific_Pocillopora-transcriptomic108. All other data are provided
as Supplementary Data. Source data are provided with this paper.
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Code availability
Code for the bioinformatics tools and data workflows is provided at:
https://github.com/institut-de-genomique/TaraPacific_Pocillopora-
transcriptomic108.

References
1. Hoegh-Guldberg, O. Climate change, coral bleaching and the

future of the world’s coral reefs. Mar. Freshw. Res. 50,
839–866 (1999).

2. Hughes, T. P. et al. Coral reefs in the Anthropocene. Nature 546,
82–90 (2017).

3. Hughes, T. P. et al. Spatial and temporal patterns of mass
bleaching of corals in the Anthropocene. Science 359,
80–83 (2018).

4. Osman, E. O. et al. Thermal refugia against coral bleaching
throughout the northern Red Sea. Glob. Change Biol. 24,
e474–e484 (2018).

5. Savary, R. et al. Fast and pervasive transcriptomic resilience and
acclimation of extremely heat-tolerant coral holobionts from the
northern Red Sea. Proc. Natl Acad. Sci. USA 118,
e2023298118 (2021).

6. Middlebrook, R., Anthony, K. R. N., Hoegh-Guldberg, O. & Dove, S.
Thermal priming affects symbiont photosynthesis but does not
alter bleaching susceptibility in Acropora millepora. J. Exp. Mar.
Biol. Ecol. 432–433, 64–72 (2012).

7. Schoepf, V. et al. Stress-resistant corals may not acclimatize to
ocean warming but maintain heat tolerance under cooler tem-
peratures. Nat. Commun. 10, 4031 (2019).

8. Wright, R. M. et al. Positive genetic associations among fitness
traits support evolvability of a reef-building coral under multiple
stressors. Glob. Change Biol. 25, 3294–3304 (2019).

9. Voolstra, C. R. et al. Extending the natural adaptive capacity of
coral holobionts. Nat. Rev. Earth Environ. 2, 747–762 (2021).

10. Kenkel, C. D., Meyer, E. & Matz, M. V. Gene expression under
chronic heat stress in populations of themustard hill coral (Porites
astreoides) from different thermal environments. Mol. Ecol. 22,
4322–4334 (2013).

11. Kenkel, C. D. & Matz, M. V. Gene expression plasticity as a
mechanism of coral adaptation to a variable environment. Nat.
Ecol. Evol. 1, 0014 (2017).

12. Cunning, R., Silverstein, R. N. & Baker, A. C. Investigating the
causes and consequences of symbiont shuffling in amulti-partner
reef coral symbiosis under environmental change. Proc. R. Soc. B
Biol. Sci. 282, 20141725 (2015).

13. Hume, B. C. C. et al. Ancestral genetic diversity associated with
the rapid spread of stress-tolerant coral symbionts in response to
Holocene climate change. Proc. Natl Acad. Sci. USA 113,
4416–4421 (2016).

14. Brener-Raffalli, K. et al. Gene expression plasticity and frontloading
promote thermotolerance in Pocillopora corals. Peer Community J.
2, e13 (2022).

15. Voolstra, C. R. et al. Contrasting heat stress response patterns of
coral holobionts across the Red Sea suggest distinct mechanisms
of thermal tolerance. Mol. Ecol. 30, 4466–4480 (2021).

16. Middlebrook, R., Hoegh-Guldberg, O. & Leggat, W. The effect of
thermal history on the susceptibility of reef-building corals to
thermal stress. J. Exp. Biol. 211, 1050–1056 (2008).

17. Safaie, A. et al. High frequency temperature variability reduces the
risk of coral bleaching. Nat. Commun. 9, 1671 (2018).

18. Schoepf, V. et al. Thermally variable, macrotidal reef habitats
promote rapid recovery from mass coral bleaching. Front. Mar.
Sci. 7, 245 (2020).

19. Wall, C. B. et al. Shifting baselines: physiological legacies con-
tribute to the response of reef corals to frequent heatwaves.
Funct. Ecol. 35, 1366–1378 (2021).

20. Hoadley, K. D. et al. Host–symbiont combinations dictate the
photo-physiological response of reef-building corals to thermal
stress. Sci. Rep. 9, 9985 (2019).

21. Qin, Z. et al. Diversity of Symbiodiniaceae in 15 coral species from
the Southern South China Sea: potential relationship with coral
thermal adaptability. Front. Microbiol. 10, 2343 (2019).

22. Cunning, R. & Baker, A. C. Thermotolerant coral symbionts mod-
ulate heat stress‐responsive genes in their hosts. Mol. Ecol. 29,
2940–2950 (2020).

23. Dilworth, J., Caruso, C., Kahkejian, V. A., Baker, A. C. & Drury, C.
Host genotype and stable differences in algal symbiont commu-
nities explain patterns of thermal stress response of Montipora
capitata following thermal pre-exposure and across multiple
bleaching events. Coral Reefs 40, 151–163 (2021).

24. Barshis, D. J. et al. Genomic basis for coral resilience to climate
change. Proc. Natl Acad. Sci. USA 110, 1387–1392 (2013).

25. Drury, C. et al. Intrapopulation adaptive variance supports thermal
tolerance in a reef-building coral. Commun. Biol. 5, 486
(2022).

26. Planes, S. et al. The Tara Pacific expedition—a pan-ecosystemic
approach of the “-omics” complexity of coral reef holobionts
across the Pacific Ocean. PLoS Biol. 17, e3000483 (2019).

27. Hume, B. C. C. et al. Disparate patterns of genetic divergence in
three widespread corals across a pan-Pacific environmental gra-
dient highlights species-specific adaptation trajectories. Preprint at
http://biorxiv.org/lookup/doi/10.1101/2022.10.13.512013 (2022).

28. Oury, N., Noël, C., Mona, S., Aurelle, D. & Magalon, H. From
genomics to integrative taxonomy? The case study of Pocillopora
corals. Mol. Phylogenet. Evol. 184, 107803 (2023).

29. Johnston, E. C., Cunning, R. & Burgess, S. C. Cophylogeny and
specificity between cryptic coral species (Pocillopora spp.) at Mo′
orea and their symbionts (Symbiodiniaceae).Mol. Ecol. 31,
5368–5385 (2022).

30. Gélin, P., Postaire, B., Fauvelot, C. & Magalon, H. Reevaluating
species number, distribution and endemism of the coral genus
Pocillopora Lamarck, 1816 using species delimitationmethods and
microsatellites. Mol. Phylogenet. Evol. 109, 430–446 (2017).

31. Voolstra, C. R. et al. Consensus guidelines for advancing coral
holobiont genome and specimen voucher deposition. Front. Mar.
Sci. 8, 701784 (2021).

32. Liu, H. et al. Symbiodinium genomes reveal adaptive evolution of
functions related to coral-dinoflagellate symbiosis.Commun. Biol.
1, 95 (2018).

33. Turnham, K. E., Wham, D. C., Sampayo, E. & LaJeunesse, T. C.
Mutualistic microalgae co-diversify with reef corals that acquire
symbionts during egg development. ISME J. 15, 3271–3285
(2021).

34. Hutchinson, M. C., Cagua, E. F., Balbuena, J. A., Stouffer, D. B. &
Poisot, T. paco: implementing Procrustean Approach to cophylo-
geny in R. Methods Ecol. Evol. 8, 932–940 (2017).

35. Rosic, N. et al. Unfolding the secrets of coral–algal symbiosis.
ISME J. 9, 844–856 (2015).

36. Baums, I. B., Devlin-Durante,M. K. & LaJeunesse, T. C.New insights
into the dynamics between reef corals and their associated dino-
flagellate endosymbionts from population genetic studies. Mol.
Ecol. 23, 4203–4215 (2014).

37. Thornhill, D. J., Lewis, A. M., Wham, D. C. & LaJeunesse, T. C. Host-
specialist lineages dominate the adaptive radiation of reef coral
endosymbionts: adaptive radiation of symbiotic dinoflagellates.
Evolution 68, 352–367 (2014).

38. Stat, M., Pochon, X., Cowie, R. & Gates, R. Specificity in commu-
nities of Symbiodinium in corals from Johnston Atoll. Mar. Ecol.
Prog. Ser. 386, 83–96 (2009).

39. Pinzón, J. H. & LaJeunesse, T. C. Species delimitation of common
reef corals in the genus Pocillopora using nucleotide sequence

Article https://doi.org/10.1038/s41467-023-38610-6

Nature Communications |         (2023) 14:3056 15

https://github.com/institut-de-genomique/TaraPacific_Pocillopora-transcriptomic
https://github.com/institut-de-genomique/TaraPacific_Pocillopora-transcriptomic
http://biorxiv.org/lookup/doi/10.1101/2022.10.13.512013


phylogenies, population genetics and symbiosis ecology. Mol.
Ecol. 20, 311–325 (2011).

40. Hume, B. C. C.,Mejia-Restrepo, A., Voolstra, C. R. & Berumen,M. L.
Fine-scale delineation of Symbiodiniaceae genotypes on a pre-
viously bleached central Red Sea reef system demonstrates a
prevalence of coral host-specific associations. Coral Reefs 39,
583–601 (2020).

41. Cunning, R., Glynn, P. W. & Baker, A. C. Flexible associations
between Pocillopora corals and Symbiodinium limit utility of
symbiosis ecology in defining species. Coral Reefs 32,
795–801 (2013).

42. Baird, A. H., Cumbo, V. R., Leggat, W. & Rodriguez-Lanetty, M.
Fidelity andflexibility in coral symbioses.Mar. Ecol. Prog. Ser.347,
307–309 (2007).

43. Hume, B. C. C. et al. Symbiodinium thermophilum sp. nov., a
thermotolerant symbiotic alga prevalent in corals of the world’s
hottest sea, the Persian/Arabian Gulf. Sci. Rep. 5, 8562 (2015).

44. Howells, E. J. et al. Corals in the hottest reefs in the world exhibit
symbiont fidelity not flexibility. Mol. Ecol. 29, 899–911 (2020).

45. Claar, D. C. et al. Dynamic symbioses reveal pathways to coral
survival through prolonged heatwaves. Nat. Commun. 11,
6097 (2020).

46. Rowan, R. Thermal adaptation in reef coral symbionts.Nature430,
742–742 (2004).

47. Barott, K. L., Venn, A. A., Perez, S. O., Tambutté, S. & Tresguerres,
M. Coral host cells acidify symbiotic algal microenvironment to
promote photosynthesis. Proc. Natl Acad. Sci. USA 112,
607–612 (2015).

48. Barott, K. L., Venn, A. A., This, A. B., Tambutté, S. & Tresguerres, M.
Regulation of coral calcification by the acid-base sensing enzyme
soluble adenylyl cyclase. Biochem. Biophys. Res. Commun. 525,
576–580 (2020).

49. Zoccola, D. et al. Molecular cloning and localization of a PMCA
P-type calcium ATPase from the coral Stylophora pistillata. Bio-
chim. Biophys. Acta 1663, 117–126 (2004).

50. Barott, K. L., Perez, S. O., Linsmayer, L. B. & Tresguerres, M. Dif-
ferential localization of ion transporters suggests distinct cellular
mechanisms for calcification and photosynthesis between two
coral species. Am. J. Physiol. Regul. Integr. Comp. Physiol. 309,
R235–R246 (2015).

51. Tresguerres, M. et al. Cell biology of reef-building corals: ion
transport, acid/base regulation, and energy metabolism. In Acid-
Base Balance and Nitrogen Excretion in Invertebrates (eds Weih-
rauch, D. & O’Donnell, M.) 193–218 (Springer, Berlin, 2017).

52. Armstrong, E. J., Roa, J. N., Stillman, J. H. & Tresguerres, M.
Symbiont photosynthesis in giant clams is promoted by V-typeH+-
ATPase from host cells. J. Exp. Biol. 221, jeb177220 (2018).

53. Barott, K. L., Thies, A. B. & Tresguerres, M. V-type H+-ATPase in the
symbiosome membrane is a conserved mechanism for host con-
trol of photosynthesis in anthozoanphotosymbioses.R.Soc.Open
Sci. 9, 211449 (2022).

54. Leggat, W. et al. Differential responses of the coral host and
their algal symbiont to thermal stress. PLoS ONE 6, e26687
(2011).

55. Barshis, D. J., Ladner, J. T., Oliver, T. A. & Palumbi, S. R. Lineage-
specific transcriptional profiles of Symbiodinium spp. unaltered
by heat stress in a coral host.Mol. Biol. Evol. 31, 1343–1352 (2014).

56. Innis, T. et al. Marine heatwaves depress metabolic activity and
impair cellular acid–base homeostasis in reef‐building corals
regardless of bleaching susceptibility. Glob. Change Biol. 27,
2728–2743 (2021).

57. Oakley, C. A. et al. Thermal shock induces host proteostasis dis-
ruption and endoplasmic reticulum stress in the model symbiotic
Cnidarian Aiptasia. J. Proteome Res. 16, 2121–2134 (2017).

58. Somero, G. N., Lockwood, B. L. & Tomanek, L. Biochemical
Adaptation: Response to Environmental Challenges from Life’s
Origins to the Anthropocene (Sinauer Associates, Inc. Publish-
ers, 2017).

59. Franzellitti, S. et al. Transcriptional response of the heat shock
gene hsp70 aligns with differences in stress susceptibility of
shallow-water corals from the Mediterranean Sea. Mar. Environ.
Res. 140, 444–454 (2018).

60. Kammerscheit, X., Chauvat, F. & Cassier-Chauvat, C. From cya-
nobacteria to human, MAPEG-type glutathione-S-transferases
operate in cell tolerance to heat, cold, and lipid peroxidation.
Front. Microbiol. 10, 2248 (2019).

61. Ziegler, M., Seneca, F. O., Yum, L. K., Palumbi, S. R. & Voolstra, C.
R. Bacterial community dynamics are linked to patterns of coral
heat tolerance. Nat. Commun. 8, 14213 (2017).

62. Buerger, P. et al. Heat-evolved microalgal symbionts
increase coral bleaching tolerance. Sci. Adv. 6, eaba2498
(2020).

63. Sampayo, E. M. et al. Coral symbioses under prolonged environ-
mental change: living near tolerance range limits. Sci. Rep. 6,
36271 (2016).

64. LaJeunesse, T. C., Smith, R. T., Finney, J. & Oxenford, H. Outbreak
and persistence of opportunistic symbiotic dinoflagellates during
the 2005 Caribbean mass coral ‘bleaching’ event. Proc. R. Soc. B
Biol. Sci. 276, 4139–4148 (2009).

65. Rossbach, S. et al. Flexibility in Red Sea Tridacna
maxima–Symbiodiniaceae associations supports environmental
niche adaptation. Ecol. Evol. https://doi.org/10.1002/ece3.
7299 (2021).

66. Berkelmans, R. & van Oppen, M. J. H. The role of zooxanthellae in
the thermal toleranceof corals: a ‘nuggetof hope’ for coral reefs in
an era of climate change. Proc. R. Soc. B Biol. Sci. 273,
2305–2312 (2006).

67. Abrego, D., van Oppen, M. J. H. & Willis, B. L. Onset of algal
endosymbiont specificity varies among closely related species of
Acropora corals during early ontogeny. Mol. Ecol. 18,
3532–3543 (2009).

68. Cunning, R., Gillette, P., Capo, T., Galvez, K. & Baker, A. C. Growth
tradeoffs associated with thermotolerant symbionts in the coral
Pocillopora damicornis are lost in warmer oceans. Coral Reefs 34,
155–160 (2015).

69. Wham,D.C., Ning,G.&LaJeunesse, T. C.Symbiodiniumglynnii sp.
nov., a species of stress-tolerant symbiotic dinoflagellates from
pocilloporid and montiporid corals in the Pacific Ocean. Phyco-
logia 56, 396–409 (2017).

70. Rouzé, H., Lecellier, G., Pochon, X., Torda, G. & Berteaux-Lecellier,
V. Unique quantitative Symbiodiniaceae signature of coral colo-
nies revealed through spatio-temporal survey inMoorea. Sci. Rep.
9, 7921 (2019).

71. Stat, M. et al. The distribution of the thermally tolerant symbiont
lineage (Symbiodinium cladeD) in corals fromHawaii: correlations
with host and the history of ocean thermal stress. Ecol. Evol. 3,
1317–1329 (2013).

72. LaJeunesse, T. C. et al. Host-symbiont recombination versus nat-
ural selection in the response of coral-dinoflagellate symbioses to
environmental disturbance. Proc. R. Soc. B Biol. Sci. 277,
2925–2934 (2010).

73. Marlow, H. Q. & Martindale, M. Q. Embryonic development in two
species of scleractinian coral embryos:Symbiodinium localization
and mode of gastrulation. Evol. Dev. 9, 355–367 (2007).

74. Kao, K. W., Keshavmurthy, S., Tsao, C. H., Wang, J. T. & Chen, C. A.
Repeated and prolonged temperature anomalies negate Symbio-
diniaceae genera shuffling in the coral Platygyra verweyi (Scler-
actinia; Merulinidae). Zool. Stud. 57, e55 (2018).

Article https://doi.org/10.1038/s41467-023-38610-6

Nature Communications |         (2023) 14:3056 16

https://doi.org/10.1002/ece3.7299
https://doi.org/10.1002/ece3.7299


75. DeSalvo, M. K. et al. Coral host transcriptomic states are corre-
lated with Symbiodinium genotypes. Mol. Ecol. 19, 1174–1186
(2010).

76. Carradec, Q. et al. A framework for in situ molecular character-
ization of coral holobionts using nanopore sequencing. Sci. Rep.
10, 15893 (2020).

77. Lombard, F. et al. Open science resources from the Tara Pacific
expedition across coral reef and surface ocean ecosystems. Sci.
Data https://doi.org/10.1038/s41597-022-01757-w.

78. Gorsky, G. et al. Expanding Tara oceans protocols for
underway, ecosystemic sampling of the ocean-atmosphere
interface during Tara Pacific expedition (2016–2018). Front. Mar.
Sci. 6, 750 (2019).

79. Bourdin, G. et al. Historical Sea Surface Temperature (SST) data
and thermal stress indices of the Tara Pacific Expedition’s coral
reef sampling sites, from May 1st 2002 to August 31st 2018.
https://doi.org/10.5281/ZENODO.6499374 (2022).

80. Belser, C. et al. Integrative omics framework for characterization
of coral reef ecosystems from theTara Pacific expedition.Sci. Data
https://doi.org/10.1038/s41597-023-02204-0.

81. Alberti, A. et al. Viral to metazoan marine plankton nucleotide
sequences from the Tara Oceans expedition. Sci. Data 4,
170093 (2017).

82. Hume, B. C. C. et al. SymPortal: a novel analytical framework and
platform for coral algal symbiont next‐generation sequencing
ITS2 profiling. Mol. Ecol. Resour. 19, 1063–1080 (2019).

83. Hume, B. C. C. et al. Tara Pacific ITS2 Symbiodiniaceae data
release version 1. https://doi.org/10.5281/ZENODO.4061796
(2020).

84. Noel, B. et al. Pervasive gene duplications as a major evolutionary
driver of coral biology. Genome Biol. https://doi.org/10.1186/
s13059-023-02960-7.

85. Van der Auwera, G. A. & O’Connor, B. D. Genomics in the
Cloud: Using Docker, GATK, and WDL in Terra (O’Reilly Media,
Inc., 2020).

86. Poplin, R. et al. Scaling accurate genetic variant discovery to tens
of thousands of samples. Preprint at bioRxiv https://doi.org/10.
1101/201178 (2018).

87. Caetano-Anolles, D. The logic of joint calling for germline short
variants. GATK - Technical Documentation - Algorithms https://
gatk.broadinstitute.org/hc/en-us/articles/360035890431-The-
logic-of-joint-calling-for-germline-short-variants (2022).

88. Danecek, P. et al. The variant call format and VCFtools. Bioinfor-
matics 27, 2156–2158 (2011).

89. Tibshirani, R., Walther, G. & Hastie, T. Estimating the number of
clusters in a data set via the gap statistic. J. R. Stat. Soc. Ser. B Stat.
Methodol. 63, 411–423 (2001).

90. Li, H. & Durbin, R. Fast and accurate short read alignment with
Burrows-Wheeler transform. Bioinformatics 25, 1754–1760 (2009).

91. Thompson, J. D., Higgins, D. G. & Gibson, T. J. CLUSTAL W:
improving the sensitivity of progressive multiple sequence align-
ment through sequence weighting, position-specific gap penal-
ties and weight matrix choice. Nucleic Acids Res. 22, 8 (1994).

92. Ronquist, F. et al. MrBayes 3.2: efficient Bayesian phylogenetic
inference andmodel choice across a largemodel space.Syst. Biol.
61, 539–542 (2012).

93. Yu, G. Using ggtree to visualize data on tree‐like structures. Curr.
Protoc. Bioinforma. 69, e96 (2020).

94. Balbuena, J. A., Míguez-Lozano, R.& Blasco-Costa, I. PACo: a novel
Procrustes application to cophylogenetic analysis. PLoS ONE 8,
e61048 (2013).

95. Galili, T. dendextend: an R package for visualizing, adjusting and
comparing trees of hierarchical clustering. Bioinformatics 31,
3718–3720 (2015).

96. Ladner, J. T., Barshis, D. J. & Palumbi, S. R. Protein evolution in two
co-occurring types of Symbiodinium: an exploration into the
genetic basis of thermal tolerance in Symbiodinium clade D. BMC
Evol. Biol. 12, 217 (2012).

97. Li, H. et al. The sequence alignment/map format and SAMtools.
Bioinformatics 25, 2078–2079 (2009).

98. Armstrong, E. J. et al. Pocillopora and Cladocopium gene
expression levels and Cladocopium SNPs. https://doi.org/10.
5281/ZENODO.7398767 (2022).

99. Hoffman, G. E. & Schadt, E. E. variancePartition: interpreting dri-
vers of variation in complex gene expression studies. BMC Bioin-
forma. 17, 13 (2016).

100. Hoffman, G. E. & Roussos, P. Dream: powerful differential
expression analysis for repeatedmeasuresdesigns.Bioinformatics
37, 192–201 (2021).

101. Jombart, T. adegenet: a R package for the multivariate analysis of
genetic markers. Bioinformatics 24, 1403–1405 (2008).

102. Jombart, T., Devillard, S. & Balloux, F. Discriminant analysis of
principal components: a new method for the analysis of geneti-
cally structured populations. BMC Genet. 11, 94 (2010).

103. Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold
change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 15, 550 (2014).

104. Stephens, M. False discovery rates: a new deal. Biostatistics
kxw041 https://doi.org/10.1093/biostatistics/kxw041 (2016).

105. Mitchell, A. et al. The InterPro protein families database: the
classification resource after 15 years. Nucleic Acids Res. 43,
D213–D221 (2015).

106. Jones, P. et al. InterProScan 5: genome-scale protein function
classification. Bioinformatics 30, 1236–1240 (2014).

107. Young, M. D., Wakefield, M. J., Smyth, G. K. & Oshlack, A. Gene
ontology analysis for RNA-seq: accounting for selection bias.
Genome Biol. 11, R14 (2010).

108. Carradec, Q., Armstrong, E. J. & Lê-Hoang, J. institut-de-genomi-
que/TaraPacific_Pocillopora-transcriptomic: host-transcriptomic-
plasticity_TaraPacific. https://doi.org/10.5281/ZENODO.7908426
(2023).

Acknowledgements
The Tara Pacific expedition would not have been possible without the
participation and commitment of over 200 scientists, the Tara Ocean
Foundation and its sailors, artists, staff and partners, the R/V Tara crew,
and the Tara Pacific Expedition Participants (https://doi.org/10.5281/
zenodo.3777760). We are keen to thank the commitment of the follow-
ing institutions for their financial and scientific support that made this
unique Tara Pacific Expedition possible: le Centre national de la
recherche scientifique (CNRS), l’Université Paris Sciences & Lettres
(PSL), le Centre Scientifique de Monaco (CSM), l'École Pratique des
Hautes Études (EPHE), le Centre National de Séquençage - Genoscope,
le Commissariat à l'énergie atomique et aux énergies alternatives (CEA),
Inserm, l’Université Côte d’Azur, l’Agence Nationale de la Recherche
(ANR), Agnès Troublé said agnès b., UNESCO-IOC, the Veolia Founda-
tion, the Prince Albert II de Monaco Foundation, Région Bretagne, Bill-
erudkorsnas, AmerisourceBergen Company, Lorient Agglomération,
Oceans by Disney, L’Oréal, Biotherm, France Collectivités, Fonds Fran-
çais pour l’Environnement Mondial (FFEM), Etienne Bourgois, and the
Tara Ocean Foundation teams. Tara Pacific would not exist without the
continuous support of the participating institutes. The authors also
particularly thank Serge Planes, Denis Allemand, and the Tara Pacific
consortium. This project was funded by France Génomique (ANR-10-
INBS-09). We also acknowledge C. Scarpelli for support in high-
performance computing. Computations were performed using the
cobalt machine at the TGCC (CEA). This is publication #27 of the Tara
Pacific Consortium.

Article https://doi.org/10.1038/s41467-023-38610-6

Nature Communications |         (2023) 14:3056 17

https://doi.org/10.1038/s41597-022-01757-w
https://doi.org/10.5281/ZENODO.6499374
https://doi.org/10.1038/s41597-023-02204-0
https://doi.org/10.5281/ZENODO.4061796
https://doi.org/10.1186/s13059-023-02960-7
https://doi.org/10.1186/s13059-023-02960-7
https://doi.org/10.1101/201178
https://doi.org/10.1101/201178
https://gatk.broadinstitute.org/hc/en-us/articles/360035890431-The-logic-of-joint-calling-for-germline-short-variants
https://gatk.broadinstitute.org/hc/en-us/articles/360035890431-The-logic-of-joint-calling-for-germline-short-variants
https://gatk.broadinstitute.org/hc/en-us/articles/360035890431-The-logic-of-joint-calling-for-germline-short-variants
https://doi.org/10.5281/ZENODO.7398767
https://doi.org/10.5281/ZENODO.7398767
https://doi.org/10.1093/biostatistics/kxw041
https://doi.org/10.5281/ZENODO.7908426
https://doi.org/10.5281/zenodo.3777760
https://doi.org/10.5281/zenodo.3777760


Author contributions
Members of the Tara Pacific Consortium, including C.R.V., Emi.B., G.B.,
G.I., St.R., S.A., B.B., Emm.B., Ch.B., C.dV., E.D., M.F., D.F., P.F., P.E.G.,
E.G., F.L., St. P., Sa.R., M.B.S., S.S., O.P.T, R.T., R.VT., D.Z., Se.P., D.A., and
P.W. conceived of experiments and planned the sampling expedition.
C.R.V., Emi.B., G.B., G.I., and Sa.R. performed onboard sampling. C.M.
facilitated sample collection and obtained sampling permits. J.P., Ca.B.,
C.C., K.L., andC.DS.performedsequencing and sequencedatafiltering/
validation. J.-M.A. and B.N. provided the assembled and annotated host
genome used in this study. G.B. provided the environmental data and
historical sea surface temperature data. B.C.C.H. and D.F. provided
photosymbiont and host genomic data, respectively. E.J.A., J.L-H., and
Q.C. conceived, planned, and performed all analyses as well as all sta-
tistical hypothesis testing. P.W. provided feedback on experimental
planning andprocedures. All authors contributed to the interpretationof
the results. E.J.A., J.L-H., and Q.C. drafted the first version of the
manuscript, and C.R.V., B.C.C.H., D.A.PG., P.G., and O.P.T. provided
critical feedback. All authors read and approved the final version of this
manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-023-38610-6.

Correspondence and requests formaterials shouldbe addressed to Eric
J. Armstrong or Quentin Carradec.

Peer review information Nature Communications thanks the anon-
ymous reviewer(s) for their contribution to the peer review of this work.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2023

Eric J. Armstrong 1,2,3,26 , Julie Lê-Hoang1,2,26, Quentin Carradec 1,2 , Jean-Marc Aury 1,2, Benjamin Noel 1,2,
Benjamin C. C. Hume 4, Christian R. Voolstra 4, Julie Poulain1,2, Caroline Belser 1,2, David A. Paz-García 5,
Corinne Cruaud6, Karine Labadie 6, Corinne Da Silva1,2, Clémentine Moulin7, Emilie Boissin 3, Guillaume Bourdin 8,
Guillaume Iwankow3, Sarah Romac 2,9, Sylvain Agostini 10, Bernard Banaigs3, Emmanuel Boss 8, Chris Bowler 2,11,
Colomban de Vargas2,9, Eric Douville 12, Michel Flores 13, Didier Forcioli 14,15, Paola Furla 14,15, Pierre E. Galand 16,
Eric Gilson 14,15,17, Fabien Lombard 2,18, Stéphane Pesant19, Stéphanie Reynaud 15,20, Matthew B. Sullivan 21,
Shinichi Sunagawa 22, Olivier P. Thomas23, Romain Troublé 7, Rebecca Vega Thurber 24, Didier Zoccola 15,20,
Serge Planes25, Denis Allemand 15,20 & Patrick Wincker 1,2

1Génomique Métabolique, Genoscope, Institut François Jacob, CEA, CNRS, Univ Evry, Université Paris-Saclay, 91057 Evry, France. 2Research Federation for
the studyof Global Ocean Systems Ecology and Evolution, FR2022/ TaraOceans-GOSEE, 3 rueMichel-Ange, 75016 Paris, France. 3PSL Université Paris: EPHE-
UPVD-CNRS, UAR 3278 CRIOBE, Université de Perpignan, 52 Avenue Paul Alduy, 66860 Perpignan Cedex, France. 4Department of Biology, University of
Konstanz, 78457 Konstanz, Germany. 5Centro de Investigaciones Biológicas del Noroeste (CIBNOR), Av. IPN 195, La Paz, Baja California Sur 23096, México.
6Genoscope, Institut François Jacob, CEA, Université Paris-Saclay, Evry, France. 7Fondation Tara Océan, Base Tara, 8 rue de Prague, 75 012 Paris, France.
8School of Marine Sciences, University of Maine, Orono 04469 ME, USA. 9Sorbonne Université, CNRS, Station Biologique de Roscoff, AD2M, UMR 7144,
ECOMAP, 29680 Roscoff, France. 10Shimoda Marine Research Center, University of Tsukuba, 5−10-1, Shimoda, Shizuoka, Japan. 11Ecole Normale Supérieure,
PSL Research University, Institut de Biologie de l’Ecole Normale Supérieure (IBENS), CNRS UMR 8197, INSERM U1024, 46 rue d’Ulm, F-75005 Paris, France.
12Laboratoire desSciencesduClimat et de l’Environnement, LSCE/IPSL, CEA-CNRS-UVSQ,Université Paris-Saclay, F-91191Gif-sur-Yvette, France. 13Weizmann
Institute of Science, Department of Earth and Planetary Sciences, 76100 Rehovot, Israel. 14Université Côte d’Azur, CNRS, INSERM, IRCAN, Medical School,
Nice, France. 15LIA ROPSE, Laboratoire International Associé Université Côte d’Azur - Centre Scientifique de Monaco, Principality of Monaco, Monaco.
16Sorbonne Université, CNRS, Laboratoire d’Ecogéochimie des Environnements Benthiques (LECOB), Observatoire Océanologique de Banyuls, 66650
Banyuls sur mer, France. 17Department of Medical Genetics, CHU, Nice, France. 18Sorbonne Université, Institut de la Mer de Villefranche sur mer, Laboratoire
d’Océanographie de Villefranche, F-06230 Villefranche-sur-Mer, France. 19European Molecular Biology Laboratory, European Bioinformatics Institute,
Wellcome Genome Campus, Hinxton, Cambridge CB10 1SD, UK. 20Centre Scientifique de Monaco, 8 Quai Antoine Ier, MC-98000 Principality of
Monaco, Monaco. 21Departments of Microbiology and Civil, Environmental and Geodetic Engineering, Ohio State University, Columbus, OH 43210, USA.
22Institute of Microbiology, Department of Biology, Vladimir-Prelog-Weg 4, 8093 Zürich, Switzerland. 23School of Biological and Chemical Sciences, Ryan
institute, University of Galway, University Road H91TK33, Galway, Ireland. 24Oregon State University, Department of Microbiology, 220 Nash Hall, 97331
Corvallis, OR, USA. 25PSL Research University: EPHE-UPVD-CNRS, USR 3278 CRIOBE, Université de Perpignan, 66860 Perpignan Cedex, France. 26These
authors contributed equally: Eric J. Armstrong, Julie Lê-Hoang. e-mail: armstrong@berkeley.edu; qcarrade@genoscope.cns.fr

Article https://doi.org/10.1038/s41467-023-38610-6

Nature Communications |         (2023) 14:3056 18

https://doi.org/10.1038/s41467-023-38610-6
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://orcid.org/0000-0003-1223-4907
http://orcid.org/0000-0003-1223-4907
http://orcid.org/0000-0003-1223-4907
http://orcid.org/0000-0003-1223-4907
http://orcid.org/0000-0003-1223-4907
http://orcid.org/0000-0003-4612-8678
http://orcid.org/0000-0003-4612-8678
http://orcid.org/0000-0003-4612-8678
http://orcid.org/0000-0003-4612-8678
http://orcid.org/0000-0003-4612-8678
http://orcid.org/0000-0003-1718-3010
http://orcid.org/0000-0003-1718-3010
http://orcid.org/0000-0003-1718-3010
http://orcid.org/0000-0003-1718-3010
http://orcid.org/0000-0003-1718-3010
http://orcid.org/0000-0002-5830-3253
http://orcid.org/0000-0002-5830-3253
http://orcid.org/0000-0002-5830-3253
http://orcid.org/0000-0002-5830-3253
http://orcid.org/0000-0002-5830-3253
http://orcid.org/0000-0001-7753-3903
http://orcid.org/0000-0001-7753-3903
http://orcid.org/0000-0001-7753-3903
http://orcid.org/0000-0001-7753-3903
http://orcid.org/0000-0001-7753-3903
http://orcid.org/0000-0003-4555-3795
http://orcid.org/0000-0003-4555-3795
http://orcid.org/0000-0003-4555-3795
http://orcid.org/0000-0003-4555-3795
http://orcid.org/0000-0003-4555-3795
http://orcid.org/0000-0002-8108-9910
http://orcid.org/0000-0002-8108-9910
http://orcid.org/0000-0002-8108-9910
http://orcid.org/0000-0002-8108-9910
http://orcid.org/0000-0002-8108-9910
http://orcid.org/0000-0002-1228-5221
http://orcid.org/0000-0002-1228-5221
http://orcid.org/0000-0002-1228-5221
http://orcid.org/0000-0002-1228-5221
http://orcid.org/0000-0002-1228-5221
http://orcid.org/0000-0001-7467-8509
http://orcid.org/0000-0001-7467-8509
http://orcid.org/0000-0001-7467-8509
http://orcid.org/0000-0001-7467-8509
http://orcid.org/0000-0001-7467-8509
http://orcid.org/0000-0002-4110-790X
http://orcid.org/0000-0002-4110-790X
http://orcid.org/0000-0002-4110-790X
http://orcid.org/0000-0002-4110-790X
http://orcid.org/0000-0002-4110-790X
http://orcid.org/0000-0001-7608-5256
http://orcid.org/0000-0001-7608-5256
http://orcid.org/0000-0001-7608-5256
http://orcid.org/0000-0001-7608-5256
http://orcid.org/0000-0001-7608-5256
http://orcid.org/0000-0003-3785-6972
http://orcid.org/0000-0003-3785-6972
http://orcid.org/0000-0003-3785-6972
http://orcid.org/0000-0003-3785-6972
http://orcid.org/0000-0003-3785-6972
http://orcid.org/0000-0001-9040-9296
http://orcid.org/0000-0001-9040-9296
http://orcid.org/0000-0001-9040-9296
http://orcid.org/0000-0001-9040-9296
http://orcid.org/0000-0001-9040-9296
http://orcid.org/0000-0002-8334-9595
http://orcid.org/0000-0002-8334-9595
http://orcid.org/0000-0002-8334-9595
http://orcid.org/0000-0002-8334-9595
http://orcid.org/0000-0002-8334-9595
http://orcid.org/0000-0003-3835-6187
http://orcid.org/0000-0003-3835-6187
http://orcid.org/0000-0003-3835-6187
http://orcid.org/0000-0003-3835-6187
http://orcid.org/0000-0003-3835-6187
http://orcid.org/0000-0002-6673-1768
http://orcid.org/0000-0002-6673-1768
http://orcid.org/0000-0002-6673-1768
http://orcid.org/0000-0002-6673-1768
http://orcid.org/0000-0002-6673-1768
http://orcid.org/0000-0003-3609-286X
http://orcid.org/0000-0003-3609-286X
http://orcid.org/0000-0003-3609-286X
http://orcid.org/0000-0003-3609-286X
http://orcid.org/0000-0003-3609-286X
http://orcid.org/0000-0002-5505-0932
http://orcid.org/0000-0002-5505-0932
http://orcid.org/0000-0002-5505-0932
http://orcid.org/0000-0002-5505-0932
http://orcid.org/0000-0002-5505-0932
http://orcid.org/0000-0001-9899-942X
http://orcid.org/0000-0001-9899-942X
http://orcid.org/0000-0001-9899-942X
http://orcid.org/0000-0001-9899-942X
http://orcid.org/0000-0001-9899-942X
http://orcid.org/0000-0002-2238-3247
http://orcid.org/0000-0002-2238-3247
http://orcid.org/0000-0002-2238-3247
http://orcid.org/0000-0002-2238-3247
http://orcid.org/0000-0002-2238-3247
http://orcid.org/0000-0001-5738-6723
http://orcid.org/0000-0001-5738-6723
http://orcid.org/0000-0001-5738-6723
http://orcid.org/0000-0001-5738-6723
http://orcid.org/0000-0001-5738-6723
http://orcid.org/0000-0002-8626-8782
http://orcid.org/0000-0002-8626-8782
http://orcid.org/0000-0002-8626-8782
http://orcid.org/0000-0002-8626-8782
http://orcid.org/0000-0002-8626-8782
http://orcid.org/0000-0001-9975-6075
http://orcid.org/0000-0001-9975-6075
http://orcid.org/0000-0001-9975-6075
http://orcid.org/0000-0001-9975-6075
http://orcid.org/0000-0001-9975-6075
http://orcid.org/0000-0001-8398-8234
http://orcid.org/0000-0001-8398-8234
http://orcid.org/0000-0001-8398-8234
http://orcid.org/0000-0001-8398-8234
http://orcid.org/0000-0001-8398-8234
http://orcid.org/0000-0003-3065-0314
http://orcid.org/0000-0003-3065-0314
http://orcid.org/0000-0003-3065-0314
http://orcid.org/0000-0003-3065-0314
http://orcid.org/0000-0003-3065-0314
http://orcid.org/0000-0002-8304-808X
http://orcid.org/0000-0002-8304-808X
http://orcid.org/0000-0002-8304-808X
http://orcid.org/0000-0002-8304-808X
http://orcid.org/0000-0002-8304-808X
http://orcid.org/0000-0003-3516-2061
http://orcid.org/0000-0003-3516-2061
http://orcid.org/0000-0003-3516-2061
http://orcid.org/0000-0003-3516-2061
http://orcid.org/0000-0003-3516-2061
http://orcid.org/0000-0002-1524-8098
http://orcid.org/0000-0002-1524-8098
http://orcid.org/0000-0002-1524-8098
http://orcid.org/0000-0002-1524-8098
http://orcid.org/0000-0002-1524-8098
http://orcid.org/0000-0002-3089-4290
http://orcid.org/0000-0002-3089-4290
http://orcid.org/0000-0002-3089-4290
http://orcid.org/0000-0002-3089-4290
http://orcid.org/0000-0002-3089-4290
http://orcid.org/0000-0001-7562-3454
http://orcid.org/0000-0001-7562-3454
http://orcid.org/0000-0001-7562-3454
http://orcid.org/0000-0001-7562-3454
http://orcid.org/0000-0001-7562-3454
mailto:armstrong@berkeley.edu
mailto:qcarrade@genoscope.cns.fr

	Host transcriptomic plasticity and photosymbiotic fidelity underpin Pocillopora acclimatization across thermal�regimes in the Pacific Ocean
	Results
	Pocillopora and Symbiodiniaceae identification
	Host–symbiont associations and holobiont biogeography
	Main drivers of holobiont gene expression variances across the Pacific Ocean
	Discriminant analysis of principal components (DAPC) of gene expression
	Top environmental variables contributing to gene expression divergence (CCA)
	Genes differentially expressed between Cladocopium- and Durusidinium-containing colonies

	Discussion
	Pocillopora corals exhibit high symbiotic fidelity with distinct Cladocopium lineages
	Coral host transcriptomic plasticity maintains regulatory homeostasis across environments
	Photosymbiont transcriptomic profiles are primarily driven by algal genotype
	Convergent host plasticity and its limitations under elevated SST
	Differences in symbiotic association under elevated sea surface temperatures
	Limited transcriptomic response of the host under different symbiotic associations

	Methods
	Site selection, coral colony sampling, and environmental metadata collection
	DNA/RNA isolation, library preparation, and sequencing
	Host lineage assignation
	Cladocopium lineage assignation
	Procrustean analysis of Cophylogeny (PACo)
	Gene expression levels of Pocillopora and Cladocopium from metatranscriptomic reads
	Analysis of environment x genotype interactions on gene expression
	Quantitative partitioning of gene expression variance
	Discriminant analysis of principal components
	Constrained correspondence analysis of environmental data
	Differential expression and functional enrichment analyses
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




