


(NCBI Bioproject PRJDB4188; Shinzato et al. 2015) and used PCAngsd (Meisner 

and Albrechtsen 2018), which is insensitive to differences in sequencing depth, to 

analyse them together with our samples. This confirmed that Japanese A. digitifera 

form a fourth genetic cluster, distinct from the three populations identified here 

(supplementary fig. S5) but with a level of divergence to offshore Western Australian 

populations that was similar to that between inshore and offshore clusters within 

Western Australia (Weighted Fst calculated with ANGSD, supplementary table S3B; 

cluster distance in PCA; supplementary fig. S5). In support of this low divergence, 

we also found that all four populations shared a single dominant mitochondrial 

haplotype (supplementary fig. S6) with few samples showing any variation from it. 

Finally, a phylogenetic tree based on established markers for phylogenetic inference 

in Acropora (Cowman et al. 2020) confirmed that all four populations are likely 

conspecifics and congruent with the published A. digitifera genome. 

 

Symbiont profiles 

Based on the relative proportion of reads classified as Symbiodiniaceae by Kraken 

(Wood and Salzberg 2014) all samples from all locations were dominated by 

symbionts from the genus Cladocopium (supplementary fig. S8) which is the most 

common and diverse genus of symbiont in Indo-Pacific corals (LaJeunesse et al. 

2018). To investigate the symbiont diversity within Cladocopium, we used three 

complementary approaches, all of which indicated that there was little difference in 

symbiont composition between locations. Firstly, a haplotype network based on 

consensus mitochondrial sequences (supplementary fig. S9B) for 41 samples where 

there was sufficient data (at least 20X mapping depth at mappable sites) revealed 

that all but one of the 41 samples were dominated by a single haplotype. This 

represents a much lower level of diversity than was observed in a previous study 

using the same approach to profile symbionts in A. tenuis on the GBR (Cooke et al. 

2020). Since mitochondrial genomes are rarely used to profile Symbiodiniaceae 

(Waller and Jackson 2009; Gagat et al. 2017), and cannot easily be linked to known 

types, we also mapped the putative symbiont reads to the more-commonly used 

phylogenetic marker of ITS2 sequences, using the SymPortal database (Hume et al. 

2019). This revealed a single ITS2 type profile comprising C40c, C72, C40, and 

C40e which occurred in most coral samples (supplementary fig. S9A). Finally, in 

order to minimise inherent biases in ITS2 or mitochondrial markers, we adopted an 

alignment-free approach based on analysis of shared k-mers (i.e. short sub-

sequences of defined length k) (Reinert et al. 2009; Chan et al. 2014) in the 

symbiont reads to calculate a distance measure between all possible pairs of 

samples (see methods). An MDS plot based on this metric (fig. 1D) revealed similar 

levels of within-location to between-location diversity, confirming that there were no 

consistent differences in symbiont composition between locations.  

 

Demographic history and divergence times 

To explore changes in effective population size (Ne) and to estimate divergence 

times among the coral populations identified above, we performed demographic 
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modelling using two complementary approaches, SMC++ (Terhorst et al. 2016) and 

fastsimcoal2 (Excofffier et al. 2021). Translating demographic parameters to real 

timescales for both approaches requires a mutation rate and generation time. Our 

chosen value of 5 years for generation time is widely used for Acropora (Mao et al. 

2018; Matz et al. 2018; Cooke et al. 2020) and reflects its fast growth rate combined 

with high mechanical vulnerability of older colonies (Madin et al. 2014). For the 

mutation rate we calculated an updated value (µ=1.2e-8) based on recently published 

divergence times (Shinzato et al. 2020). To capture uncertainty in both parameters 

we ran demographic analyses with SMC++ using alternative published values for the 

mutation rate (µ=1.86e-8, 2.98e-8) and alternative plausible values for generation time 

(3y, 7y). Variation in these parameters did not result in qualitative changes to the 

shape of Ne curves, but generally led to more-recent estimates for key events such 

as bottlenecks and population splits (supplementary fig. S10). 

 

Changes in effective population size (Ne) during the past 1My inferred by SMC++ 

revealed qualitatively similar trajectories for the three populations identified in 

population structure analyses. All experienced a strong bottleneck some time 

between 7 and 15 Kya followed by expansion and stabilisation. Timing of these 

bottlenecks coincides with a period of rapid sea level rise at the end of the last 

glacial maximum (fig 2B). In agreement with the existence of a bottleneck and 

subsequent population expansion, genome-wide estimates of Tajima’s D for all three 

populations were negative (supplementary fig. S11).  

 

Populations differed in the timing and severity of the bottleneck, with the strongest 

and most recent effects seen inshore. This was evident in the SMC++ trajectory as 

well as the much higher prevalence of homozygous-by-descent (HBD) segments in 

inshore (fig. 2F) along with elevated inbreeding coefficients (fig 2E) and linkage 

disequilibrium (fig. 2D). Differences between the two offshore populations were less 

pronounced than between offshore and inshore, however it was clear that the north 

offshore population retained the highest overall levels of diversity as it had the lowest 

inbreeding coefficient, smallest proportion of HBD segments and highest SMC++ 

estimated Ne during the recent stable period (2-5Kya).  

  

Divergence time estimates from both SMC++ and fastsimcoal2 indicate a recent split 

for all three populations that coincides with the same post-glacial time window as 

bottlenecks observed in SMC++ analyses. Bootstrap estimates for the inshore-

offshore split based on the best-fitting model in fastsimcoal2 (fig. 2C; supplementary 

table S8B) were older (5-8Kya) than those between offshore locations (4-5Kya), 

matching our expectations based on pairwise Fst values and population structure 

analyses (see above). Estimates from SMC++ were in approximate agreement with 

this (9Kya) but did not differentiate between inshore-offshore and offshore-offshore 

splits. 
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In addition to estimating split times, we used fastsimcoal2 to test a range of 

competing demographic scenarios (supplementary fig. S13). The results indicate that 

a model IMc (fig. 2C inset) with constant migration between offshore populations and 

secondary contact between inshore and offshore provides a better fit to the SFS than 

competing models with strict isolation (SI), ancient migration (AM) or continuous 

migration (IM) (supplementary table S8B). Support for a model (IMc) with 

contemporary migration was surprising given the lack of evidence for gene flow in 

admixture analyses but is reconciled by the fact that estimated migration rates from 

the IMc model were extremely low (~1e-4) (supplementary table S8B). To confirm 

that the IMc model is consistent with this and other key features of our data we 

calculated summary statistics and performed admixture analyses for simulated data 

under this model. These analyses (summarised in supplementary fig. S15) showed 

similar patterns of HBD, inbreeding coefficient and admixture to our results based on 

sequencing (fig 1), but produced positive values for Tajima’s D (negative in our real 

data). Tajima’s D is sensitive to the recency and strength of bottlenecks and a 

discrepancy between modelled and observed values suggests that the IMc model 

may be underestimating their age or strength (Gattepaille et al. 2013).  

 

Strong bottlenecks and low migration are both potential contributors to population 

differentiation. To estimate the relative contribution from these factors, we ran 

simulations based on the IMc model, but with bottlenecks removed by setting a 

constant effective population size (equal to the ancestral value) and other 

parameters, including split times and migration rates set to their best-fitted values. 

Compared with simulations under the full model, removing the bottleneck 

dramatically reduced pairwise Fst by five fold for the inshore-offshore split and 2.5 

fold for the split between offshore locations (supplementary fig. S16A).  
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Fig. 2. Demographic history of A. digitifera in Western Australia during the past 1 

million years. Locations are denoted by two letter codes, inshore (IN), north offshore 

(NO), south offshore (SO) and coloured as shown in A. A. Changes in effective 

population size (Ne) inferred by SMC++. B. Change in global sea level over the same 

timescale as depicted in A (data from Bintanja and Wal 2008). C. Estimated divergence 

times for the inshore-offshore split (TDIV2) and offshore split (TDIV1) obtained using 

fastsimcoal2. Inset shows the best model; also used to fit bootstrap parameter 
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estimates. D. linkage disequilibrium (LD) decay calculated using plink. E. Boxplot of the 

inbreeding coefficient calculated using plink2 for each sample. F. Total length of 

genomic regions within each individual that were homozygous by descent (HBD) 

calculated using ibdseq (Brian L. Browning and Browning 2013). All demographic 

parameter estimates for both SMC++ and fastsimcoal2 were scaled to real times based 

on a generation time of five years and an estimated mutation rate of 1.2x10 -8 per base 

per generation. 

  

Genome-wide scan for selective sweeps 

To investigate the effects of natural selection on the A. digitifera populations 

identified above we performed a genome-wide scan for signatures of selective 

sweeps (regions of low diversity arising due to positive selection and linkage to a 

beneficial allele). As the primary basis for this scan, we used three statistics (iHS, 

XP-EHH, XP-nSL) that summarise patterns of extended haplotype homozygosity 

(EHH) because these have high power to detect selective sweeps within 

independent populations (iHS) (Voight et al. 2006) or as a contrast between pairs 

(XP-EHH;XP-nSL) (Sabeti et al. 2007; Szpiech et al. 2021). Following standard 

binning and normalisation practice (see methods; Szpiech and Hernandez 2014) we 

identified a total of 231 loci (50kb windows) in which at least one of these three 

statistics was significant (top 1%) based on the frequency of occurrence of SNPs 

with extreme values. These putative sweep loci were spread throughout the genome 

(fig 3A; supplementary table S4) and included 72 specific to inshore, 80 to south 

offshore, and 79 to north offshore. They were also enriched in SNPs for which the 

allele-frequency-based indicator of selection, population branch statistic (PBS), had 

extremely high values (fig 3A).  

 

To control for demographic effects such as bottlenecks we used simulated data 

under the best-fitting (IMc) demographic model to calculate threshold values for the 

PBS that would result in fewer than 1% false positives. As expected, given its more 

severe bottleneck, this threshold was higher for inshore (0.76) compared with 

offshore populations (NO:0.48, SO:0.44). Even at this higher threshold however the 

inshore population had more sweep regions identified by EHH statistics that also 

overlapped SNPs with significant PBS values (33/72, 45%) compared with north 

offshore (18/79, 23%) and south offshore (25/80, 31%).  

 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=5322929882328471&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:33a1a934-5986-4c1b-a98a-790de03102f1
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=6742326894697912&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:efa78488-7192-4fcd-91e1-276c8eebc1e5
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=6857502902195962&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:370fddf2-6a03-43a3-87af-794ea314c1c5,fe56a2a6-9ef1-47a1-babd-c81766787a0e:f1b48993-f70a-4adc-bb5f-545b1c9ac6ea
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=9260659402608645&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:feae8fae-46d0-4cfe-883a-7a56a6427684
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


 
Fig. 3. Genome wide distribution of signatures of selection and functional 

enrichment for overlapping genes. A. Manhattan plots showing values of the 

population branch statistic (PBS) and regions under selection identified by EHH based 

scans. PBS estimates are shown as points for each population with the other two 

considered as outgroups. Points are shown in black and grey to indicate transitions 

between alternating pseudo-chromosomes via mapping to the A. millepora assembly 

from (Fuller et al. 2020). The red shaded baseline shows the location of regions 

identified as candidates for positive selection using EHH-based scans. Blue points 

indicate PBS values with probability of false discovery less than 1% under the best fitting 

demographic model, and which are coincident with EHH scans. Yellow highlighted 

region in Inshore shows the location of the peroxinectin locus. B. GO term enrichment 

for regions under selection in inshore and offshore populations. Bar colour indicates one 

of three broad ontologies, BP: Biological Process, CC: Cellular Compartment, and MF: 

Molecular Function. Relationships between enriched terms based on numbers of shared 

genes are shown as a dendrogram (left). Length of bar indicates the log odds of 

enrichment (-Log10(p)) based on p-values calculated from Fisher’s exact test. Numerical 

labels indicate the number of genes putatively under selection followed by the number of 

loci intersected by those genes. Dark shaded bars show significant enrichment based on 

numbers of genes and numbers of independent sweeps while light shaded bars are 

significant based on numbers of genes but not sweeps. 

 

Of the 1015 genes that overlapped with loci putatively under selection (231 loci 

identified via EHH-stats; see above), 515 could be assigned a GO term using 

InterProScan 5 (Jones et al. 2014) based on gene family membership inferred from 
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the presence of conserved domains. Analysis with topGO revealed a total of 11 GO 

terms across all three ontologies (6 MF;5 BP; 1 CC) that were enriched (p<0.005; at 

least 2 distinct sweep regions) in these genes (supplementary table S5) compared 

with the background (supplementary table S9) in one or more of the three 

populations (fig. 3B). Since multiple genes often overlapped with each sweep region, 

we also calculated enrichment statistics based on sweep regions rather than genes 

as independent units, and found that all these terms were also enriched (Fisher’s 

exact test p<0.005) in at least one population under this criterion (fig. 3B).  

 

Three groups of GO terms showed exclusive enrichment in either inshore or offshore 

locations, potentially reflecting broad patterns of selection related to contrasting 

environmental conditions. Terms related to membrane G protein-coupled receptors 

(GPCRs) (GO:0004930, GO:0007186, GO:0016021) were strongly enriched in both 

offshore populations but not in the inshore, with genes underpinning this pattern 

distributed across 23 independent sweep regions. Exclusive enrichment in inshore 

was observed for the GO terms, transcription factor activity (GO:0000981) and 

regulation of apoptotic process (GO: 0042981). Genes supporting enrichment of 

transcription factor activity in inshore included a diverse range of transcription factors 

including those containing homeobox, C2H2 zinc finger, T-box, and fork head 

domains, all of which are involved in regulating early development. Enrichment for 

the GO term, apoptotic process was supported by two independent sweeps, one 

containing a Bcl-2-like protein (IPR026298) and another that hosted a cluster of 6 

genes each containing a single death effector domain (IPR001875). 

 

Selective sweep at the peroxinectin locus 

To investigate the link between selection, climate change, and gene function in 

additional detail we chose to focus on one of the strongest signatures of selection in 

the inshore population. This locus was associated with the highest PBS values 

(yellow highlight in fig 3A), low Tajima’s D (fig 4A), and had a clear differentiation 

between selected and background haplotypes (fig 4A). It also contained by far the 

largest number (84; next-highest, 7) of near privately fixed SNPs (>90% allele 

frequency in inshore, absent in offshore), and of these, over 90% were contained 

within a single gene, s0150.g24.  

 

Unlike many other sweep loci where the diversity of genes makes it difficult to 

associate gene function with selection, four of the five genes overlapping this 50kb 

sweep region encoded peroxinectin-like proteins (Panther subfamily 

PTHR11475:SF4; CDD cd09823) and these formed part of a cluster of 8 

peroxinectin genes found within 200kb of the sweep. A genome-wide search for 

haem peroxidases (IPR019791), the parent superfamily that contains peroxinectins, 

revealed a total of 15 in A. digitifera, however only one additional peroxinectin-like 

gene was found outside the peroxinectin locus. All remaining haem peroxidases 

were scattered on different scaffolds throughout the genome indicating that 

peroxinectins, but not haem peroxidases in general are co-located. Orthologous 
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genomic clusters of peroxinectins were also present in other Acropora species (A. 

millepora, A. tenuis; supplementary fig. S17) indicating that the arrangement is at 

least as old as the crown age of this genus (~50Mya; Shinzato et al. 2021).  

 

The strongest statistical indicators of selection at the peroxinectin locus are centred 

on the gene, s0150.g24 (fig 4A). An estimate for the timing of selection on this gene 

based on the inferred time to the most recent common ancestor for selected 

haplotypes (8.0-8.3Kya; starTMRCA Smith et al. 2018) approximately matches the 

divergence time for inshore corals. It is also consistent with the relationship between 

frequency and age of individual alleles at SNPs in this gene inferred by GEVA 

(Albers and McVean 2020). Young alleles (aged less than 8 Kya) had low 

frequencies in both selected and background haplotypes, consistent with their 

emergence after the sweep, whereas alleles older than 8Kya showed a strong shift 

toward high frequencies in selected haplotypes compared with background (fig 4C; 

supplementary fig. S18).  

 

Examination of the consequences of variants within the gene, s0150.g24 suggests 

that selected haplotypes may encode a change in exon usage. We identified a total 

of 10 missense variants in the third exon in selected haplotypes compared with just 

one at low frequency in the background. Such accumulation of variation in an 

otherwise conserved region suggests that this exon may no longer be expressed. 

Although more work is required to confirm this we note that several variants that 

might encode the change are present, including a change in the splice region 

between the third intron and fourth exon as well as five variants in the first intron, a 

region that often contains gene regulatory elements (Chorev and Carmel 2012).  
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Fig. 4. Gene arrangement, haplotype structure and timing of selection for a 

selective sweep at the peroxinectin locus A. Zoomed detail at the locus highlighted in 

yellow in fig 3A. Tracks show values for XP-EHH, PBS and Tajima’s-D for the inshore 

population. Horizontal bars show the location of genes with peroxinectins in blue and all 

other genes in grey. B. Neighbour joining tree (left) based on core haplotypes. Core 

haplotypes include 200 phased variant sites centred on position 281245 on scaffold 

BLFC01000154.1 (shown with a red arrow in A). Each haplotype is shown as a terminal 

branch in the tree and coloured according to sample location. Haplotypes with the 

derived allele at the focal SNP all partition into the top clade (selected haplotypes) and 

those with the ancestral allele into the bottom clade (background). C. Age, consequence 

and frequency of variants overlapping the gene s0150.g24. Scatterplots show variants 

on selected haplotypes (top) and background haplotypes (bottom). Point positions reflect 

genomic coordinate (x-axis) and age (y-axis). Points are coloured according to their 

variant effect category inferred by BCFtools csq and sized by allele frequency. Allele 

frequencies are calculated as the proportion of haplotypes with the derived allele in the 

given population grouping, i.e selected or background. Grey vertical bars serve as 

guides to indicate the position of exons. D. Gene structure of s0150.g24 showing exons, 

cds and untranslated regions.  

 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Discussion 

Our results demonstrate rapid divergence in A. digitifera from northwestern Australia 

resulting in three genetically distinct populations separated by location. Estimated 

split times of 5-10Kya and similarly timed bottlenecks in all three populations 

coincide with geological evidence for the post-glacial reestablishment of reef growth 

on the tops of atolls (Collins et al. 2011) and inshore reefs (Solihuddin, Bufarale, et 

al. 2016) in this region. Simulations based on our best fitting demographic model 

showed that population size changes were a major contributor to overall levels of 

population differentiation, most likely through increased genetic drift at small 

population sizes. Limited dispersal indicates that these bottlenecks are likely to 

represent founder effects arising from post-glacial colonisation, and the two factors 

(low dispersal and bottlenecks) are the main neutral drivers of divergence.  

 

Since many marine taxa have pelagic larvae and large species ranges it was initially 

thought that they should exhibit limited or weak population structure (Palumbi 1992; 

Cowen and Sponaugle 2009). Recent advances in our understanding of larval 

dispersal in corals and reef fishes have shown that both can be highly variable 

(Jones et al. 2009), indicating that in suitable settings strong population structure 

may be present (Underwood et al. 2020). In agreement with this, population structure 

has now been observed for a range of coral reef taxa (Warner et al. 2015; 

Lukoschek et al. 2016; Underwood et al. 2018; Thomas et al. 2020) but the 

mechanisms giving rise to this diversity remain poorly understood. Our study 

demonstrates that population structure can arise rapidly (<10Kya) when dispersal is 

low, especially if this is combined with colonisation of new habitats thereby inducing 

founder effects which enhance drift. Strong selection (as observed in our study) 

might also contribute to population structure, however, our neutral simulations show 

that this is not required to account for rapid divergence. 

 

The limited connectivity inferred between locations in northwestern Australia is in 

contrast to studies of other acroporid species on the Great Barrier Reef (GBR) 

(Lukoschek et al. 2016; Cooke et al. 2020; Fuller et al. 2020), and the Ryukyu 

Archipelago (Shinzato et al. 2015). Both A. tenuis and A. millepora on the GBR form 

near panmictic populations with weak isolation by distance structure over hundreds 

of kilometres along north-south stretches of the reef (Lukoschek et al. 2016). Where 

highly differentiated populations do exist (eg A. tenuis; Cooke et al. 2020) they show 

signs of recent admixture and likely reflect ancient splits that are now in secondary 

contact. This high level of connectivity most likely reflects the fact that reefs in the 

GBR form a continuous chain with spacing between 1 and 50km (Almany et al. 

2009), and those in the Ryukyu are connected by the Kuroshio current (Shinzato et 

al. 2015). In contrast, reefs in Western Australia are relatively isolated on offshore 

atolls or inshore islands separated by distances of 100’s of km (Wilson 2013). The 

results of this study therefore highlight the potential for physical distances combined 

with a lack of intermediate habitats to act as a barrier to gene flow, even in a 

broadcast spawning marine species with a pelagic larval stage. It also underscores 
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the importance of historical context and demographic modelling when interpreting 

measures of genetic differentiation such as Fst. In this case low Fst did not mean 

high connectivity as in Wright’s Island model (Wright 1931), but recent divergence.  

 

Contrasting selection between inshore and offshore habitats 

We identified clear evidence for selection across a wide diversity of loci in all three 

populations, but with the strongest signals observed in the inshore. The inshore reefs 

of northwestern Australia are notable for their extreme temperatures (short term 

maxima of 37 °C), frequent aerial exposure at low tide and highly variable turbidity 

(Wilson 2013; Solihuddin et al. 2015). The complex, polygenic nature of these 

stressors, combined with the fact that signatures of selection often cover many 

genes (due to linkage) make it difficult to identify causal alleles or genes. These 

issues affect most previous work attempting to identify the genetic basis for heat 

adaptation in corals (Dixon et al. 2015; Fuller et al. 2020; Smith et al. 2022). In our 

study, however, we identified a highly localised signal on a gene (s0150.g24) within 

a locus dominated by other genes from the same family (peroxinectin-like haem 

peroxidases).  

 

Peroxinectins are best characterised in arthropods where they mediate the immune 

response via cell adhesion (Johansson et al. 1995) and prostaglandin synthesis 

(Park et al. 2014). Heat stress experiments in molluscs (Lang et al. 2009), and corals 

(Voolstra et al. 2009; Shinzato et al. 2021; Traylor-Knowles et al. 2021) consistently 

identify peroxinectin-like proteins as differentially expressed, and there is evidence 

that they have undergone recent expansion in some heat-tolerant coral lineages 

(Shinzato et al. 2021). Unfortunately the role of peroxinectins in corals has been 

obscured because many peroxinectin-like proteins are annotated as peroxidasin 

homologues in the NCBI nr database. For three key publications (Voolstra et al. 

2009; Shinzato et al. 2021; Traylor-Knowles et al. 2021) we manually checked 

sequences annotated as peroxidasin-like, and that were differentially expressed in 

response to heat stress and found that in all cases the corresponding protein 

sequences had a similar domain structure to the peroxinectins identified in this 

paper. All contained one or more characteristic conserved domains of peroxinectins 

(Panther subfamily PTHR11475:SF4 or CDD cd09823) but lacked the N-terminal 

leucine rich repeats and immunoglobulin domains found in peroxidasins. 

 

Our results highlight the potential importance of peroxinectins in adaptation to the 

extreme conditions experienced by inshore corals, and invite future work to 

characterise the evolution and function of co-located peroxinectins in Acropora and 

related taxa.  In particular, since the selected haplotypes differ in amino acid 

sequence to the background, further functional genetic work has a strong chance of 

identifying the precise nature of the beneficial change, thereby providing a rare 

opportunity to associate gene function with local adaptive benefit in a wild 

population.  
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Implications for conservation 

Our results document dynamic population responses of Acropora digitifera to past 

climate change. They suggest that this species was likely extirpated throughout 

much of Western Australia during the last glacial maximum, but recolonised and 

underwent rapid population expansion when conditions became favourable. This 

history may contribute to their vulnerability; particularly for the inshore populations of 

the Kimberley, which despite their remarkable ability to survive extreme heat, 

turbidity and exposure, have suffered a loss of genetic diversity due to founder 

effects and strong selection.  

 

We also observed low natural connectivity between inshore and offshore sites. 

Connectivity (and gene flow) in coral populations is a key deciding factor in their 

ability to adapt to climate change (Matz et al. 2018) because it allows natural 

selection to act on a larger overall gene pool, and because it mitigates against local 

losses.  

 

This combination of risk factors (bottlenecks and low connectivity), seen in our study 

may also be present in other coral reef systems with similar biogeography such as 

widely spaced offshore atolls and island chains. Our results therefore suggest that 

corals from northwestern Australia and other similar systems may be at a higher risk 

from climate-related losses than in highly connected systems such as the Great 

Barrier Reef.  

 

Materials and Methods 

  

Sampling and sequencing 

75 samples from adult corals across our three study locations were selected from a 

larger pool of 564 samples collected as part of a separate study across a wider 

geographic area that was primarily based on DArT sequencing (Adam et al., under 

review). At these three study locations, small nubbins of A. digitifera, approximately 

1-6 cm3 were collected in November 2017 (Rowley Shoals, Ashmore Reef, Adele 

Island and Beagle Reef) and March 2018 (Rowley Shoals) across 21 sites and 

stored in 100% ethanol. These samples were later subsampled to be sent to 

Diversity Array Technology Pty Ltd. (DArT P/L) for further processing. DNA 

extractions were performed for all samples by DArT and the remaining DNA (not 

used for DArT) was sent to the QB3 UC Berkeley sequencing centre for whole 

genome sequencing. Samples for whole genome sequencing were selected 

randomly from samples previously sequenced by DArT and after excluding 7 that 

failed initial quality checks an additional 7 replacement samples were also randomly 

selected. Initial sequencing was performed on a single NovaSeq S4 flowcell to obtain 

~3 billion 2x150bp paired-end reads across all samples. Additional sequencing was 

then performed on a second NovaSeq S4 flowcell for 33 samples because they 

failed to achieve the target depth of 10x in the first batch. Samples included in the 

second batch of sequencing were spread across all sites in the study 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=9818734299072263&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:7f5c6ee8-3830-4a68-98e3-99076b12fec1
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


(supplementary table S1) and we did not observe any population structure 

attributable to batch in fineSTRUCTURE analyses (supplementary fig. S3).  

  

Initial population structure analyses revealed a single sample (BR_5_121_S125) 

coded as inshore that clustered with south offshore samples. To check whether this 

was a genuine example of migration or a mislabelled sample we combined our whole 

genome sequencing data with all raw reads from the DArT dataset. Raw DArT reads 

were first mapped to the genome using bwa mem (v0.7.17) and variants called with 

freebayes (v1.3.2-dirty; Garrison and Marth 2012) with min-mapping-quality set to 30 

and min-base-quality set to 20. The resulting vcf file was then filtered to retain only 

variants with maf>0.1, min depth of 8x and min mean depth of 15. This vcf was then 

merged with the filtered vcf file from whole genome analyses retaining only variant 

sites common to both approaches. Using this combined vcf we then calculated the 

relatedness using the relatedness2 statistic implemented in VCFtools (v0.1.16) 

between all pairs of samples and found that all but two pairs had relatedness values 

< 0.1. The remaining two pairs had relatedness values (>0.48) indicative of clones or 

identical samples. One of these pairs was irrelevant to the current analyses as it 

concerned two DArT samples only. The remaining pair indicated a match between 

sample RS3_S_252 from the DArT dataset and BR_5_121_S125 from the WGS 

dataset indicating that this sample was mislabelled at some point after DArT 

sequencing, and its true origin was the Rowley Shoals.  

 

Data pre-processing and variant calling 

Sequencing reads for all samples were checked for quality issues using FastQC 

version 0.11.9 and multiQC version 1.6 (Ewels et al. 2016). No samples were 

flagged as poor quality on the basis of these checks. We then followed the GATK4 

(4.1.9) (McKenna et al. 2010) best practice workflow for germline variant calling. Key 

workflow steps were as follows; raw reads were first aligned to the Acropora 

digitifera reference genome (Shinzato et al. 2011; Shinzato et al. 2020) using BWA 

version 0.7.17 (Li and Durbin 2009) with the BWA-MEM algorithm; duplicated reads 

were removed using the MarkDuplicates function in GATK. Next, HaplotypeCaller 

was used to call variants in each dataset and generate a file in the GVCF format. 

The GVCFs from all samples were consolidated into a GenomicsDB datastore using 

GenomicsDBImport and passed to the joint genotyping tools GenotypeGVCFs. The 

whole workflow was implemented using snakemake version 5.5.4 (Koster and 

Rahmann 2012) and is available online at (https://github.com/bakeronit/snakemake-

gatk4-non-model).  

  

The initial variant call set was filtered with the objective of minimising bias while 

maintaining quality biallelic SNPs suitable for the population genomic analysis. 

Filtering steps were performed sequentially as follows; 

1. Sites within 5bp of InDels were removed using BCFtools version (1.10.2) 

(Danecek et al. 2021) 
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2. Hard-filtering thresholds were applied using the GATK VariantFiltration tool based 

on recommended parameters as follows (QD < 10, QUAL < 30, SOR > 3, FS > 60, 

MQ < 40, MQRankSum < -12.5, ReadPosRankSum < -8). Abbreviated parameters 

are QD=QualByDepth, QUAL=Quality, SOR=StrandOddsRatio, FS=FisherStrand, 

MQ=RMSMappingQuality.  

3. Sites located in simple repeat regions identified by mdust version 2006.10.17 were 

removed (Li 2014). 

6. Sites were removed if they had more than 10% missing or low quality genotype 

calls under the thresholds GQ > 20 and DP >3. (GQ=Genotype Quality; DP = sample 

read depth). This was performed using VCFtools v0.1.16 (Danecek et al. 2011)  

7. Sites were removed if their read coverage fell outside expected bounds (mean 

per-sample depth less than 8 or greater than 31) because this could indicate 

collapsed repeats or regions with low mappability. 

 

After all filtering steps, we obtained 9,656,554 high-quality biallelic SNPs from 75 

samples. A summary of the number of missing genotypes in all samples after filtering 

is provided in supplementary fig. S1B. 

 

Phasing and imputation 

To resolve haplotype information, the read aware phasing mode of SHAPEIT v2 

(Delaneau et al. 2012) was used to phase all segregating sites in the filtered VCF file 

for every scaffold. Phase informative reads in mapping files were first extracted by 

extractPIRs. Next SHAPEIT assembled these reads into haplotypes and converted 

them into VCF format. 

 

Missing genotypes were imputed by SHAPEIT2 during the assembly run. To 

evaluate the accuracy of imputation, we performed a “masked analysis” (Verma et al. 

2014), in which a subset of genotyped SNPs in the samples was randomly pruned 

and then imputed as missing data. We compared the imputed genotypes to their 

original genotypes to estimate the concordance which indicates the performance of 

imputation with respect to that set of SNPs. A summary of this imputation accuracy 

check is provided in supplementary fig. S2. 

  

Genome-wide population genetic statistics 

Nucleotide diversity(π), Tajima’s D, linkage disequilibrium, and heterozygosity were 

calculated genome-wide using the unphased, filtered variant set. The het function in 

PLINK2 (v2.00a3) (Chang et al. 2015) was used to calculate heterozygosity in each 

sample. Nucleotide diversity and Tajima’s D were both calculated in 10kb windows 

with a 2kb overlap using VCFtools and VCF-kit (Cook and Andersen 2017) 

respectively. To avoid bias from gaps and masked regions in these window-based 

estimates, we used BEDTools v2.29.2 (Quinlan and Hall 2010) to remove windows 

that have less than 70% of bases covered, leaving 136,435 windows. Pairwise 

linkage disequilibrium (r2) was calculated in 1Mb windows using plink v1.9 (Purcell et 
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al. 2007) based on an equal number (20) of samples from each location. Pairwise 

Fst for all SNPs was calculated using the weir-fst-pop function in VCFtools. 

  

Population structure 

We performed population structure analysis using complementary methods based on 

allele frequencies (PCA, ADMIXTURE) and phased haplotypes (fineSTRUCTURE, 

IBD sharing). For the allele-frequency-based analyses we started with the unphased, 

filtered variant set and then performed further filtering to remove sites with minor 

allele count less than or equal to one, and that deviated significantly from Hardy-

Weinberg equilibrium (p-value < 1e-4). To minimize the effect of SNPs in high linkage 

disequilibrium (LD) for PCA and admixture analysis, we filtered out SNPs based on 

pairwise LD using PLINK v1.9 (—indep -pairwise 50 10 0.1). PCA analysis was 

performed using smartpca from EIGENSOFT v6.1.4 (Price et al. 2006) with LD 

pruned SNPs. Admixture analysis was performed on the same LD pruned data as 

the PCA analysis using ADMIXTURE v1.3.0 (Alexander et al. 2009). ADMIXTURE 

was run using 10-fold cross validation and the number of clusters was varied from 1 

through to 6. Although the cross-validation error was lowest for K=1, we chose to use 

K=3 because it reflected the number of clusters seen in PCA and because inference 

of K=1 is common in situations where overall divergence between clusters is low 

(Lawson et al. 2012). 

 

As a complement to the allele-frequency-based analyses of population structure we 

also performed a fineSTRUCTURE (version 4.1.0) analysis (Lawson et al. 2012) on 

the phased dataset. As input to this analysis we used the phase files generated by 

SHAPEIT (converted with impute2chromopainter.pl) and a recombination map file 

that was generated assuming a uniform genome-wide recombination rate. We used 

the linked mode to take advantage of phasing information in our data and allowed 

the Markov Chain Monte-Carlo (MCMC) to run for 2,000,000 iterations with a burn-in 

of 1,000,000. Tree inference was performed with 10,000 maximization steps.  

 

To identify patterns of relatedness between samples based on genomic regions 

inherited by descent (IBD) we first identified IBD segments using the package 

Refined IBD (Brian L. Browning and Browning 2013). Breaks and short gaps in 

segments were removed using the companion program merge-ibd-segments. 

Pairwise relatedness was calculated using a python script (relatedness_v1) provided 

by the authors of Refined IBD (Browning and Browning 2011) based on the total 

length of shared haplotypes as a proportion of total genome size.  

 

Population structure including Japanese samples 

We used PCAngsd (Meisner and Albrechtsen 2018) to perform a principal 

components analysis (PCA) of our Western Australian samples together with publicly 

available data on 16 samples of A. digitifera from Japan (Shinzato et al; Bioproject 

PRJDB4188). Raw reads from Japanese samples were mapped to the A. digitifera 

genome using BWA MEM and duplicates marked using GATK as was done for our 
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own samples. We then used ANGSD (v 0.933) (Korneliussen et al. 2014) to call and 

filter SNPs as well as calculate genotype likelihoods based on data from all bams 

from Western Australia and Japan. ANGSD was run with the GATK genotype 

likelihood mode and SNPs were filtered to remove sites with data on fewer than 90% 

of samples, with quality scores less than 20, overall read depth less than 910 or 

greater than 3000, minor allele frequency < 0.05 or with a Hardy-Weinberg p-value 

less than 1e-6. This resulted in a beagle formatted genotype likelihood file which was 

used as input to PCAngsd (v0.98) that was run with default settings. The PCA shown 

in supplementary fig. S5 was produced based on the resulting covariance matrix. 

 

The realSFS program included as part of ANGSD was used to calculate Fst values 

between all pairs of populations (shown in supplementary table S3B). This was done 

only when comparing with Japanese samples since it was not possible to use plink 

(used elsewhere to calculate Fst) when combining data with highly variable depth of 

coverage. First ANGSD was used to export allele frequencies at the same sites used 

for PCAngsd (see above) and these were then used as input to realSFS to calculate 

2D sfs files for each pair of populations and then to calculate Fst values.  

 

Phylogenetic inference based on UCE and Exon probes 

To place the A. digitifera populations from this study within a broader phylogenetic 

context we extracted established phylogenetic markers (ultra-conserved-element 

and exon sequences from Cowman et al. 2020) from our Western Australian 

samples, previously published data from Japanese samples (Shinzato et al. 2015), 

and published reference genomes for Acropora millepora (Ying et al. 2019) and 

Acropora tenuis (Cooke et al. 2020). For this analysis we used a randomly selected 

subset of three samples from each of our populations and three from Japan. First we 

mapped the hexa-v2 probeset (Cowman et al. 2020) to the genomes of all three 

species (A. digitifera, A. tenuis, A. millepora) using BWA (v0.7.17). We then used 

BCFtools (1.11) to call a consensus sequence corresponding to a 1000bp interval 

around the central base of each probe. Ambiguous bases arising from heterozygous 

sites were encoded using their corresponding IUPAC ambiguity codes in this 

process. BEDTools (v2.30.0) was used to merge overlapping intervals and extract 

the called consensus sequences in fasta format. We then used MAFFT (v7.394) 

(Katoh et al. 2002) to align sequences for each (~1000bp) region separately. We 

then created a partition file in Nexus format listing alignments for the 1681 

sequences present in all samples. Finally we ran IQ-TREE (v2.0.3; Nguyen et al. 

2015) with the option MF+MERGE which uses modelfinder (Kalyaanamoorthy et al. 

2017) to identify the best model for each partition and then used this optimised 

partition scheme to build a tree with 1000 ultrafast bootstraps (Hoang et al. 2018). 

The resulting tree (supplementary fig. S7) placed the A. digitifera genome sequences 

together with all the Western Australian and Japanese A. digitifera population 

samples in the same clade, but was unable to resolve the population-level 

differences identified through allele-frequency analyses (above). Branch lengths 

within this A. digitifera clade were very short relative to known species-level 
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relationships such as those between A. digitifera, A. tenuis and A. millepora 

(supplementary fig. S7). Given that UCEs have recently been shown to resolve 

Acropora species (Cowman et al. 2020), these results confirm that all of the distinct 

populations identified in the present study are likely to be conspecifics.  

 

 

Demographic history with SMC++ 

SMC++ analysis was performed based on the unphased vcf callset after having 

removed one mislabelled sample (BR_5_121_S125; see section on sequencing and 

sampling). To avoid problems arising from highly fragmented scaffolds only those 

with a length greater than N90 (107,903bp) were used. The vcf files of each scaffold 

were converted into SMC++ input format with large uncalled regions masked using 

the vcf2smc script. To perform composite likelihood estimates, multiple SMC files 

were generated for each scaffold by varying the choice of “distinguished individual” 

over the same VCF to every individual (inshore: 29, north offshore: 20, south 

offshore: 25). To estimate population size histories, all SMC++ input files were used 

together in a single run with the options ''thinning 3000, 50 EM iterations, 40 knots, 

with mutation rate same as before (1.20e-8), setting the starting and ending time 

points to 20-200000 generations''. The divergence times of each population pair 

were also inferred using the SMC++ split command with marginal estimates 

produced by using the estimate option.  

 

To address the uncertainty in SMC++ analysis from mutation rate and generation 

time parameters, we applied the same estimate run with the same parameters 

except mutation rate which we tested two other alternative mutation rates: 1.86e-8 

(Cooke et al. 2020); 2.98e-8 (Mao et al. 2018) for three populations. For each run, we 

generated the effective population size curve with three generation time 3, 5, and 7 

years (Oppen et al. 2000; Baria et al. 2012; Matz et al. 2018). We also used results 

generated with different mutation rates in splitting time estimate. 

 

Demographic history with fastsimcoal2  

To model demographic history while accounting for population structure, we carried 

out SFS based demographic modelling using fastsimcoal2 (Excofffier et al. 2021). 

We used all samples except BR_5_121_S125 as per our SMC++ analysis. To 

minimise the bias from linkage disequilibrium and selection, we used BCFtools to 

remove sites located in genic regions and performed LD pruning in 1000bp windows 

with a cut-off of r2>0.3. To utilise the mutation rate in branch length computation, we 

estimated the monomorphic sites based on the proportional number of mappability 

sites defined by the SNPable pipeline we used in MSMC analysis. We also filtered 

out sites with missing genotypes and then used easySFS 

(https://github.com/isaacovercast/easySFS) to generate a joint three-dimensional 

folded SFS with 257,314 SNPs.  
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We firstly tried to test which population tree topology the SFS data support without 

considering the population size changes and migrations. In this step we tested four 

alternative topologies indicating alternative splitting modes among three populations 

including inshore split first, south offshore split first, north offshore split first, or a 

polytomy tree of three populations (supplementary table S8A). For each model, 

fastsimcoal2 (version 2705) was used to fit parameters to the joint SFS with 50 ECM 

optimization cycles and 200,000 coalescent simulations used to compute the 

likelihood. This model fitting process was repeated 100 times based on different 

randomly sampled starting parameter values. This gave clear support for the inshore 

split first model as it always had the lowest Akaike information criterion (AIC) value 

across all 100 runs. We report the best AIC and likelihood values for all four models 

(across the 100 runs) in supplementary table S8A. 

 

Based on the population tree ((NO, SO), IN), we then tested six competing models 

all with exponential population size change (supplementary fig. S12). These models 

were primarily designed to test different migration scenarios and comprised; 1) strict 

isolation (SI), 2) continuous migration between all demes at all times (IM), 3) 

continuous migration among three populations only after offshore divergence, ie 

secondary contact for offshore-inshore but isolation with migration for offshore-

offshore (IMc), 4) isolation with recent secondary contact (SC), 5) early migration 

after offshore divergence (EM), 6) ancient migration between inshore and offshore 

ancestor followed by strict isolation (AM). We specified the search ranges for the 

current and ancestral effective population sizes between 1,000 and 1,000,000, and 

the effective population size for the offshore ancestor to between 100 and 10,000, 

but with an open upper bound that is extended if parameters get close to the 

boundary during the ECM optimisation. Divergence times were allowed to vary 

between 100 and 10,000 generations. The range of migration rates was assumed to 

be between 10-7 to 10-3  with open upper bounds. For the SC and EM models, we 

allowed the time of changed migration (TMIG) to be between 100 generations and 

the offshore divergence time (using paramInRange).  

 

Parameters for all six models were initially estimated using the same process as 

outlined above. After parameter estimation, we observed that the SC and EM models 

were converging towards the IMc model as TMIG kept being pushed to the lower 

bound (100 generations) in the EM model while being optimised to be close to 

offshore divergence time in the SC model (supplementary fig. S13). We thus 

deprecated these two models in the following likelihood estimates and model 

comparison. Next, we compared different models using the model normalised 

relative likelihood (Excoffier et al. 2013) (supplementary fig. S14, supplementary 

table S8B), and estimated the parameter ranges (supplementary table S8B). As a 

result of this process we chose the IMc model as it had a model normalised relative 

likelihood of close to 1 whereas this was 0 for all other models. We then estimated 

confidence intervals for the parameters of the best model using 100 non-parametric 

bootstrapping datasets, each of which was generated by sampling 257,314 SNPs 
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with replacement from the original set of SNPs. This sampling was performed using 

the sample tool (alexpreynolds.github.io/sample). For each bootstrapping data set, 

we performed 20 independent runs. Final results shown in supplementary table S8B 

show 95% confidence intervals based on the distribution of fitted parameters from 

these independent runs.  

 

Analysis of simulated data under the best fitting model 

To verify that our best-fitting demographic model obtained with fastsimcoal2 (model 

IMc) was not only a good fit to the SFS, but also to other population genetic 

parameters we generated simulated data under this model. Simulations were 

performed using fastsimcoal2 using an identical model specification file to that used 

for SFS fitting. We performed 50 independent simulations, each of which used 

parameters drawn randomly from a uniform distribution across a 90% confidence 

interval based on our bootstrap estimates (see above). Each simulation generated 

20 scaffolds of length 2mb with the goal of mirroring the approximate fragmentation 

level of our real genome.  

 

Based on this data we then calculated; (1) the length of HBD segments using ibdseq, 

(2) inbreeding coefficient using plink2, (3) Tajima’s D using vk tajima, (4) admixture 

coefficients using ADMIXTURE, (5) population branch statistics using plink. All 

calculations were performed using identical settings to those used for real data. The 

results are shown in supplementary fig. S15. 

 

Simulations based on a modified version of the IMc model were used to assess the 

contribution from population size changes (ie the bottleneck) to population 

differentiation. The IMc model was modified so that the total population was 

conserved at its ancestral size, dividing this at population splits to achieve equal 

populations in the most recent time period. All other parameters were unmodified. 

We ran 10 independent simulations using the same process described above with 

parameter draws allowing variation in divergence times and migration rates but not 

population sizes. Based on this data we calculated pairwise Fst and performed PCA 

using plink2. Results are shown in supplementary fig. S16. 

 

Signatures of selection based on extended haplotype homozygosity  

We used haplotype-based methods to identify genomic regions under strong positive 

selection using our phased variant dataset. Specifically, we used the integrated 

haplotype score (iHS) to determine the regions under selection in individual 

populations by comparing the extended haplotype homozygosity (EHH) of major and 

minor alleles and used cross-population extended haplotype homozygosity (XP-

EHH; XP-nSL) to compare the EHH patterns between a target population and the 

other populations. All test statistics were calculated using selscan v1.3.0 (Szpiech 

and Hernandez 2014) with default parameters. Next, the test statistics of iHS, XP-

EHH, and XP-nSL were normalized in 50 separate allele frequency bins using the 

companion program norm. After normalization SNPs with extreme values were 
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identified genome-wide based on the following criteria (|iHS|>2, XP-EHH/XP-nSL > 

upper first percentile). We then calculated the proportion of SNPs with extreme 

values within 50kb windows and identified windows as candidates for selective 

sweeps as those in the top 1% based on this proportion. This process was 

performed separately for each of the three test statistics (iHS, XP-EHH, XP-nSL) and 

multiIntersectBed (Quinlan and Hall 2010) was used to report the overlapping 

candidate regions of all tests. 

 

Since our goal was to identify sweeps unique to each population we removed those 

that were significant based on iHS in more than one population. This was not 

required for the cross-population tests since those already target regions that differ 

between populations. 

 

Signatures of selection based on allele-frequency 

Although haplotype-based methods (see above) formed our primary method for 

identifying selective sweeps, we also calculated population branch statistics (PBS) 

which measure the extent of differentiation in allele-frequencies between 

populations. First we used the --fst function in PLINK to calculate Fst statistics 

genome-wide for all pairs of populations, using the default Fst calculation (Hudson). 

These Fst values were then used to calculate the population branch statistic as 

described in (Yi et al. 2010). 

 

Calculation of empirical false discovery rate for signatures of selection based 

on population branch statistics 

We used simulated data under our best-fitting demographic model with fastsimcoal2 

to calculate the distribution of population branch statistics (PBS) for each population 

arising under neutrality. PBS values calculated on all simulated data include 

estimates from 50 simulations using randomly selected values across the bootstrap-

estimated 90% confidence intervals for model parameters. Since this generated a 

much larger number of PBS values to our real dataset, and also includes many sites 

in LD we randomly selected 100k values from this simulated data and our real data. 

The resulting 200k were then ranked by PBS value (0 the highest) and the false 

positive rate for the ith ranked value was calculated by counting the number of false 

(ie simulated) values from ranks 0 through to i and dividing this value by 0.5i. We 

then calculated the threshold value, above which this empirically calculated error 

dropped below 0.01 (1%) and used this as our criteria for significance. This 

procedure was performed separately for each population. 

 

Mapping to pseudo-chromosomes 

We used ragtag v.1.1.1(Alonge et al. 2019) to align the Acropora digitifera genome 

to the Acropora millepora chromosome-level genome assembly (Fuller et al. 2020) 

with default settings. This placed 735 of the 955 A. digitifera scaffolds in pseudo-

chromosomes, comprising 97% of assembled bases. We used this mapping to 

translate between scaffold level and pseudo-chromosome coordinates for the 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=38159462868696004&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:a1e26ccb-b114-401a-924e-e2689608615f
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=8468836918843177&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:470db4e1-d285-4d5f-b4ee-70233e695d88
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=7074206142618886&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:d3b844b5-2aeb-4c52-b803-55216f73e180
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=3694177567372243&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:8e7de8e4-6fe2-4407-8271-8384576d420f
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


purpose of visualization only. Specifically, it was used to create the Manhattan plot 

(fig 3A).  

  

Gene annotations 

Gene models for the Acropora digitifera version 2 assembly were obtained from the 

authors of its original publication (Shinzato et al. 2020) in gene feature annotation 

(GFF3) format. As these gene models are based on scaffolds from the original 

assembly (available at https://marinegenomics.oist.jp/adig/viewer/info?project_id=87 

) that have not undergone the RefSeq curation process their coordinates needed to 

be updated to match the ncbi assembly (GCA_014634065.1) that we used for our 

analyses. To do this we first aligned the two genomes with Cactus (Armstrong et al. 

2020) and then used the ucsc chain and liftOver utilities (Kuhn et al. 2013) to 

generate updated gene model coordinates. The resulting updated gene models and 

full details of the lift-over process are available via the online code repository 

https://github.com/bakeronit/acropora_digitifera_wgs for this paper.  

 

Starting from these updated gene models we first selected the longest transcript per 

gene using cgat toolkit (Sims et al. 2014) and then extracted nucleotide and protein 

sequences for each coding sequence using gffread (Pertea and Pertea 2020). 

Functional annotations for these genes were then obtained by performing blastp and 

blastx searches on protein and nucleotide sequences respectively against the 

Swissprot database (downloaded 2021 May 9) (Bairoch and Apweiler 1996), filtering 

to include hits at e-value < 1e-5 only. We then selected the best available blast[xp] hit 

for each gene and assigned this as its closest putative homolog. In addition, we used 

the Uniprot ID mapping service to look up detailed functional information (including 

GO terms) for these homologs.  

 

Our initial gene ontology enrichment analysis was performed based on these GO 

terms assigned based on blast hits to Swissprot, however, we found that this often 

resulted in enrichment of highly specific gene ontology terms that were clearly 

spurious as they involved functions that are not present in Cnidarians. To resolve 

this issue we decided to use GO terms assigned using Interproscan version 5.53-87 

(Jones et al. 2014), which uses functional information assigned to conserved 

domains rather than to specific genes. A complete table of annotated genes resulting 

from both BLAST and Interproscan annotations is provided as supplementary table 

S9.  

  

GO enrichment analysis 

Formal statistical analysis for enrichment of GO terms is challenging because the 

terms themselves are not independent, and because genes are not randomly 

distributed across the genome. The R package topGO v2.42 (Alexa et al. 2006) 

attempts to deal with the first of these issues (non-independence of GO terms) by 

weighting the assignment of genes to terms in a way that increases the significance 
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of more specific terms at the expense of more biologically general parent terms. We, 

therefore, used topGO with the default “weight01” algorithm for all enrichment tests. 

To deal with the second issue (non random distribution of genes across the genome) 

we calculated enrichment statistics at two levels. First we evaluated enrichment at 

the gene level. In this analysis all genes overlapping with putative selective sweeps 

were assigned to the target set and the complete set of all annotated genes was 

assigned as the background set. Since this analysis ignores the fact that multiple 

genes from the same GO term might be present in the same sweep region we also 

performed an enrichment test based on sweeps rather than genes. As this test was 

used as a complement to the first we performed it only for GO terms that were 

significant at the gene level. To perform this second test we first assigned GO terms 

to all 50kb regions in the genome based on the GO terms assigned to overlapping 

genes. This analysis included both sweep regions and non sweep regions. A p-value 

based on Fisher's exact test was then calculated by counting the number of sweep 

regions (a subset of all 50kb regions) with a given term and comparing this to the 

background count across all regions.  

  

Symbiont analysis 

Although our sequencing strategy targeted the coral host, the resulting sequencing 

data contained a median of 260k reads classified by Kraken as originating from 

Symbiodiniaceae (minimum 4k, max 1.7M). We used several methods to quantify the 

symbiont diversity based on these reads. Firstly, a custom database composed of 

the genomes of five common coral associating Symbiodiniaceae genera and the 

Acropora digitifera genome assembly was built using kraken v1.0 (Wood and 

Salzberg 2014). Raw sequencing reads from all samples were then classified and 

assigned to each taxonomy. After confirming the dominance of Cladocopium in all 

samples, we tried to investigate the diversity within genera using three methods. 

Firstly, we mapped the reads to the mitochondrial genome of Cladocopium C1 and 

built a haplotype network using PopART (Leigh and Bryant 2015) with the consensus 

sequences of 41 samples after removing samples with less than 20X average 

mapping depth (excluding regions with no reads mapped) in Claocopium 

mitogenome. We also mapped non-host reads to ITS2 sequences from the 

symportal (Hume et al. 2019) database and quantified their abundance by counting 

the number of uniquely mapping reads to each ITS2 reference sequence. To make 

use of all symbiont reads regardless of genomic locus of origin, we performed an 

alignment-free method (https://github.com/chanlab-genomics/alignment-free-tools) to 

calculate the d2s metric based on shared k-mers in sequencing reads from each pair 

of samples. This produced a set of pairwise distances which we visualised using an 

MDS plot (fig 1E). 

  

Estimating the timing of selection at the peroxinectin locus 

To investigate the timing of the selective sweep on the peroxinectin locus we used 

the R package starTMRCA (commit cf9f021 from github) (Smith et al. 2018) which 

estimates the time to the common ancestor (TMRCA) of haplotypes bearing a 
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beneficial allele based on the length distribution of ancestral haplotypes and the 

accumulation of mutations since divergence. Since we did not know the beneficial 

allele, we instead identified alleles likely to be in complete linkage with the beneficial 

allele to serve as its proxy. We did this by choosing sites for which the derived allele 

was nearly fixed (on all but 3 haplotypes) in the inshore population and completely 

absent offshore. There were 84 such SNPs within the sweep locus, of which 75 were 

found within the gene s0150.g24 that overlapped with the strongest statistical 

indicators of selection (fig 4A). Of these 75 sites we chose 3 spanning the length of 

the gene (at positions 278594, 281245, 282923)  

 

We then used VCFtools to export a 1Mb region centred on s0150.g24 from our 

phased vcf. For each of the 3 SNPs chosen as proxies for the beneficial allele we 

then used the R package REHH (Gautier and Vitalis 2012) to generate a furcation 

plot, and phytools (Revell 2012) combined with ggtree (Yu et al. 2018) to plot a 

midpoint rooted neighbour joining phylogenetic tree of the core haplotypes (central 

200 sites). These visualisations all produced qualitatively similar results, all showing 

a clear distinction between selected and background haplotypes in the tree and 

strong extended haplotype homozygosity in the furcation plot.  

 

We then ran starTMRCA separately for each of the 3 chosen SNPs using the 1Mb 

phased vcf as input. Other parameters were as follows; mutation rate of 1.2e-8 per 

base per generation, a recombination rate of 3.2e-8 per base per generation, chain 

length of 10000, proposal standard deviation of 20, initial value of TMRCA drawn 

from a uniform distribution from 0-10000 generations. Convergence was checked by 

running 10 independent chains and calculating the Gelman diagnostic using the 

coda package in R. For each SNP we recorded the median value of the posterior 

estimates of the TMRCA after discarding the first half as burn-in. Our final estimate 

for the time of selection on the locus is reported as the range of estimated values 

across these three SNPs.  

 

The mutation rate used for starTMRCA analyses is the same as used for 

fastsimcoal2 and SMC++. The recombination rate was estimated based on a linkage 

map for Acropora millepora (Wang et al. 2009; Dixon et al. 2015) which had a length 

of 1358 centimorgans. The rate used was then calculated by assuming a constant 

recombination rate and genome size of 430Mb for A. millepora.  

 

Estimating allele age with GEVA 

To estimate the time of origin for derived alleles in the peroxinectin locus we used 

Genealogical Estimation of Variant Age (GEVA) (Albers and McVean 2020). As 

GEVA requires polarisation of ancestral and derived alleles we performed this task 

first, using est-sfs (Keightley and Jackson 2018). Inputs to est-sfs were generated by 

performing a whole genome alignment of the A. digitifera genome to the genomes of 

two related species, Acropora millepora (GCF_013753865.1), and Acropora tenuis 

(http://aten.reefgenomics.org/) using progressive cactus v2.0.5 (Armstrong et al. 
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2020). We then updated our phased vcf to encode the ancestral allele as the 

reference allele and used this vcf as input to GEVA. GEVA was run assuming an 

effective population size of 10000, and used the same mutation rate used throughout 

(1.2e-8 per base per generation), and the same recombination rate (3.2e-8 per base 

per generation) as used for starTMRCA.  

 

Phylogenetic analyses of haem peroxidases 

To investigate the evolutionary origins of the peroxinectin locus we used blastp to 

search for homologous genes in four other coral species, Acropora millepora, 

Acropora tenuis, Porites lutea and Pachyseris speciosa. Protein sequences for all 

genes identified as belonging to the haem peroxidase family (IPR019791) by 

Interproscan were extracted from Acropora digitifera. Using these as query 

sequences we identified all close homologs (e-value < 1e-10) from the protein sets of 

all other species using blastp. These were then aligned using the MAFFT (v7.394) 

(Katoh et al. 2002) with the algorithm set to auto. After masking positions with more 

than 50 missingness, IQ-Tree (v2.0.3; Nguyen et al. 2015) was used to perform tree 

inference based on this alignment with 1000 ultrafast bootstraps and automatic 

model selection using modelfinder.  

 

Acknowledgements 

This work is supported by computational resources of the National Computational 

Infrastructure (NCI) National Facility systems through the NCI Merit Allocation 

Scheme (Project d85) awarded to C.X.C. 

 

Supplementary figures:Supplementary figures - AD 

Supplementary tables:Supplementary tables - AD 

 

Data availability:  

Raw data: NCBI PRJNA805369 

Code and accessory data: https://github.com/bakeronit/acropora_digitifera_wgs 

 

 

  

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=1133697666590584&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:c5a118a5-59cf-4612-8bec-8426aaf6c7e4
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=42015999852875074&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:bec5e8bd-f6bb-4f81-b817-1de352356e57
https://app.readcube.com/library/fe56a2a6-9ef1-47a1-babd-c81766787a0e/all?uuid=04373957291276609&item_ids=fe56a2a6-9ef1-47a1-babd-c81766787a0e:9680da53-39bf-4b5c-8aae-876f8d324618
https://docs.google.com/document/d/1iv4R08CAcqutSfSIzWjCg8ZRhLXVE5TrZIwsIZg09ZA/edit
https://docs.google.com/spreadsheets/d/1RHye3l7R05nA6kAw9u28H84X7BxbNsGUsWykX5eqvdw/edit#gid=0
https://github.com/bakeronit/acropora_digitifera_wgs
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


References 

Albers PK, McVean G. 2020. Dating genomic variants and shared ancestry in 

population-scale sequencing data. Plos Biol 18:e3000586. 

Alexa A, Rahnenführer J, Lengauer T. 2006. Improved scoring of functional groups 

from gene expression data by decorrelating GO graph structure. Bioinformatics 

22:1600–1607. 

Alexander DH, Novembre J, Lange K. 2009. Fast model-based estimation of 

ancestry in unrelated individuals. Genome Res 19:1655–1664. 

Almany GR, Connolly SR, Heath DD, Hogan JD, Jones GP, McCook LJ, Mills M, 

Pressey RL, Williamson DH. 2009. Connectivity, biodiversity conservation and the 

design of marine reserve networks for coral reefs. Coral Reefs 28:339–351. 

Alonge M, Soyk S, Ramakrishnan S, Wang X, Goodwin S, Sedlazeck FJ, Lippman 

ZB, Schatz MC. 2019. RaGOO: fast and accurate reference-guided scaffolding of 

draft genomes. Genome Biol 20:224. 

Armstrong J, Hickey G, Diekhans M, Fiddes IT, Novak AM, Deran A, Fang Q, Xie D, 

Feng S, Stiller J, et al. 2020. Progressive Cactus is a multiple-genome aligner for the 

thousand-genome era. Nature 587:246–251. 

Bairoch A, Apweiler R. 1996. The SWISS-PROT Protein Sequence Data Bank and 

Its New Supplement TREMBL. Nucleic Acids Res 24:21–25. 

Baria MVB, Cruz DW dela, Villanueva RD, Guest JR. 2012. Spawning of Three-

Year-Old Acropora Millepora Corals Reared from Larvae in Northwestern 

Philippines. B Mar Sci 88:61–62. 

Berkelmans R, Oppen MJH van. 2006. The role of zooxanthellae in the thermal 

tolerance of corals: a nugget of hope for coral reefs in an era of climate change. Proc 

Royal Soc B Biological Sci 273:2305–2312. 

Bierne N, Bonhomme F, David P. 2003. Habitat preference and the marine-

speciation paradox. Proc Royal Soc Lond Ser B Biological Sci 270:1399–1406. 

Bintanja R, Wal RSW van de. 2008. North American ice-sheet dynamics and the 

onset of 100,000-year glacial cycles. Nature 454:869–872. 

Bongaerts P, Dubé CE, Prata KE, Gijsbers JC, Achlatis M, Hernandez-Agreda A. 

2021. Reefscape Genomics: Leveraging Advances in 3D Imaging to Assess Fine-

Scale Patterns of Genomic Variation on Coral Reefs. Frontiers Mar Sci 8:638979. 

Bongaerts P, Frade PR, Ogier JJ, Hay KB, Bleijswijk J van, Englebert N, Vermeij MJ, 

Bak RP, Visser PM, Hoegh-Guldberg O. 2013. Sharing the slope: depth partitioning 

of agariciid corals and associated Symbiodinium across shallow and mesophotic 

habitats (2-60 m) on a Caribbean reef. Bmc Evol Biol 13:205–205. 

Browning BL, Browning SR. 2011. A Fast, Powerful Method for Detecting Identity by 

Descent. Am J Hum Genetics 88:173–182. 

Browning Brian L., Browning SR. 2013. Detecting Identity by Descent and Estimating 

Genotype Error Rates in Sequence Data. Am J Hum Genetics 93:840–851. 

Browning Brian L., Browning SR. 2013. Improving the Accuracy and Efficiency of 

Identity-by-Descent Detection in Population Data. Genetics 194:459–471. 

Camp EF, Suggett DJ, Pogoreutz C, Nitschke MR, Houlbreque F, Hume BCC, 

Gardner SG, Zampighi M, Rodolfo-Metalpa R, Voolstra CR. 2020. Corals exhibit 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


distinct patterns of microbial reorganisation to thrive in an extreme inshore 

environment. Coral Reefs 39:701–716. 

Chan CX, Bernard G, Poirion O, Hogan JM, Ragan MA. 2014. Inferring phylogenies 

of evolving sequences without multiple sequence alignment. Sci Rep-uk 4:6504. 

Chang CC, Chow CC, Tellier LC, Vattikuti S, Purcell SM, Lee JJ. 2015. Second-

generation PLINK: rising to the challenge of larger and richer datasets. Gigascience 

4:7. 

Chattopadhyay B, Garg KM, Soo YJ, Low GW, Frechette JL, Rheindt FE. 2019. 

Conservation genomics in the fight to help the recovery of the critically endangered 

Siamese crocodile Crocodylus siamensis. Mol Ecol 28:936–950. 

Chorev M, Carmel L. 2012. The Function of Introns. Frontiers Genetics 3:55. 

Collins LB, Testa V, Zhao J, Qu D. 2011. Holocene Growth History and Evolution of 

the Scott Reef Carbonate Platform and Coral Reef. Journal of the Royal Society of 

Western Australia [Internet] 94:239–250. Available from: 

https://www.rswa.org.au/publications/Journal/94(2)/Collinsetal.pp.239-250.pdf 

Cook DE, Andersen EC. 2017. VCF-kit: assorted utilities for the variant call format. 

Bioinformatics 33:btx011. 

Cooke I, Ying H, Forêt S, Bongaerts P, Strugnell JM, Simakov O, Zhang J, Field MA, 

Rodriguez-Lanetty M, Bell SC, et al. 2020. Genomic signatures in the coral holobiont 

reveal host adaptations driven by Holocene climate change and reef specific 

symbionts. Sci Adv 6:eabc6318. 

Cowen RK, Sponaugle S. 2009. Larval Dispersal and Marine Population 

Connectivity. Annu Rev Mar Sci 1:443–466. 

Cowman PF, Quattrini AM, Bridge TCL, Watkins-Colwell GJ, Fadli N, Grinblat M, 

Roberts TE, McFadden CS, Miller DJ, Baird AH. 2020. An enhanced target-

enrichment bait set for Hexacorallia provides phylogenomic resolution of the 

staghorn corals (Acroporidae) and close relatives. Mol Phylogenet Evol 153:106944. 

Crandall ED, Jones ME, Muñoz MM, Akinronbi B, Erdmann MV, Barber PH. 2008. 

Comparative phylogeography of two seastars and their ectosymbionts within the 

Coral Triangle. Mol Ecol 17:5276–5290. 

Crandall ED, Sbrocco EJ, DeBoer TS, Barber PH, Carpenter KE. 2012. Expansion 

Dating: Calibrating Molecular Clocks in Marine Species from Expansions onto the 

Sunda Shelf Following the Last Glacial Maximum. Mol Biol Evol 29:707–719. 

Danecek P, Auton A, Abecasis G, Albers CA, Banks E, DePristo MA, Handsaker RE, 

Lunter G, Marth GT, Sherry ST, et al. 2011. The variant call format and VCFtools. 

Bioinformatics 27:2156–2158. 

Danecek P, Bonfield JK, Liddle J, Marshall J, Ohan V, Pollard MO, Whitwham A, 

Keane T, McCarthy SA, Davies RM, et al. 2021. Twelve years of SAMtools and 

BCFtools. Gigascience 10:giab008. 

Delaneau O, Marchini J, Zagury J-F. 2012. A linear complexity phasing method for 

thousands of genomes. Nat Methods 9:179–181. 

Delrieu-Trottin E, Mona S, Maynard J, Neglia V, Veuille M, Planes S. 2017. 

Population expansions dominate demographic histories of endemic and widespread 

Pacific reef fishes. Sci Rep-uk 7:40519. 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Dixon GB, Davies SW, Aglyamova GV, Meyer E, Bay LK, Matz MV. 2015. Genomic 

determinants of coral heat tolerance across latitudes. Science 348:1460–1462. 

Ewels P, Magnusson M, Lundin S, Käller M. 2016. MultiQC: summarize analysis 

results for multiple tools and samples in a single report. Bioinformatics 32:3047–

3048. 

Excofffier L, Marchi N, Marques DA, Matthey-Doret R, Gouy A, Sousa VC. 2021. 

fastsimcoal2: demographic inference under complex evolutionary scenarios. 

Bioinformatics 37:btab468-. 

Excoffier L, Dupanloup I, Huerta-Sánchez E, Sousa VC, Foll M. 2013. Robust 

Demographic Inference from Genomic and SNP Data. Plos Genet 9:e1003905. 

Fuller ZL, Mocellin VJL, Morris LA, Cantin N, Shepherd J, Sarre L, Peng J, Liao Y, 

Pickrell J, Andolfatto P, et al. 2020. Population genetics of the coral Acropora 

millepora: Toward genomic prediction of bleaching. Sci New York N Y 369. 

Gagat P, Mackiewicz D, Mackiewicz P. 2017. Peculiarities within peculiarities – 

dinoflagellates and their mitochondrial genomes. Mitochondrial Dna Part B 2:191–

195. 

Garrison E, Marth G. 2012. Haplotype-based variant detection from short-read 

sequencing. Arxiv. 

Gattepaille LM, Jakobsson M, Blum MG. 2013. Inferring population size changes 

with sequence and SNP data: lessons from human bottlenecks. Heredity 110:409–

419. 

Gautier M, Vitalis R. 2012. rehh: an R package to detect footprints of selection in 

genome-wide SNP data from haplotype structure. Bioinformatics 28:1176–1177. 

Hewitt G. 2000. The genetic legacy of the Quaternary ice ages. Nature 405:907–913. 

Hoang DT, Chernomor O, Haeseler A von, Minh BQ, Vinh LS. 2018. UFBoot2: 

Improving the Ultrafast Bootstrap Approximation. Mol Biol Evol 35:518–522. 

Hofreiter M, Stewart J. 2009. Ecological Change, Range Fluctuations and Population 

Dynamics during the Pleistocene. Curr Biol 19:R584–R594. 

Hume BCC, Smith EG, Ziegler M, Warrington HJM, Burt JA, LaJeunesse TC, 

Wiedenmann J, Voolstra CR. 2019. SymPortal: A novel analytical framework and 

platform for coral algal symbiont next‐generation sequencing ITS2 profiling. Mol Ecol 

Resour 19:1063–1080. 

Johansson MW, Lind MI, Holmblad T, Thornqvist PO, Soderhall K. 1995. 

Peroxinectin, a Novel Cell Adhesion Protein from Crayfish Blood. Biochem Bioph 

Res Co 216:1079–1087. 

Jones GP, Almany GR, Russ GR, Sale PF, Steneck RS, Oppen MJH van, Willis BL. 

2009. Larval retention and connectivity among populations of corals and reef fishes: 

history, advances and challenges. Coral Reefs 28:307–325. 

Jones P, Binns D, Chang H-Y, Fraser M, Li W, McAnulla C, McWilliam H, Maslen J, 

Mitchell A, Nuka G, et al. 2014. InterProScan 5: genome-scale protein function 

classification. Bioinformatics 30:1236–1240. 

Kalyaanamoorthy S, Minh BQ, Wong TK, Haeseler A von, Jermiin LS. 2017. 

ModelFinder: Fast Model Selection for Accurate Phylogenetic Estimates. Nat 

Methods 14:587–589. 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Katoh K, Misawa K, Kuma K, Miyata T. 2002. MAFFT: a novel method for rapid 

multiple sequence alignment based on fast Fourier transform. Nucleic Acids Res 

30:3059–3066. 

Keightley PD, Jackson BC. 2018. Inferring the Probability of the Derived vs. the 

Ancestral Allelic State at a Polymorphic Site. Genetics 209:897–906. 

Kleypas JA. 1997. Modeled estimates of global reef habitat and carbonate 

production since the Last Glacial Maximum. Paleoceanography 12:533–545. 

Korneliussen TS, Albrechtsen A, Nielsen R. 2014. ANGSD: Analysis of Next 

Generation Sequencing Data. Bmc Bioinformatics 15:356. 

Koster J, Rahmann S. 2012. Snakemake--a scalable bioinformatics workflow engine. 

Bioinformatics 28:2520–2522. 

Kozma R, Melsted P, Magnússon KP, Höglund J. 2016. Looking into the past – the 

reaction of three grouse species to climate change over the last million years using 

whole genome sequences. Mol Ecol 25:570–580. 

Kuhn RM, Haussler D, Kent WJ. 2013. The UCSC genome browser and associated 

tools. Brief Bioinform 14:144–161. 

LaJeunesse TC, Parkinson JE, Gabrielson PW, Jeong HJ, Reimer JD, Voolstra CR, 

Santos SR. 2018. Systematic Revision of Symbiodiniaceae Highlights the Antiquity 

and Diversity of Coral Endosymbionts. Curr Biol 28:2570-2580.e6. 

Lang RP, Bayne CJ, Camara MD, Cunningham C, Jenny MJ, Langdon CJ. 2009. 

Transcriptome Profiling of Selectively Bred Pacific Oyster Crassostrea gigas 

Families that Differ in Tolerance of Heat Shock. Mar Biotechnol 11:650–668. 

Lawson DJ, Hellenthal G, Myers S, Falush D. 2012. Inference of Population 

Structure using Dense Haplotype Data. Plos Genet 8:e1002453. 

Leigh JW, Bryant D. 2015. popart: full‐feature software for haplotype network 

construction. Methods Ecol Evol 6:1110–1116. 

Li H. 2014. Toward better understanding of artifacts in variant calling from high-

coverage samples. Bioinformatics 30:2843–2851. 

Li H, Durbin R. 2009. Fast and accurate short read alignment with Burrows-Wheeler 

transform. Bioinformatics 25:1754–1760. 

Li H, Durbin R. 2011. Inference of human population history from individual whole-

genome sequences. Nature 475:493–496. 

Lucena-Perez M, Marmesat E, Kleinman‐Ruiz D, Martínez-Cruz B, Węcek K, 

Saveljev AP, Seryodkin IV, Okhlopkov I, Dvornikov MG, Ozolins J, et al. 2020. 

Genomic patterns in the widespread Eurasian lynx shaped by Late Quaternary 

climatic fluctuations and anthropogenic impacts. Mol Ecol 29:812–828. 

Ludt WB, Rocha LA. 2015. Shifting seas: the impacts of Pleistocene sea‐level 

fluctuations on the evolution of tropical marine taxa. J Biogeogr 42:25–38. 

Ludt WB, Rocha LA, Erdmann MV, Chakrabarty P. 2015. Skipping across the 

tropics: The evolutionary history of sawtail surgeonfishes (Acanthuridae: Prionurus). 

Mol Phylogenet Evol 84:166–172. 

Lukoschek V, Riginos C, Oppen MJH. 2016. Congruent patterns of connectivity can 

inform management for broadcast spawning corals on the Great Barrier Reef. Mol 

Ecol 25:3065–3080. 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Madin JS, Baird AH, Dornelas M, Connolly SR. 2014. Mechanical vulnerability 

explains size‐dependent mortality of reef corals. Ecol Lett 17:1008–1015. 

Mao Y, Economo EP, Satoh N. 2018. The Roles of Introgression and Climate 

Change in the Rise to Dominance of Acropora Corals. Curr Biol 28:3373-3382.e5. 

Matsuda SB, Chakravarti LJ, Cunning R, Huffmyer AS, Nelson CE, Gates RD, 

Oppen MJH. 2022. Temperature‐mediated acquisition of rare heterologous 

symbionts promotes survival of coral larvae under ocean warming. Global Change 

Biol. 

Mattingsdal M, Jorde PE, Knutsen H, Jentoft S, Stenseth NC, Sodeland M, Robalo 

JI, Hansen MM, André C, Gonzalez EB. 2019. Demographic history has shaped the 

strongly differentiated corkwing wrasse populations in Northern Europe. Mol Ecol 

29:160–171. 

Matz MV, Treml EA, Aglyamova GV, Bay LK. 2018. Potential and limits for rapid 

genetic adaptation to warming in a Great Barrier Reef coral. Plos Genet 

14:e1007220. 

McCaffrey JC, Wallace MW, Gallagher SJ. 2020. A Cenozoic Great Barrier Reef on 

Australia’s North West shelf. Global Planet Change 184:103048. 

McKenna A, Hanna M, Banks E, Sivachenko A, Cibulskis K, Kernytsky A, Garimella 

K, Altshuler D, Gabriel S, Daly M, et al. 2010. The Genome Analysis Toolkit: A 

MapReduce framework for analyzing next-generation DNA sequencing data. 

Genome Res 20:1297–1303. 

Meisner J, Albrechtsen A. 2018. Inferring Population Structure and Admixture 

Proportions in Low-Depth NGS Data. Genetics 210:719–731. 

Moran BM, Hench K, Waples RS, Höppner MP, Baldwin CC, McMillan WO, Puebla 

O. 2019. The evolution of microendemism in a reef fish (Hypoplectrus maya). Mol 

Ecol 28:2872–2885. 

Nadachowska-Brzyska K, Li C, Smeds L, Zhang G, Ellegren H. 2015. Temporal 

Dynamics of Avian Populations during Pleistocene Revealed by Whole-Genome 

Sequences. Curr Biol 25:1375–1380. 

Nguyen L-T, Schmidt HA, Haeseler A von, Minh BQ. 2015. IQ-TREE: A Fast and 

Effective Stochastic Algorithm for Estimating Maximum-Likelihood Phylogenies. Mol 

Biol Evol 32:268–274. 

Nogués-Bravo D, Rodríguez-Sánchez F, Orsini L, Boer E de, Jansson R, Morlon H, 

Fordham DA, Jackson ST. 2018. Cracking the Code of Biodiversity Responses to 

Past Climate Change. Trends Ecol Evol 33:765–776. 

Oppen MJHV, Willis BL, Vugt HWJAV, Miller DJ. 2000. Examination of species 

boundaries in the Acropora cervicornis group (Scleractinia, Cnidaria) using nuclear 

DNA sequence analyses. Mol Ecol 9:1363–1373. 

Palumbi SR. 1992. Marine speciation on a small planet. Trends Ecol Evol 7:114–

118. 

Palumbi SR, Barshis DJ, Traylor-Knowles N, Bay RA. 2014. Mechanisms of reef 

coral resistance to future climate change. Science 344:895–898. 

Park J, Stanley D, Kim Y. 2014. Roles of Peroxinectin in PGE2-Mediated Cellular 

Immunity in Spodoptera exigua. Plos One 9:e105717. 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Pertea G, Pertea M. 2020. GFF Utilities: GffRead and GffCompare. F1000research 

9:ISCB Comm J-304. 

Prada C, Hanna B, Budd AF, Woodley CM, Schmutz J, Grimwood J, Iglesias-Prieto 

R, Pandolfi JM, Levitan D, Johnson KG, et al. 2016. Empty Niches after Extinctions 

Increase Population Sizes of Modern Corals. Curr Biol 26:3190–3194. 

Price AL, Patterson NJ, Plenge RM, Weinblatt ME, Shadick NA, Reich D. 2006. 

Principal components analysis corrects for stratification in genome-wide association 

studies. Nat Genet 38:904–909. 

Purcell S, Neale B, Todd-Brown K, Thomas L, Ferreira MAR, Bender D, Maller J, 

Sklar P, Bakker PIW de, Daly MJ, et al. 2007. PLINK: A Tool Set for Whole-Genome 

Association and Population-Based Linkage Analyses. Am J Hum Genetics 81:559–

575. 

Quinlan AR, Hall IM. 2010. BEDTools: a flexible suite of utilities for comparing 

genomic features. Bioinformatics 26:841–842. 

Reinert G, Chew D, Sun F, Waterman MS. 2009. Alignment-Free Sequence 

Comparison (I): Statistics and Power. J Comput Biol 16:1615–1634. 

Revell LJ. 2012. phytools: an R package for phylogenetic comparative biology (and 

other things). Methods Ecol Evol 3:217–223. 

Richards ZT, Garcia R, Moore G, Fromont J, Kirkendale L, Bryce M, Bryce C, Hara 

A, Ritchie J, Gomez O, et al. 2019. A tropical Australian refuge for photosymbiotic 

benthic fauna. Coral Reefs 38:669–676. 

Richards ZT, Garcia RA, Wallace CC, Rosser NL, Muir PR. 2015. A Diverse 

Assemblage of Reef Corals Thriving in a Dynamic Intertidal Reef Setting (Bonaparte 

Archipelago, Kimberley, Australia). Plos One 10:e0117791. 

Ros M, Suggett DJ, Edmondson J, Haydon T, Hughes DJ, Kim M, Guagliardo P, 

Bougoure J, Pernice M, Raina J-B, et al. 2021. Symbiont shuffling across 

environmental gradients aligns with changes in carbon uptake and translocation in 

the reef-building coral Pocillopora acuta. Coral Reefs 40:595–607. 

Sabeti PC, Varilly P, Fry B, Lohmueller J, Hostetter E, Cotsapas C, Xie X, Byrne EH, 

McCarroll SA, Gaudet R, et al. 2007. Genome-wide detection and characterization of 

positive selection in human populations. Nature 449:913–918. 

Schiffels S, Durbin R. 2014. Inferring human population size and separation history 

from multiple genome sequences. Nat Genet 46:919–925. 

Shinzato C, Khalturin K, Inoue J, Zayasu Y, Kanda M, Kawamitsu M, Yoshioka Y, 

Yamashita H, Suzuki G, Satoh N. 2020. Eighteen Coral Genomes Reveal the 

Evolutionary Origin of Acropora Strategies to Accommodate Environmental 

Changes. Mol Biol Evol 38:msaa216. 

Shinzato C, Mungpakdee S, Arakaki N, Satoh N. 2015. Genome-wide SNP analysis 

explains coral diversity and recovery in the Ryukyu Archipelago. Sci Rep-uk 

5:18211. 

Shinzato C, Shoguchi E, Kawashima T, Hamada M, Hisata K, Tanaka M, Fujie M, 

Fujiwara M, Koyanagi R, Ikuta T, et al. 2011. Using the Acropora digitifera genome 

to understand coral responses to environmental change. Nature 476:320–323. 

Shinzato C, Takeuchi T, Yoshioka Y, Tada I, Kanda M, Broussard C, Iguchi A, 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Kusakabe M, Marin F, Satoh N, et al. 2021. Whole-Genome Sequencing Highlights 

Conservative Genomic Strategies of a Stress-Tolerant, Long-Lived Scleractinian 

Coral, Porites australiensis Vaughan, 1918. Genome Biol Evol 13:evab270. 

Sims D, Ilott NE, Sansom SN, Sudbery IM, Johnson JS, Fawcett KA, Berlanga-

Taylor AJ, Luna-Valero S, Ponting CP, Heger A. 2014. CGAT: computational 

genomics analysis toolkit. Bioinformatics 30:1290–1291. 

Smith EG, Hazzouri KM, Choi JY, Delaney P, Al-Kharafi M, Howells EJ, Aranda M, 

Burt JA. 2022. Signatures of selection underpinning rapid coral adaptation to the 

world’s warmest reefs. Sci Adv 8:eabl7287. 

Smith J, Coop G, Stephens M, Novembre J. 2018. Estimating Time to the Common 

Ancestor for a Beneficial Allele. Mol Biol Evol 35:1003–1017. 

Solihuddin T, Bufarale G, Blakeway D, O’Leary MJ. 2016. Geomorphology and late 

Holocene accretion history of Adele Reef: a northwest Australian mid-shelf platform 

reef. Geo-mar Lett 36:465–477. 

Solihuddin T, Collins LindsayB, Blakeway D, Leary MJO. 2015. Holocene coral reef 

growth and sea level in a macrotidal, high turbidity setting: Cockatoo Island, 

Kimberley Bioregion, northwest Australia. Mar Geol 359:50–60. 

Solihuddin T, O’Leary MJ, Blakeway D, Parnum I, Kordi M, Collins LB. 2016. 

Holocene reef evolution in a macrotidal setting: Buccaneer Archipelago, Kimberley 

Bioregion, Northwest Australia. Coral Reefs 35:783–794. 

Szpiech ZA, Hernandez RD. 2014. selscan: An Efficient Multithreaded Program to 

Perform EHH-Based Scans for Positive Selection. Mol Biol Evol 31:2824–2827. 

Szpiech ZA, Novak TE, Bailey NP, Stevison LS. 2021. Application of a novel 

haplotype‐based scan for local adaptation to study high‐altitude adaptation in rhesus 

macaques. Evol Lett 5:408–421. 

Terhorst J, Kamm JA, Song YS. 2016. Robust and scalable inference of population 

history from hundreds of unphased whole genomes. Nat Genet 49:303–309. 

Thomas L, Underwood J, Rose N, Fuller Z, Richards Z, Dugal L, Grimaldi C, Cooke 

I, Palumbi S, Gilmour J. 2021. Mechanisms of ecological divergence with gene flow 

in a reef-building coral on an isolated atoll in Western Australia. 

Biorxiv:2021.08.08.455318. 

Thomas L, Underwood JN, Adam AAS, Richards ZT, Dugal L, Miller KJ, Gilmour JP. 

2020. Contrasting patterns of genetic connectivity in brooding and spawning corals 

across a remote atoll system in northwest Australia. Coral Reefs 39:55–60. 

Torda G, Donelson JM, Aranda M, Barshis DJ, Bay L, Berumen ML, Bourne DG, 

Cantin N, Foret S, Matz M, et al. 2017. Rapid adaptive responses to climate change 

in corals. Nat Clim Change 7:627–636. 

Traylor-Knowles N, Connelly MT, Young BD, Eaton K, Muller EM, Paul VJ, Ushijima 

B, DeMerlis A, Drown MK, Goncalves A, et al. 2021. Gene Expression Response to 

Stony Coral Tissue Loss Disease Transmission in M. cavernosa and O. faveolata 

From Florida. Frontiers Mar Sci 8:681563. 

Underwood JN, Richards Z, Berry O, Oades D, Howard A, Gilmour JP. 2020. 

Extreme seascape drives local recruitment and genetic divergence in brooding and 

spawning corals in remote north‐west Australia. Evol Appl 13:2404–2421. 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/


Underwood JN, Richards ZT, Miller KJ, Puotinen ML, Gilmour JP. 2018. Genetic 

signatures through space, time and multiple disturbances in a ubiquitous brooding 

coral. Mol Ecol 27:1586–1602. 

Verma SS, Andrade M de, Tromp G, Kuivaniemi H, Pugh E, Namjou-Khales B, 

Mukherjee S, Jarvik GP, Kottyan LC, Burt A, et al. 2014. Imputation and quality 

control steps for combining multiple genome-wide datasets. Frontiers Genetics 

5:370. 

Voight BF, Kudaravalli S, Wen X, Pritchard JK. 2006. A Map of Recent Positive 

Selection in the Human Genome. Plos Biol 4:e72. 

Voolstra CR, Schnetzer J, Peshkin L, Randall CJ, Szmant AM, Medina M. 2009. 

Effects of temperature on gene expression in embryos of the coral Montastraea 

faveolata. Bmc Genomics 10:627. 

Waller RF, Jackson CJ. 2009. Dinoflagellate mitochondrial genomes: stretching the 

rules of molecular biology. Bioessays 31:237–245. 

Wang S, Zhang L, Meyer E, Matz MV. 2009. Construction of a high-resolution 

genetic linkage map and comparative genome analysis for the reef-building coral 

Acropora millepora. Genome Biol 10:R126. 

Warner PA, Oppen MJH, Willis BL. 2015. Unexpected cryptic species diversity in the 

widespread coral Seriatopora hystrix masks spatial‐genetic patterns of connectivity. 

Mol Ecol 24:2993–3008. 

Webster JM, Braga JC, Humblet M, Potts DC, Iryu Y, Yokoyama Y, Fujita K, Bourillot 

R, Esat TM, Fallon S, et al. 2018. Response of the Great Barrier Reef to sea-level 

and environmental changes over the past 30,000 years. Nat Geosci 11:426–432. 

Wilson B. 2013. The Biogeography of the Australian North West Shelf: 

Environmental Change and Life’s Response. Elsevier Science Available from: 

https://books.google.com.au/books?id=VjaaBnS7JmgC 

Wood DE, Salzberg SL. 2014. Kraken: ultrafast metagenomic sequence 

classification using exact alignments. Genome Biol 15:R46. 

Wright S. 1931. EVOLUTION IN MENDELIAN POPULATIONS. Genetics 16:97–159. 

Yi X, Liang Y, Huerta-Sanchez E, Jin X, Cuo ZXP, Pool JE, Xu X, Jiang H, 

Vinckenbosch N, Korneliussen TS, et al. 2010. Sequencing of 50 Human Exomes 

Reveals Adaptation to High Altitude. Science 329:75–78. 

Ying H, Hayward DC, Cooke I, Wang W, Moya A, Siemering KR, Sprungala S, Ball 

EE, Forêt S, Miller DJ. 2019. The Whole-Genome Sequence of the Coral Acropora 

millepora. Genome Biol Evol 11:1374–1379. 

Yu G, Lam TT-Y, Zhu H, Guan Y. 2018. Two Methods for Mapping and Visualizing 

Associated Data on Phylogeny Using Ggtree. Mol Biol Evol 35:3041–3043. 

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

The copyright holder for this preprintthis version posted April 5, 2022. ; https://doi.org/10.1101/2022.04.02.486852doi: bioRxiv preprint 

https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://app.readcube.com/library/?style=Molecular%20Biology%20and%20Evolution
https://doi.org/10.1101/2022.04.02.486852
http://creativecommons.org/licenses/by/4.0/

