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Fig. 5: Genetic variants of S. ‘fitti’ showing signatures of selection. Manhattan plot of –log10 1016 

transformed q-values for 58,583 genotyping SNPs. SNPs are highlighted by outlier detection 1017 

program (PCAdapt loci highlighted in blue; BayeScan loci highlighted in red). 339 selection 1018 

outlier SNPs were shared between the two programs. 103 outlier loci identified by BayeScan had 1019 

a Bayes probability of 1 and q-value of 0 which becomes infinite following logarithmic 1020 

transformation and were therefore removed from the plot. These loci were also had high 1021 

BayeScan fixation levels between host and location. The dashed line represents the 5% FDR 1022 

adjustment threshold (2.54) and whereas the solid line represents the 0.05 Bonferroni correction 1023 

threshold (6.01). 1024 
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Fig. S1: Gene families shared between different Symbiodiniaceae lineages (including 1030 

Symbiodinium ‘fitti’). 1031 
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Fig. S2: Intragenomic variation of Symbiodinium ‘fitti’ is at the sub-species level. Phylogeny of 1044 

the psbA non-coding region, a commonly used marker used to help delimit Symbiodinium species 1045 

indicates that S. ‘fitti’ in its three different hosts are all one species.  1046 
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Fig. S3: Histogram of per SNP fixation levels for 58,538 genotyping SNPs. 1052 
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