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Fig. S1. Number of transcripts obtained after de novo transcriptome assembly with Trinity

(gray) and retained transcripts after predicting open reading frames with TransDecoder (black).

Cqui= Cheilodipterus quinquelineatus, Odoe= Ostorhinchus doederleini, Ocya= Ostorhinchus

cyanosoma, Apoly= Acanthochromis polyacanthus, Pmol= Pomacentrus moluccensis
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Fig. S2. Normalized read counts for six of the genes that showed divergent expression (i.e.,
larger differences between species) in the analysis of EVE.

Patterns of divergence were extremely varied, showing different patterns of activation: species of
the same family (CRBB and FA10), different families (CO9 and ADT?2), just one species (CP2U1

and HSP7C).



Figure S3.
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Fig. S3. Venn diagram showing the overlap of differential expressed genes in the pairwise
comparisons between December and March and December versus July for the five species
of interest.
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Fig. S4. Module-trait correlation matrix for all species showing correlation value with P value

in brackets for each module and trait. Green and red rectangles represent negative and positive
correlations of gene expression in the modules with a particular trait, respectively. Module (ME)
and the colour are represented on the y=axis. Traits are represented on the x-axis where “Species”
represents the five species separately; ‘“Phylogeny” is if the sample was a cardinalfish or
damselfish; “Date” are all four collection points and “DEC” (December), “FEB” (February),

“MAR” (March) and “JUL” (July) represent correlations with specific collection points.
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Fig. S5. Module-trait correlation matrix for A. polyacanthus and P. moluccensis (damselfish
species). Green and red rectangles represent negative and positive correlations of gene
expression in the modules with a particular trait, respectively. ME= Module and the
colour are represented on the y=axis. Traits are represented on the x-axis where “Date”

stands for all four collection points and “DEC” (December), “FEB” (February), “MAR” (March)

and “JUL” (July) represent correlations with specific collection points.
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Fig. S6. Module-trait correlation matrix for specimen of all three cardinalfish species (C.

guinquelineatus, O. doederleini, and O. cyanosoma). Green colour represents negative
correlation and red positive correlation of the gene expression in the networks with a particular
trait. ME= Module and the colour are represented on the y=axis. Traits are represented on the x-
axis where Date stands for all four collection points and DEC (December), FEB (February), MAR

(March) and JUL (July) represent correlations with specific collection points.
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Fig. S7. Principal Coordinate Analysis for damselfishes, based on liver gene expression.
Principal Coordinate Analysis for the damselfish species Acanthochromis polyacanthus (A) and
Pomacentrus moluccensis (B) based on the differentially expressed genes of all months, as

determined by the Likelihood-Ratio Test.
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Fig. S8. Eigenvalue of expression data for each biological replicate in the red module for
cardinalfishes. Dec = December, Mar = March, Jul = July. Odoe = Ostorhinchus doederleini,Ocya

= O. cyanosoma, Cqui = Cheilodipterus quinquelineatus.
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Fig. S9. Heatmaps for the expression of heat-shock proteins in damselfishes. Heatmaps for the

expression of shared differentially-expressed genes coding for heat shock proteins for (A)

Acanthochromis polyacanthus and (B) Pomacentrus moluccensis across all samples. Blue shades

represent lower expression levels and red shades represent higher expression levels. Highest

expression for these genes was observed in February, i.e. the beginning of the warming period.
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Fig. S10. Eigenvalue of expression data for each biological replicate in the green module for

damselfishes. Apoly = Acanthochromis polyacanthus, Pmol = Pomacentrus moluccensis. Dec =

December, Feb = February, Mar = March, Jul = July.
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Fig. S11. Eigenvalue of expression data for each biological replicate in the red module for

damselfishes. Apoly = Acanthochromis polyacanthus, Pmol = Pomacentrus moluccensis. Dec =

December, Feb = February, Mar = March, Jul = July.
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Fig. S12. Transcriptome completeness estimates for all five species with BUSCO. A) BUSCO
completeness for the primary Trinity assemblies, B) the assemblies after filtering with
Transdecoder, and C) after filtering only orthologous transcripts. C. qui= Cheilodipterus
quinquelineatus, O. doe= Ostorhinchus doederleini, O. cya= Ostorhinchus cyanosoma, A. poly=

Acanthochromis polyacanthus, P. mol= Pomacentrus moluccensis
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Fig. S13. ML tree showing the relationship between the five species analyzed in this study,
generated with RAXML. The ML tree was used to define relationships for the analysis of Evolu-
tionary Variation Estimates (EVE).



	aay3423_coverpage
	aay3423_SupplementalMaterial_v2



