Figure S1 Diagram showing the complete workflow from the data collection to analysis.
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- RNA seq by HiSeq2000 100bp PE reads
- Adaptor removal

- Quality trim (QV >30, at least 80 bp
length)

- Trinity assembler

- Contigs longer than 300 bp retained
- Host and symbiont sequences
separation

- Transcriptomes data collection

- Eliminate duplicate sequences by CD-
HIT

- Nucleotide sequences protein
annotation by TransDecoder

- Assembled transcriptomes and
GenBank ESTs processed in HaMStR
v13.2 using anthozoan core ortholog
data* with A. digitefera as reference

- Single gene protein sequences
alignment with MAFFT-L-INS-I
- Sequences trimming with TrimAl

- Concatenate all genes

- Model testing in ProtTest

- ML topology estimation by RAXML
from a random tree with 100 bootstraps
- Bayesian inference by MrBayes

-Tree topology confidence test by Concel
- Individual gene phylogenetic analyses









