Description of Additional Supplementary Data Files

Supplementary Data 1 Physiological metrics on coral experiments and tank temperature from the study including a readme file, (a) symbiont density, (b) thermal conditions in experimental tanks, (c) chlorophyll a concentrations, (d) lipid raw data, and (e) lipid biomass data. https://doi.org/10.6084/m9.figshare.28395554.v2

Supplementary Data 2. Processed proteomic data on each experiment in a range of formats: a readme file, proteins identified per experiment, Normalized Spectral Abundance Factors (NSAF) on all valid proteins identified, an accession number-based annotation file, QSPEC results for timepoints 1 and 2, ABACUS output file before processing. https://doi.org/10.6084/m9.figshare.28395560.v3

Supplementary Data 3. MetaGOmics output files including a readme file, MetaGOmics results from analysis of resistant vs. susceptible coral proteins identified at timepoint 1, MetaGOmics results from analysis of resistant vs. susceptible coral proteins identified at timepoint 2. https://doi.org/10.6084/m9.figshare.28395569.v3 

Supplementary Data 4.   Microbiome sequence counts, metadata, and mapping information.  https://doi.org/10.6084/m9.figshare.28395575.v3 

Supplementary Data 5. (Predicted profiles of MetaCyc functional annotations at T1 and T2 for resilient and susceptible corals were compared with ANCOM-BC to identify differentially abundant functional categories from 16srRNA sequencing data. ANCOMB differential abundance results included for T1 and T2. https://doi.org/10.6084/m9.figshare.28395578.v3 

Supplementary Data 6.  Fasta files of protein sequences predicted from transcriptome for Montipora capitata plus contaminant protein database. https://doi.org/10.6084/m9.figshare.28395581.v2 

Supplementary Data 7.   Fasta files of protein sequences predicted from transcriptome for Montipora capitata plus contaminant protein database and 5 viral proteomes (see Table S2). https://doi.org/10.6084/m9.figshare.28395587.v3 

Supplementary Data 8.  Fasta file of all identified protein sequences from these experiments that were used as input for MetaGOmics analysis. https://doi.org/10.6084/m9.figshare.28395590.v2 

