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Spatial variability was characterized within nested spatial
scales of Island Side, Site, Reef Habitat and Sampling
Locations that were distributed around Mo’orea island.
At each Sampling Location seawater, sediment and 6
separate colonies of three species of prolific corals were

sampled during one wet and one dry season of one year
(September 2017 and March 2018).
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* Just 25% of coral microbiome sequence abundance represented the vast combination of factors. (Visualization by Bran

majority (99%) of the number of taxa present.

ANALYSIS

We amplified the V4 region of the 16S rRNA gene (806R/515F)
using modified Earth Microbiome Project protocols. Libraries
were sequenced on the lllumina Mi-Seq at the CGRB of OSU.
Quality control of raw reads and creation of Amplicon Sequence
Variants (ASVs) was completed with Dada2 (in R). Taxonomy
was assigned with Greengenes database v.13.8. 476 samples
were rarefied to 1028 sequences using phyloseq. Permutational
Analyses of Variance (PERMANOVA), pairwise comparisons
(with Bonferronni correction) and SIMPER analyses were
conducted using vegan and p <0.05.
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DISCUSSION

Fine-scale spatial differences in microbiome composition allow us to interrogate
factors driving microbiome shifts (including nutrient enrichment/pollution and
sedimentation), helping to untangle host-specific trends and to better understand
the overall causative factors of reef and island health.

Future detection of microbiome community shifts can provide indications of
change and reveal anthropogenic sighatures in the Mo’orea Island Socio-
Ecological Coral Reef System. Scientists can partner with community members to
highlight areas of interest for policy and management strategies.



