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Figure S1. The MBARI HTCC2255:MBARI-C16 pangenome consists of 31 genomes, 19,250 genes,
and 2,872 gene clusters. Bars in the first 31 rings (counting from the innermost) represent the
occurrence of a gene cluster in a given genome. The next two rings describe the number of genomes
contributing to the gene cluster and the total number of genes in the gene cluster. The outermost
rings indicates whether gene cluster members are found in one clade or both (core genes).
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Figure S2. Confirmation step for candidate species-specific genes (those found
multiple times in the 31 genomes but only in one species) based on mapping
unassembled metagenomic reads. Plots on the left show genes with two identity
peaks at ~100% and ~84% identity; these were reclassified to core (shared) genes.
Plots on the right show genes with a single peak at ~100%; these were retained as
unique genes.
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Figure S3. Abundance of MBARI-HTCC2255 and MBARI-C16 cells in surface ocean
seawater. (a) Proportion of reads partitioning into the >5 um size fraction (black) com-
pared to the <5 um size fraction (shaded), summed across three Tara Oceans Expedi-
tion samples. (b) Relative genome abundance determined from reads mapping to core
functional genes of MBARI-HTCC2255 (gold shading) or MBARI-C16 (blue shading) in
coastal upwelling samples from the Tara Oceans Expedition, Galapagos Islands, and
Monterey Bay.
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Figure S4. Correlations of the ratio of MBARI-HTCC2255:MBARI-C16 cell
abundance to phytoplankton-related environmental parameters during the Fall
2016 Monterey Bay bloom. A. sanguinea, dinoflagellate species dominating the
bloom; DMSP1, total dimethylsulfoniopropionate concentrations (total = particulate
plus dissolved); **Correlation p value < 0.01.
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