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Supplementary Figure 1. MG-RAST subsystem clustering in the six metatranscriptome samples.
The six experimental copepod incubation samples were nearly identical in functional gene
expression at the subsystem level and were pooled for further analyses.
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Supplementary Figure 2. Taxa-specific subsystems composition. Transcripts were assigned to a
family and subsystem within MG-RAST. Gammaproteobacterial families with the highest
number of transcripts are shown along with Rhodobacteraceae and Flavobacteriaceae.



