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[bookmark: _GoBack]Brief description of protocol and relation to export pathways: Microbial remineralization culture experiments were set up as seawater dilution cultures in which a source microbial assemblage (EZ or MZ) was inoculated into a naturally occurring seawater media i.e. 0.2 μm filtrate (EZ or MZ; DOM and nutrients) (Carlson et al. 2004). The culture was incubated at in situ temperatures (maintained in upright incubators) in the dark for days to weeks. Samples monitoring changes in bacterioplankton abundance, DOM concentrations and dissolved combined amino acid or dissolved combined neutral concentrations were collected from experiments at regular intervals for periods of days to weeks. Bacterial growth efficiency (BGE) will be obtained from concomitant changes in DOC concentration and bacterial carbon (Wear et al, 2015). DNA and RNA samples were also collected to assess changes in microbial community and function (in conjunction with S. Gifford). 
Data generated from microbial remineralization experiments are relevant to Question SQ1a and SQ1b and essential to quantify the fraction of seasonally accumulated DOM that is bioavailable to microbial remineralization at surface versus how much survives degradation and is available for export during physical mixing (i.e. export potential). In addition, microbial remineralization experiments with mesopelagic microbes and surface accumulated DOM will simulate/investigate microbial responses to export events. 
Other contributing protocols: O2 respiration measurements (Scott Gifford),16S rRNA gene phylogeny and transcriptomics (Scott Gifford), DNA sample collection, bulk DOC stocks, DOM composition and bacterial abundances. 

Uncertainties and quality control concerns: All experimental treatments for microbial remineralization experiments will be replicated and each experiment will be conducted at least three times per Lagrangian cruise to assess variability among ECC states. 
Data products originating with this method: 
	Parameter
	Units

	DOC Removal Rate (over incubation)
	mol C L-1 day-1

	Bioavailable DOC (over incubation)
	mol C L-1, and % of total DOC

	DCAA or DCNS (Change / diagenetic index)
	nmol L-1, relative contribution

	Bacterioplankton counts
	Cells L-1

	BGE
	%

	Bacterial community structure
	Relative contribution of OTUs
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