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Yaamini Venkataraman', Steven B. Roberts', Emma Timmins-Schiffman?

‘University of Washington School of Aquatic and Fishery Sciences, “University of Washington Genome Sciences

DATA-INDEPENDENT PROTEOMICS

*Pacific oysters (Crassostrea gigas) RESULTS: Expression of 6,688 proteins was characterized in oysters from five sites in Puget
provides ecosystem services and are a Sound using shotgun proteomic approaches. Numerous bioloigcal processes were identified as

significant aquaculture product’ . . » . . .
, Siscepﬁbb f'o ocean ac'iodiﬁcation ang impacted based on environmental conditions and will provide basis for future work.
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*Five experimental sites: Case Inlet, Fidalgo Bay, Port Gamble Bay, Skokomish
River Delta, and Willapa Bay
*Qutplanted 150 adult sibling C. gigas, 30 per site
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FUTURE DIRECTIONS

*Eelgrass presence: assess effect of large-scale ecological interactions Fishery Sciences for funding this work

*Continuous environmental chemistry monitoring *Preliminary insight demonstrates how select proteins are impacted by different ;qLWﬁ;(j}HS':h':if“ht'fJfzofgfﬁé‘%’;df;yttfb“”yffb”t/
* Gill tissue collected after one month environmental conditions ggas-changes in metaboi patways and herma esporise Mar drugs 2010, 8(8):2318-2330.
*Data-independent mass spectrometry and shotgun proteomic methods used *Use data-specific peptide spectra
to generate peptide spectra for samples*? *Repeat proteomic analyses with increased sample size . Timmine.Senfman E ot o, 201, ntgreing Discovey-Drven Proteomcs and Selecied
*Protein abundance data based on oyster seed spectra*” *Develop targeted assay for stress-related proteins oR OO, | et eprodueveHaion




