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Conclustons

V' Utilizationof crudeglycerolwasfavoredby applyingALBEwhile growth profilesof EStgevealedphenotypeenhancementn termsof biomassormation.
V' Bothflow cytometryandlipid concentrationanalysisverifiedthat intracellularlipid levelsof EStswvere slightlyincreased
V' Initial changesin all derived EStsaffected nucleosomalstructure and regulation of transcription In the more differentiated ESts these changesglobally affected
membranetransportand protein transportprocesses
V' Geneontologyannotationanalysisshoweda similartrend in all EStseventhoughthey originatedfrom different ALEstrategies
V' Fermentationsn alab scalebioreactorare currentlyconductedto determinebiomassandlipid yieldsbetweenselectedESTsnd parentalstrain.
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