Excellence in Separations

Purification of subcelluar organelles and membrane compartments
from Saccharomyces cerevisiae — a bibliography

This Reference List covers all published papers that have reported the use of iodixanol gradients for the
purification of organelles and membrane compartments from yeast (Saccharomyces cerevisiae) spheroplasts. For

detailed protocols please refer to the following OptiPrep™ Application Sheets, which can be accessed from the
following section: “Subcellular Membranes (Non-mammalian)”.

Endosomes, endoplasmic reticulum, Golgi, TGN and vacuoles see Application Sheet S53

Membrane trafficking (vacuole, Cvt vesicles etc) see Application Sheet S52
Mitochondria see Application Sheet S17
Peroxisomes see Application Sheet S57

See also Reference List RS09 “Lipid rich detergent-resistant membranes from non-mammalian
sources — a bibliography”, this contains a section on yeast analysis.

See also Reference List RS13 “Resolution of soluble cytosolic proteins from membrane vesicles
and organelles — a bibliography”; this contains a section on yeast analysis.

Both RS09 and RS13 have sections on yeast.

In the following bibliography the published papers have been sorted according to the principal membrane
compartments under study or research topic and listed alphabetically according to first author. Key words are
highlighted in blue.
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