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SUMMARY
nuclear their isolation and during subsequent protein using G1 phase barley root tip cell nuclei indicate that
d cell purification. The conventional multi-step fractionation flow sorting coupled with a protein/peptide
procedure is both laborious and liable to contamination. separation and mass spectrometry will permit a
We have developed a single step method based on flow comprehensive characterization of the plant nuclear
sorting. The method allows purification of G1, S and G2 proteome.
ase nuclei, and minimizes the risk of contamination

n-nuclear proteins. Preliminary results obtained

AIM OF THE STUDY

|. Developing a new protocol for purification of plant

nuclei:

» More efficient (identification of as yet unknown
plant nuclear proteins),

» More sensitive (low abundance proteins),

» Less time consuming (avoiding mechanical
homogenization of tissues, filtration, nuclei
solubilization, separation on a density gradient),

» Not altering nuclear proteins,

» Avoiding contamination by non-nuclear proteins.

2. Flow cytometric sorting
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Il. Identification of the plant nuclear proteins » 5 million of sorted nuclei for Deflection plates
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» Our approach can be extended 0
further to studying the chromosomal
proteome.

This research was supported by grants from the Czech Science Foundation (14-28443S, P501/12/G090), the National Program of Sustainability | (LO1204), the European Social Fund (Operational
Program Education for Competitiveness CZ.1.07/2.3.00/20.0165), and Internal Grant Agency of Palacky University, Olomouc (Prf/2013/003).




