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check for
updates

The authors wish to make the following correction to their paper [1]:
The Figures 2 and 5 have some irregular typesetting. The corrected Figures 2 and 5 should be:

+  Gel-based top-down proteomics is a
visual analysis platform that is highly
efficient for the separation of individual
proteoforms prior to MS analysis

+  Avariety of highly sensitive protein dyes
are available for the visualization of a
wide dynamic range of proteoforms

+ Gel-based proteomics is one of the most
multipurpose means for the analysis of
complex proteomes and can be combined
with PTM analyses

+ Robust 1D and 2D gel-based protein
separation systems are suitable for large-
scale comparative proteomic studies

+  2DGE approaches directly visualize
discrete 2D spots for the exact evaluation
of pl-values and relative molecular mass

+  Specialized 2DGE techniques, such as
2D-DIGE, avoid gel-to-gel variations by
the differential labelling of proteins prior
to separation on the same 2D gel system

Gel-based top-down proteomics is
associated with prolonged periods of
sample preparation and complex isolation
steps, which may cause protein
modifications prior to MS analysis

Both 1DGE and 2DGE-based top-down
proteomic approaches may under-
represent certain types of protein

Routine 2DGE does usually not properly ‘
separate high-molecular-mass proteins,

highly hydrophobic proteins, low- !
abundance proteins and proteoforms with |
extremely low or high pl-values |

Potential analytical limitations of 2DGE
approaches may occur in the case of the
restricted separation of complex mixtures
of proteoforms, technical issues with gel-
to-gel variations, the cross-contamination
of individual 2D spots through highly
abundant protein species, and the
heterogeneous composition of large or
partially overlapping 2D spots

Figure 2. Overview of the bioanalytical advantages versus potential technical limitations of gel-based

top-down proteomics, especially in relation to two-dimensional gel electrophoresis (2DGE) approaches.
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Figure 5. Overview of fluorescence two-dimensional difference in-gel electrophoresis (2D-DIGE)
techniques for the comparative analysis of proteoforms. The upper panel shows the two main DIGE
approaches for the systematic pre-electrophoretic labelling of protein fractions using fluorescent CyDyes.
These methods utilise minimal sub-stochiometric labelling of assessable lysines in proteins or saturation
labelling of assessable cysteines in proteins. The lower panel outlines three-dye (Cy2, Cy3, Cy5) versus
two-dye (Cy3, Cyb5) DIGE labelling methodology.
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