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Figure 3: Cytomchrome C
(A) The conservation coloring profile from the ConSurf-DB repository, mapped onto a space-filling representation of the protein. The conservation coloring scale is shown below. The HEME group, in stick representation, is colored green. (B) The same view as calculated by the ConSurf server using default parameters. (C) The conservation coloring profile, as calculated using the Evolutionary Trace Viewer Wizard using default parameters. (D) The functional site in hot/cold color scheme as predicted by the SiteFiNDER|3D server using the MSA created by ConSurf-DB. (E) The patches found by HotPatch server using “Generic Functional Site” search.

Notes

The Evolutionary Trace Viewer analysis (C) and SiteFiNDER|3D prediction (D) resemble ConSurf-DB and show important (conserved) regions surrounding the HEME binding site. However, while ConSurf-DB marks the entire region with the highest conservation level (1A, maroon), both the Evolutionary Trace Viewer and SiteFiNDER|3D divide it into different categories. Whether the division into different levels of importance is justified remains to be examined in wet-lab experiments.

In a HotPatch default analysis for predicting a “Generic Functional Site” two patches were found (E, red and green). Out of the total of 6 residues in these patches ConSurf-DB marks 5 as part of the most highly conserved region while the sixth is marked in the second highly conserved region.

_1282974526

_1282981779

_1282990337

_1282974418

