
http://crossmark.crossref.org/dialog/?doi=10.7324/JAPS.2023.10012&domain=pdf
http://orcid.org/0000-0001-6474-2319
http://orcid.org/0000-0003-0968-6830
http://orcid.org/0000-0003-1627-1553




























Prasetiya et al. / Journal of Applied Pharmaceutical Science 13 (06); 2023: 068-086082

Figure 3. RMSF analysis of the 303 amino acid residues making up the B-Raf V600E receptor during the 200 ns simulation. The difference between the native 
and mutant RMSF is indicated by the residue areas 30–50 and residues 160–175, as well as the end of the chain, namely, residues 280–303. Data visualization 
using the ggplot program in JupyterLab.
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