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The fluorescence intensities ratio is not a reliable parameter for evaluation of protein unfolding
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Analysis of IgG kinetic stability by differential scanning calorimetry, probe fluorescence and light 76 14
scattering. Protein Science, 2017, 26, 2229-2239. :
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Protects the Protein from Denaturation. Biochemistry, 2012, 51, 3420-3432. 2:5 10
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Activity of NADH oxidase from Thermus thermophilus in water/alcohol binary mixtures is limited by
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