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Flavodoxin

Small molecule binding; Helicobacter pylori ; Drug design; Protein

stability; Protein cavity (Cremades, N. (115) 267)

Fluorescence

PNP; Guanine; Stopped-flow; Numerical integration (Dyugosz, M. (115)

xxx)

Folding pathways

Protein folding; Computer simulation (Kim, S.-Y. (115) 195)

Formate hydrogen lyase

[NiFe] Hyc hydrogenase; Ion exchange-coupled proton translocation;

Fermentation; Escherichia coli (Hakobyan, M. (115) xxx)

Fourier transform infrared spectroscopy

Circular dichroism; Enzyme I of the bacterial phosphoenol pyruvate:sugar

phosphotransferase system; Thermal unfolding (Hurtado-Gómez, E. (115)
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