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L Visualization of H atoms in the X-ray crystal structure of photoactive yellow protein: Does it contain 6
4 low-barrier hydrogen bonds?. Protein Science, 2019, 28, 1966-1972 33

Quantitative assessment of chlorophyll types in cryo-EM maps of photosystem I acclimated to
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Glycerol binding at the narrow channel of photosystem Il stabilizes the low-spin S state of the

oxygen-evolving complex.. Photosynthesis Research, 2022, 1




