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carbon monoxide. Biochemistry, 1988, 27, 6901-6908.

New twists on an old story: hemoglobin. Trends in Biochemical Sciences, 1988, 13, 465-467. 7.5 11

Gasa€solution microcalorimeter for determining heat binding curves. Review of Scientific Instruments,
1987, 58, 632-638.

Nesting: hierarchies of allosteric interactions.. Proceedings of the National Academy of Sciences of 71 -
the United States of America, 1987, 84, 1891-1895. )

Carbon dioxide and oxygen linkage in human hemoglobin tetramers. Journal of Molecular Biology,
1987, 196, 927-934.
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