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Figures 2 and 4 in Eriksson & Nilsson (1999) European
Biophysics Journal 28, 102—111, have been swapped. The
diagramin figure 2 should replacethat in figure 4, and vice
versa.
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Fig. 2 Solid line, time evolution of the root mean sguare deviation
(rmsd, A) of the non-hydrogen atoms in ERE-(ERDBD), from the
energy minimized crystal structure; dashed line, total interaction en-
ergy (kcal/mol) between ERDBD 4 ; and ERE; dotted line, total inter-
action energy (kcal/mol) between ERDBD 5, and ERE. Thereisgap
inthe curves at around 175 ps, owing to an accidental loss of apiece
of trajectory during the equilibration

kcal/mole
- -200

-250

-300

-350

-400

-450

-500

-550

Y S T Y SV NPV TS TN NS NS I N SR R
100 200 300 400 500 600 700 800 900 1000 1100 1200 1300

time (ps)

Fig. 4 Time-evolution of the EREH-ERDBD,; simulation. Solid
ling, rmsd (A) of the non-hydrogen atoms in ERDBD,; from the
energy minimized crystal structure; dotted line, rmsd (A) of non-
hydrogen atoms in EREH; dashed line, total interaction energy
(kcal/mol) between ERDBD,; and EREH



