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The robustness of the final model is improved by increasing the size and Figure 2: Radial distribution functions computed using the ForceBalance-generated water model (green lines) and ForceBalance is open-source and available for free on the web at
diversity of the reference data set. comparison to two experimental measurements by Soper (blue dots). The agreement is generally good but some https://simtk.org/home/forcebalance .

overstructuring is present, possibly due to the neglect of nuclear quantum effects.



