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Figure 16: Optimization trajectories for CASP target T1043-D1. the scatter plot shows the sampled pLDDT
and RMSD across all trajectories. The dotted lines show the initial pLDDT and RMSD (root-mean-squared-
distance to native structure) using the MSA from MMseqs2. The native structure is rainbow colored, and
the predictions are overlaid and colored white. After maximizing the con dence metric, the structure with
the max pLDDT (circled) is shown in the after column. For other targets see Figure 4.
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