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Figure S1. Four examples of the I-TASSER and QUARK modeling for the FM targets
in the official CASP10 experiment which have the final model with a TM-score >0.4
(including T0666-D1, T0735-D2, T0737-D1 and T0756-D2). Left and right are
cartoons of the experimental structures and the predicted models, respectively, with
blue to red running from N- to C-terminals.



