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Table S1. Structure folding results on seven designed sequences by EvoDesign using three
independent methods of I-TASSER, SPARKS-X, and Rosetta.
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16UTA |No 090| 08| 092| 07| 086 | 1.2| 98% [0.92 | 0.7 | 100% | 063 | 29| 063 | 2.9
Yes | 095| 05| 092 | 06| 085| 1.1] 98% [0.93 | 05| 100% | 0.46 | 52| 054 | 4.0
s |No 060| 33| 062| 32| 057 | 34| 97% [0.98 | 0.3 | 100% | 0.38 | 95| 058 | 3.3
Yes | 086 15| 086 | 1.4 | 043 | 47| 94% (099 | 0.2 | 100% | 0.33| 82| 047 | 3.7
1BKRA |_NO 098] 04] 099 | 03| 091 | 1.9] 99% [095| 1.2| 99% | 047 | 53| 047 | 5.3
Yes | 099 03| 099 | 03] 095] 1.2] 99% [095| 12| 99% | 0.73| 27| 073 | 2.7
1Taya |No 086| 1.9 086 | 19| 0.85| 2.0 | 93% [095| 1.1 | 98% | 057 | 49| 057 | 49
Yes | 085 18| 088 | 1.7] 082 | 24| 94% [085| 19| 93% | 052| 55| 052 | 55
2GMYA |NO 097 | 1.0 097 | 10| 095 | 1.8 [100% [0.95 | 1.8 | 100% | 0.33 | 124 | 0.39 | 9.3
Yes | 099 03| 099 | 03] 082] 31| 97% [0.99 | 05| 100% | 037 | 9.9 | 038 | 8.8
1y2sa |_NO 088 | 23] 092| 14| 081 | 6.7 | 88% [0.95| 1.2 | 99% | 0.48 | 10.8 | 0.48 | 10.8
Yes | 095 12| 095| 1.0| 093] 16| 98% [093 | 16| 98% | 0.29 | 14.0 | 0.38 | 11.9
opTHA |-NO 093] 1.7] 093] 17| 022 [17.1] 79% |0.76 | 45| 91% | 0.23 | 16.7 | 0.24 | 14.8
Yes | 098] 09| 098] 09| 09| 21| 97% [0.99 | 0.2 | 100% | 0.28 | 154 | 0.36 | 9.9
Average No 087 | 16| 089 | 14| 074 | 49]93% (092 | 15| 98% | 0.44| 89| 048] 7.3
Yes | 094 09| 094 | 09| 081 ] 23| 96% [095| 09| 98% | 0.43| 87| 0.48| 6.6




