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Number of proteins 1697

Instance allocation and LTI
deallocation

Structural domains 832 de-novo, 1440 homology

Number of models 22°720°000
Total CPU hours needed 800’000
Bacteria / Protein Genome
preparations sequencing
Structural domains modeled on the Cloud 249 out of 832 de-novo
Rosetta 3D
Folding Genome Number parallel Cloud CPU resources up to 1008
dicti comparison
Prediction Net CPU hours processed ~249'000
Number of jobs ~ 36’000

Number of models

~ 2300000



