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71 PrinciplesOforOcomputationalOdesignOofObindingOantibodiesdOProceedingsnofnthenNationalnAcademynofn
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53 RestrictedOsidechainOplasticityOinOtheOstructuresOofOnativeOproteinsOandOcomplexesdOProteinnSciencebO
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35 HighcaccuracyOmodelingOofOantibodyOstructuresObyOaOsearchOforOminimumcenergyOrecombinationOofO
backboneOfragmentsdOProteins:nStructure,nFunctionnandnBioinformaticsbO2017bOnkbOifcin 4.2 14
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21 yommunitycWideOExperimentalOEvaluationOofOtheOPROSSOStabilityczesignOMethoddOJournalnofn
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4 yomputationalOEnzymeOEngineeringOPipelinesOforOOptimizedOProductionOofORenewableOyhemicalsdO
FrontiersninnBioengineeringnandnBiotechnologybO2021bOobOlmiffk 5.8 1
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