Directed Evolution Research in the Arnold Lab
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Bringing New Elements to Life: C-Si/B Bond Formation
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Exploring Non-Native Heme Protein Chemistry
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Carbene Chemistry with Heme Proteins
New Enzymatic Approaches to Strained Carbocycles
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Nitrene Chemistry

Aziridine Formation through Nitrene Transfer
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C-H Bond Insertion of Nitrene
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Regiodivergency of nitrene intramolecular C—H insertion:
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Intermolecular C—H amination
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anti-Markovnikov Alkene Oxidation
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The work displayed on this poster is an overview of research performed by many Arnold lab members over the past five years.
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Synthesis of Tryptophan Analogs

OéY\OPO?,Z_
NH,

Engineering Allosteric Activation in TrpB
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Synthesis of Non-Canonical Amino Acids
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Methods in Protein Engineering

Machine Learning

We use a variety of machine learning
algorithms to predict regions of
sequence space that have protein
properties that we seek, such as
thermostability or activity, while
avoiding regions that do not.
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