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Results Results Results

Introduction

To increase throughput and minimize AmAc buffer effect to complexes,
we also performed incubation for 5-min.

1. Multiplexed-compound screening 2. Gas phase affinity selection MS to pinpoint binding compounds 3. Single-compound screening

Targeted protein degradation targeting conventionally undruggable proteins is
a transformative approach in drug discovery. Molecular glues (MGs) achieve
this by enhancing weak intrinsic interactions between targets and E3 ligase,
enabling ubiquitin-proteasome-mediated degradation. While online affinity

Presence of non-volatiles prevents direct native MS measurement of
complexes and pre-column binding suffering from on-column dissociation

Goal: Increasing throughput by mixing multiple compounds per well To eliminate compound competition and ensure an excess molar ratio of

each compound to target complexes, we conducted the screening using Screening 1: Screening 2:
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