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1. Abstract 4. Carterra LSAXT: TOCRIScreen Kinase Inhibitor Library 3.0 Screen

Kinases remain an attractive drug discovery target class across many therapeutic areas. In Using the Carterra LSAXT HT-SPR, 87 of CarnaBio’s BTN-kinases and off-target proteins were captured to multiple densities at 384 locations on an SAD200M sensor chip (in HBS, 0.005% Tween-20, 5% glycerol, 0.5 mg/mL BSA, pH
order to dig deeper into this target class, various inhibitory mechanisms beyond ATP- 7.4 @ 15° C). The Biotechne TOCRIScreen™ Kinase Inhibitor 3.0 library (Cat. No. 7844) was screened at 1 uM (in HBS, 0.005% Tween-20, 5 mM MgCl,, 5% glycerol, 1 mM DTT, pH 7.4) for binding to the kinase panel. Selected
competition are actively under investigation including covalency, allosteric inhibition, inhibitors were re-tested in a two-fold dilution series starting at concentrations up to 2 uM. b- t h ,
protein degradation, or partners for molecular glues. | | - . |G' eC | ne
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provide quality kinetic data, which may help guide programs in the direction of increased
success at later stages, and ultimately in the clinic.

5. Carterra ULTRA: 1000 Fragment Maybridge Ro3 Diversity Library Screen

The new Carterra ULTRA was used to capture over 100 of CarnaBio’s BTN-kinases to the SAD200M chip at an approx. density of 10,000 RU per kinase. The Maybridge Ro3 core 1000 diversity fragment library was screened at 200
uM (in HBS, 0.005% Tween-20, 5 mM MgCl,, 5% glycerol, 1 mM DTT, pH 7.4 ) in duplicate at 10 ° C, in one continuous experiment over 3 days. Over 125,000 interactions were recorded. Binding levels were normalized using

2. CarnaBio’s Biotinylated Kinases

positive control (AMPPNP) responses, and data was exported from Carterra Kinetics software to Datawarrior (https://openmolecules.org) for initial SAR analysis. s 2nd 3rd ath 5th
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Reference: 1‘The drug-target residence time model: a 10-year retrospective’, Robert A. Copeland, Nature Reviews Drug Discovery, 2016.
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