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A magnetic rack and the Evotip loading module were used as special labware on the Opentrons for the To demonstrate clinical applicability, we tested a sample cohort of 96 plasma samples collected from 48 patients
end-to-end workflow based on PAC digestion. Hydroxyl beads (Resyn Biosciences) were used for aggregation. diagnosed with the incurable autoimmune disease, systemic sclerosis, where diagnosis in an early phase is still
The total time to process 96 samples from protein to peptides loaded on Evotips were 2%2 hours. difficult due to lack of symptoms, and compared these to plasma samples from 48 healthy control individuals.
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| 3 RT 37 47 Automated sample preparation workflows require faster chromatography. We have developed a robust method
We have designed a pneumatic 8-channel module with an MTP footprint. The device uses positive air pressure to Y 2 with 500 samples analyzed per day with two minutes gradient time. For high throughput analysis of complex
push liquid through the Evotip. Each tip is monitored individually with vision software. A modified loading protocol 0 samples, highest peak capacity in the shortest time is a relevant measure, which is achieved by the fastest method.
for automation were benchmarked against the standard manual loading protocol with the 100 SPD method. e ——— — _
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Step 7 Reproducibility of identifications with 48 replicate digestions of 50 ug protein. Protein starting amount (ug) SPD SPD SPD cv Rank
Push until ~1cm Evotip loading module is Peak capacity (total and per minute) CV distribution for all peptides Dynamic range for proteins
from C18 material not yet commercially available. Protein dilution series, where peptides are loaded either manually or wih loading module. for ultra fast methods. identified across methods. identified across all methods.
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