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High-density array
6,144 samples/plate

Sample spotting
50 nL

Complex biosamples

Pin-tool transfer

Automated sample manipulation
Fluid handling robotics
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High-throughput
DESI-MS

>1 sample per second
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inhibitors

Label-free characterization
of new biological targets

using their native substrates

AChE covalent inhibition
kinetics studied with chemical

warfare agent simulants

Bacteria can be
directly analyzed and

rapidly classified

The production of 
new natural products

 can be monitored

Screening campaigns
(15,000+ compounds)
Z’-scores: 0.78-0.81

Image
recognition

Direct agar plate analysis
Shortest-path

heuristics
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Label-free competitive
opioid receptor
binding assays New late-stage functionalized

analogs can be readily tested
for SAR studies

Spectral libraries can be
rapidly generate with sub-ng

amounts of material
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MassLynx

AutoLynx
AutoDESI

VENUS

Custom User Interface

Workflow file

Centroid raw data

Custom App

Seamless Driver

Pin-tool
wash station

Pin-tool
fan station

Pin-tool
home positon

Additional pin-tool
wash trays

50 uL nested
tip racks

1 mL framed
tip racks

300 uL nested
tip racks

32-position carriers
(0.5, 1, 2 mL)

24-position carrier
(15 mL)

60-mL carriers

200-mL carriers

Active plate nest Entry/exit
devices

Waste

Plate positions

384 tip racks

DESI plate

Custom 3D printed holder

8 
cm

11.6 cm

DESI plate on 3D-printed holder
at open landing position

Camera

Plate detection sensor

Analysis position

      New-generation HT DESI-MS
technology for drug discovery
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