Stargazer-2

DSLS INSTRUMENT FOR THE THERMOSTABILITY ANALYSIS OF PROTEINS

] LABEL-FREE TECHNOLOGY
T ; ;
Stargazer-2 measures protein aggregation through the

‘ scattering of visible light. No fluorescent probes are used,

| meaning samples which were previously difficult to screen

‘ using DSF are now readily accessible using Stargazer-2’s
label-free DSLS technique.

‘ 10 - 95°C OPERATION

ﬂ 384-well microplates, heating rates up to 5°C/minute, and a
( short cool-off time translates into high-throughput experi-
ments and fast results.

SAMPLES AS LOW AS 2.5 uL

Using a standard low-volume 384-well optical bottom

microplate, Stargazer-2 is capable of simultaneously collect-

ing data from up to 383 samples per experiment. (Well A24 is
‘ reserved for use by the instrument.) To conserve valuable
| reagents, Stargazer-2 can detect aggregation in sample

volumes as low as 2.5 pL/well. Typical protein concentrations
| used range from 0.05 mg/mL to 1 mg/mL.

wm” ADVANCED SOFTWARE

Method-based experiments in the Magellanic control software
allow users to customize the operations of Stargazer-2 to
their needs. Automated data processing using Stargazer-AIR
lets users quickly analyze data. Export plugins provide Excel,
BioActive, and LIMS compatibility. Optional online software
updates ensure an up-to-date user experience.

Stargazer- )

STARGAZER-2 is Epiphyte3’s second-generation DSLS instrument, designed to study the thermal stability of
proteins. Using the label-free differential static light scattering technique pioneered by our scientists and engineers,
Stargazer-2 measures the aggregation of protein in a 384-well microplate under controlled thermal conditions. This

thermal aggregation assay can be used for many applications:
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» Thermal stability analysis of proteins using temperature scanning & isothermal methods
» Formulation development of therapeutic monoclonal antibodies

* Characterization of membrane proteins

» Comparison of ligand specificity, including substrates, co-factors, inhibitors, etc.

* Validation of HTS hits

* Quality control of protein biologics

* Focused library screening for buffer optimization, protein crystallization, chemical biology

» Comparison of stability of SNP proteins
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The Magellanic instrument control software allows users
to create, share, and modify methods.
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Multiple well regressions

Histogram of selected wells

Stargazer-AIR automatically processes experiment data and
provides users with powerful data analysis tools.
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Visit our website for more publications and application notes.

TECHNICAL SUMMARY
Scattering wavelength: 620nm (other wavelengths, inquire)
Sample temperature range: 10 - 95°C, 0.1 - 5.0°C/minute
Number of samples: 1 - 383 samples (well A24 reserved)
Sample volume: 2.5 - 50pL (average 0.1 mg/mL concentration)
Protein consumption: 100ug / microplate (383 x 2.5uL @ 0.1 mg/mL)
Approved microplates: Corning 3540, Nunc 242764
Physical dimensions: 40 x 43 x 75cm (W x D x H), 50kg
Power: 10A, 100-240VAC, 50-60Hz, 1®
Included Software: Stargazer-Magellanic, Stargazer-AIR
Computer: Two USB 2.0 ports available, 3 GB RAM minimum
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