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ASTRA

RRID:SCR_016255
Type: Tool

Proper Citation

ASTRA (RRID:SCR_016255)

Resource Information

URL.: https://www.wyatt.com/products/software/astra.html

Proper Citation: ASTRA (RRID:SCR_016255)

Description: Software for the characterization of macromolecules and nanoparticles via
multi-angle and dynamic light scattering. It simplifies MALS and DLS analysis for
assessment of molar mass, size, conformation, conjugation, and other essential physical
parameters.

Synonyms: ASTRAG, Wyatt Technologies ASTRA, ASTRA Software

Resource Type: software toolkit, data analysis software, software application, software
resource, data processing software

Keywords: macromolecule, nanopatrticle, light, scattering, mals, dlIs, hplc, sequence,
processing

Resource Name: ASTRA
Resource ID: SCR_016255
Record Creation Time: 20220129T080329+0000

Record Last Update: 20260801T190532+0000

Ratings and Alerts
No rating or validation information has been found for ASTRA.

No alerts have been found for ASTRA.

Data and Source Information


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016255/resolver
https://www.wyatt.com/products/software/astra.html

Source: SciCrunch Registry

Usage and Citation Metrics
We found 88 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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