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US-SOMO main window
















IFT: Indirect Fourier Transform using Bayesian Analysis to generate P(r) vs. r
By Steen Hansen (see J. Appl. Cryst. (2014) 47, 1469-1471, and refs. therein)



















The HPLC-SAXS module: SEC-SAXS of aldolase

A homotetramer whose crystal structure has been solved







































When decomposing into separate I(t) curves,

a percent contribution from each Gaussian is
applied to the original data, avoiding smoothing.
The original SD are associated with each new I(t)
curve..
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Modeling

« “Balanced” supramolecular complexes of the aldolase
tetramer were generated by the ClusPro server
(https://cluspro.bu.edu/publications.php), filtered against the
averaged SAXS curves derived from each decomposed peak

* The final SAXS curves were computed by the WAXSIS
server (http://waxsis.uni-goettingen.de/) and compared with
the averaged SAXS curves using the SAS NNLS module of
US-SOMO















Automatic frame
averaging and
normalization







