FOXS Server: An Automatic Server for SAXS profile computation https://modbase.compbio.ucsf.edu/foxs/cgi/showRes2.pl?dirname...

Fast SAXS Profile Computation with Debye Formula
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NEW! MuliFoXS Now with conformational sampling and multi-state modelin

Can't see interactive display? Use old interface

>
‘»
c
o
€
o
o
JSmol
'—
PDB file show . . R # fit file png file
all/hide 9 atoms
all
Nup82_4_220.D L 166 104 400 1872 1669 Nup82 4 220 D 24366 03C SO76 0 Oi.dat Nup82 4 220 D 24366 03C S076 0 01.ong

Nup82_4_220_C L] 168 1.03 400 1873 1669 Nup82 4 220 C 24366 03C S076 0 Ol.dat Nup82 4 220 C 24366 03C S076 O 01.png

If you use FoXS, please cite:

D. Schneidman-Duhovny, M. Hammel, JA. Tainer, and A. Sali. Accurate SAXS profile computation and its assessment by contrast variation experiments.
Biophysical Journal 2013.

D. Schneidman-Duhovny, M. Hammel, and A. Sali. FOXS: A Web server for Rapid Computation and Fitting of SAXS Profiles. NAR 2010.38 Suppl:W540-4

Contact: dina@salilab.org

1of1 2/18/2016 2:16 PM



