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Contact us

Data analysis software ATSAS 3.2.1

A program suite for small-angle scattering data analysis from biological macromolecules . ﬁn$}_—rd) ’ G)%t/_\} \o W f ~an
Experimental data processing l B I OSAS ".F L—é b ! '} ll D J /
PRIMUS - GUI for manipulations and primary analysis of experimental 1D SAS data N
CHROMIXS - GUI for visualisation and processing of SEC-SAXS data *% / ? 7— \l \J J I\ I ’ I J; %*IJ % D I HE
GNOM - indirect transform program that evaluates the pair distance distribution function p(r) i

Command-line data manipulation and analysis tools - AUTORG, DATGNOM, DATOP etc. ﬁn *)-:I_ — I\ 9 ~ AN I<
Ab initio modelling SAS q: 0) j : J C ; '\ / S

DAMMIN - ab initio shape determination using a "dummy atom" model

—_
DAMMIF - rapid shape determination J; , ’ 7— — \\J /' 7 J I ' —
GASBOR - reconstruction of a protein structure by a chain-like ensemble of dummy residues _

MONSA - shape determination using @ multiphase dummy atom model

Rigid body modelling 600 - ~ 3000
SASREF - modelling of multisubunit complexes

CORAL - modelling of multidomain protein complexes against multiple data sets
BUNCH - modelling of multidomain proteins against multiple data sets

GLOBSYMM - rigid body modelling of symmetric oligomers » 500 - = 2500
Mixtures and flexible systems g
OLIGOMER - volume fractions of mixtures with known scattering intensities from the components -
MIXTURE - modelling of multicomponent systems (ﬁ 400 - b 2000
EOM - Ensemble Optimization Method for flexible and disordered proteins ,2
SREFLEX - flexible normal mode analysis (NMA) refinement of high-resolution protein models 3
NMATOR - generate RNA/DNA/protein conformations using NMA in dihedral/torsion angle space =]

2 300- - 1500
Model evaluation and manipulation “5
CRYSOL - compute solution X-ray scattering patterns from atomic structures, compare/fit to experimental data =
CRYSON - computeffit neutron scattering patterns Q
CIFSUP - superimpose one atomic or bead model onto another e 200~ 2 - 1000
DAMAVER - align ab initio models, select the most typical one E
SASpy - PyMOL plugin, a point-and-click interface for CRYSOL, SUPALM, SASREF, SREFLEX g

- 500

Manuals

Essential ATSAS tools that you need for SAX...

30 ATSAS tools
in 24 minytes — BioSAS Publications
> --- ATSAS citation
— ATSAS Download

--- ATSAS online user

number of unique users
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Bernado, P., Shimizu, N. et al. (2018) Biochim.

SWE15A. ENSsHUTSHCAIELRES . - - Biophys. Acta - Gen. Subj. 1862, 253-274.
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Biological Small Angle Scattering: Techniques, Strategies and Tips

B. Chaudhuri, I. G. Mufioz, S. Qian and V. S. Urban (editors)

Advances in Experimental Medicine and Biology 1009, Springer Nature Singapore (2017).

Publication guideline for SAS data. 2012(CF&{T. 2017, 2023 (CRETRRZFEIT,

* Publication guidelines for structural modelling of small-angle scattering data from biomolecules in solution.
Jacques et al. (2012) Acta Cryst. D68, 620-626. https://doi.org/10.1107/50907444912012073

* 2017 publication guidelines for structural modelling of small-angle scattering data from biomolecules in
solution: an update. Trewhella et al. (2017) Acta Cryst. D73, 710-728.

https://doi.org/10.1107/52059798317011597

* 2023 update of template tables for reporting biomolecular structural modelling of small-angle scattering
data. Trewhella et al. (2023) Acta Cryst. D79, 122-132. https://doi.org/10.1107/52059798322012141

BIOSASMTutorial’R—=> (BIOISIS.net) . Zl2 L. KFEDODR—Z(FEHEESNTUL
EDOEDOT., COYA hEAREICIREINZIREXRFEDORZLEDR—2,

https://www1l.gifu-u.ac.jp/~fujilab/bio html/index.html
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@ KEDOETYEHEEZAPSD). B. HopkinstETH FIFE UTZBioSAXST — S DERMTY T
N"J 1 J7BioXTAS RAWDTutorial -1 o RAWZ /R — X (CSAXSIC 9 DTutorial
ERHETNTWLS,

https://bioxtas-raw.readthedocs.io/en/latest/index.html

® E5ECMEUIZVLAN
* Small Angle X-ray and Neutron Scattering from Solutions of Biological Macromolecules
D. I. Svergun, M. H. J. Koch, P. A. Timmins and R. P. May
IUCr Texts on Crystallography 19, Oxford University Press (2013).
* Small Angle X-ray Scattering. O. Glatter and O. Kratky (editors) — Academic Press (1982).
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e Structure Analysis by Small-Angle X-ray and Neutron Scattering. L. A. Feigin and D.l. Svergun.
Springer New York (1987)
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