Figure 5:Creation of image stacks. Users are able to create an image stack
from the results of a particle selection routine, filtering the particles by the
confidence of the CTF estimation, the particle correlation (if an automatic particle
picker was used), or by defocus limits. Popup documentation is displayed
describing the “box size” parameter. The resulting stack is summarized online,
with an averaged image of all the particles comprising the stack. From this point
the user may examine the individual particles within the stack, center the

particles using EMAN’scenalignint, or create a subset of the stack.

Supplementary Figure 1:From projects to experiments. The project database
(A) stores information about all projects at NRAMM, and can be viewed from the
project web pages. Clicking on the name of any project will navigate to a page
with information specific to the project, and provide a list of all Leginon data
acquisition experiments that have been run (B). A brief experiment description is
displayed along with the total number of images collected, and the duration of the
experiment. Clicking on the experiment name will bring up the Leginon image
viewer, by which users can examine all the images collected during the
experiment (C). Clicking on the “summary” link will guide users to a page
containing summarized plots and charts describing the data collected for that

experiment (D).
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Supplementary Figure 2:Results of reference-free classification. Initial
alignment of the particles is performed through a web form, and the resulting
eigenimages can be selected for classification through the “average particles into
classes” link on this page. The classification results and variances can be
viewed online by the appropriate links that appear upon completion of the

processing.

Supplementary Figure 3:Launching an Appion EMAN reconstruction. Users
create a refinement schema that combines procedures from EMAN with other
processing steps. A. Clicking on this button will set defaults for the first iteration
based on the number of particles in the selected stack and its box size and
particle radius. B. The parameters for all completed reconstructions pertaining
to the current project are displayed in this pull-down. Selection of any of these
reconstruction schemas will populate the form with an identical set of iterations
and parameters. C. This row displays the current parameters available for the
selected reconstruction, with mouse-over popup documentation. D. The entered
parameters for one iteration of refinement. E. Selecting this button will create a
duplicate iteration that will appear below the selected iteration. F. The status of

the reconstruction as it proceeds can be viewed online.

Supplementary Figure 4.The exemplar reconstruction summary. Upon
completion of a 3-dimensional refinement, the user selects the most well-refined

density from the reconstruction report page, which creates this summary page.
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All information and metadata leading to this reconstruction are summarized, with

a textual summary appearing at the bottom.
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