Abe is searching for Process Outputs that have had a Digestion process run with the enzyme Chymotrypsin and a temperature that was > 38.2 C.  He only wants Process Outputs that are from Submitted Samples that are of type treated.  Abe specifies the query, hits the Search button in Advanced Search and gets results.
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After Abe hits the search button, the area where the results table displays the message:  “The system is searching for the requested information.  This may take a few minutes.”


In this example, “enzyme” is the built in process level field for the Digestion process, “temperature” is a process output UDF on the Digestion process and “type” is a submitted sample UDF.

Process Output must be added to the “I’m searching for” drop down.

A search for a Process Output will search on all types of process outputs, which includes the following list:

· Analytes

· Files

· Gel spots

· Hybridized arrays

· Scanned arrays

· 1D gels

· 2D gels

· Images

· Spot lists

· Image annotation lists

Any output UDFs that are configured for these Process Outputs will also be searchable when searching for a Process Type that has the output UDF configured.

All Advanced Search drop downs will be sorted alphabetically as they are in Proteus and Geneus 5.0.

The first drop down for search criteria for Process Output will contain:

· Process

· File

· Sample

· Gel 1D

· Gel 2D

· Image

· Lab

· Peptide Hit

· Project

· Protein Hit

· Researcher

· Experiment

· Hybridized Arrays

· Scanned Arrays

· Spot Lists

· Image Annotation Lists

All of the non-process choices will behave as they do in Proteus and Geneus 5.0.  Output types that are specific to Proteus will not show up in a Geneus only installation and output types that are specific to Geneus will not show up in a Proteus only installation.

When Abe chooses Process from the first drop down menu, there will be an additional menu that lists all of the processes by Process Type Name.  This list will be sorted in alphabetical order, like the rest of the drop down menus in Advances Search.  

When Process is chosen from the first drop down and a specific process is chosen from the second drop down, the third drop down will contain the same set of fields that are currently available when a process is chosen.  This list includes:

· Date Run

· Instrument and software information

· Process LIMS ID

· Researcher information

· Process UDFs and UDFS within UDTs

· UDTs

In addition, output UDFs that are configured for the process will be available in the drop down menu.  If the process is configured with more than one type of output (e.g., file and analyte), then the output type will be pre-pended onto the output UDF name so that it is clear which output type the UDF is for.

The operators (=, contains, etc.) for each choice will be the same as Proteus and Geneus 5.0 and will depend on whether the field being searched is text, numeric, or a date.  In addition, there will be a choice for “the process has been run” and a choice for “the process has not been run”.  This will allow users to search for outputs where the next process in the workflow has not been run.  See Section 8 for additional description.

If any of the results are from processes whose output types are files, then the search will return the files when there are files attached and the file placeholders if there are not files attached.

If the search returns outputs of two different types, then the table will list all of the outputs and the columns that are specific for an output type will be filled in only for results of that type.

If the search returns outputs of two different types, then the table will list all of the outputs and the columns that are specific for an output type will be filled in only for results of that type.
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Currently Digestion Enzymes, Databases and Ratings are not searchable in Proteus or Geneus 5.0.  These all need to be added as searchable fields in the appropriate context.

Digestion Enzymes need to be searchable as part of the Digestion process.

Databases and Ratings need to be searchable as part of Protein Search processes.

Abe double clicks on the first result and is taken to the process summary where he can see that Process Output highlighted both in the output list and in the genealogy.  If the process output happens to be somewhere in the output list or genealogy that is not visible when the tab first opens, then the LIMS must auto-scroll so that the highlighted output is visible.
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Abe will be taken to the process singleview of the process that produced the output and the output will be highlighted in both the output list of the I/O explorer and the genealogy.  If the process output that Abe has selected is part of a large number of process outputs in the I/O explorer, then the output list must scroll so that the highlighted output is chosen.  Similarly, if the output is part of a large genealogy, then the genealogy must scroll to show the output on the screen.

In other words, both the process output and its location in the genealogy must be visible without scrolling or resizing.

If Abe right clicks with one or more of the search results highlighted, he gets a menu with the following choices:

· Run Process

Separator

· View

· Add to Protein/Peptide Comparison (Proteus only)

Separator

· Copy all to Clipboard

· Copy Selection to Clipboard

· Print Table…

· Save Table As…

· Copy LIMS IDs to Clipboard

· Search With

