HANDOUT for Editor Training: Wed April 11, 2007
1. Agenda:

a. Review of editing features, changes and remaining issues – approx 1 hour

b. Hands on – approx 2 hours
PART I – Review of Features

2. Basic Editing

a. Basic data – All the full syns are grouped in the basic data pane.  Includes Term name, term group, term source, source code.

i. Edit Concept (Class)
1. Edit Full Syn with pencil icon
2. Add Def with the add icon and observe that the qualifiers automatically added.

3. Delete Full Syn with the delete icon.

4. Change the term type of a full syn.  (This is an example of a complex property.)
5. Show review (It shows the current state (before save)
6. Save

ii. Notes

1. Can switch between editing tabs before saving
2. After save, the save option is no longer there.

3. Review button shows whole concept, and shows also what you have NOT yet saved, but will not automatically refresh.  Cannot edit while the review window is open.

4. Note the Load Monitor shows a red box when the client is busy.
b. Additional Properties – Click on Properties Tab – Contains the other properties.
Select a concept (or using the same concept) -- 
1. Edit a property– use the pencil icon, no right click here.

2. Delete a property – delete icon

3. Add a property – Click the Add icon. You can type the beginning of a property and search, e.g. OMIM, click on the property of interest, then fill in the required information.
4. You can copy a value to add from someplace else – for instance, go to OMIM and type TRP, get the OMIM ID for a gene and copy in.  OR you can copy and paste from the  search tab, (we’ll see in a few minutes).  

ii. Notes:  

1. You can copy from spreadsheets, websites, etc.

2. Note display name currently still on property list – it will be removed because it’s already a term type.

3. Complex properties (like Alt Def) will request additional information (or automatically fill it in.)
c. Relations – This contains superconcepts and restrictions.
i. Add a second (parent) superconcept –  

1. To find the concept, use the hierarchy browser, or 

2. Search for the concept
3. Note, the default search has been changed to Preferred Name “exact match” 

ii. Add a simple restriction – 
1. Click on add restriction icon

2. Add a single restriction (note: this dialogue is used for role groups as well.)  
a. Click on the Create Restriction Icon

b. In the window that comes up, click on the Create Restriction Icon.

c. Select the role, the restriction type and the filler value.

d. Click OK, and OK again, and save (if you’re ready to save.)

3. Save (Note:  Takes longer to save a concept with restrictions than one without.)
4. Edit the restriction – opens the same dialogue.
5. Delete restriction – use delete icon as before.  

3. Search

a. Advanced search is integrated with most functions now as you’ve seen, as well as being available in the Advanced Query tab.  The default search is Preferred Name “exact match” X.  Other searches can take a long time if there are many concepts returned.
b. Search tab may be used while doing some other activity, e.g. to look at potential filler values for a restriction.

i. Example: Search at bottom of class browser pane.  E.g. p53
ii. If you don’t see the result you want, change it – e.g. full syn contains p53 in search tab that comes up.
iii. Select concept of interest.  Top left magnifying glass brings up a read only window for a concept you choose. (Tip – Mouse over to see function if you can’t recall which is which. Do not use the icon for the edit window for this.)  
iv. From the read only window, you can copy, minimize it, or quit the query – (Caution: do not leave too many of these windows open – it will eat the memory.)
v. Search with another property – e.g. NSC Code contains 114133.

vi. Search with sounds like “hart”. (Check to see that this doesn’t take too long.)
vii. Search with a role – e.g. anatomic structure has location and lung – get one return, visceral pleura.  If you look at pleural viscera, it has the role has location lung. (Note: Delete the default search first if it is present.)
c. Role Groups – The restriction dialogue also handles role groups.  

i. Add a single “role group” – results in expression X and Y

ii. Add a regular role group with 2 groups – Results in expression (X and Y) or (A and B)  - Discuss role groups if time.
4. Extended Features

a. Split

i. Click the split tab

ii. Drag the concept to be split

iii. Click split below

iv. Add the Class Name (with the underscores) and the Preferred Name, click OK.

v. NOTE:  new concept ID (there is a code generator running)

vi. NOTE:  a full syn for the preferred name is added.

vii. Tip: Easiest to edit everything you can here so you don’t have to go back to find the concept again.  You can edit with right click here.  Click on something in the window, not on white space.
viii. Change the Full Syns. (Click on full syn of interest, right click, and edit.)
ix. Delete a Full Syn (Click on Full Syn of interest, right click and delete).
x. Add and delete superconcept (Can’t change the superconcept here).
b. Pre-Merge 

i. Drag the two concepts to be merged to the appropriate panels.

ii. Click Merge

iii. Note that the concept(s) gets flagged for a merge, but both concepts still appear in the hierarchy until the workflow manager performs the actual merge.  Note also that the flagged concept is under the “Premerged concepts”.

c. Pre-Retire (e.g. pick “cell division” in biological process; it has two subclasses and a number of referencing subclasses))

i. Drag the concept to pre-retire.

ii. Give children (subclasses) new parents (if appropriate), and remove the relationship.

1. add a new parent with the add class icon.

2. delete the old parent with the delete class icon or right click.

iii. Remove the referencing restrictions from referencing classes.

iv. Click pre-retire. 

v. Add the notes.  (Question – what is supposed to be in these notes?  Is there a policy?)

vi. NOTE:  It adds the design and editor notes as properties, and adds an OLD Parent property.
d. Copy (Clone) – Copy a gene concept and edit it to be a child allele

i. Search for concept of interest, e.g. Dopamine

ii. Go to copy tab

iii. Drag to copy into the top window, click clone, provide concept and preferred names for cloned concept.
iv. Edit the full syns.
v. Delete a property.
vi. Add a Full Syn and and copy the value from somewhere, e.g. OMIM or Chemfinder.com.
vii. Add a restriction.
viii. Add a new parent and delete the old parent.
ix. Save
e. Report – Pick a concept.  Don’t drag, will automatically select the one that is highlighted, or you can type in a different concept.  Give it a file name.  Select where to store it.  Will ask you whether to proceed.
f. Partonomy Tree – Pick a root (pre-select or pick from the tree.)  Generate the tree.
g. Batch Load – Click on Batch Load, provide input file and output file name and proceed. (Open the test file to show format – Concept Name, Preferred Name, and Parent )

h. Batch Edit – Click on Batch Edit, provide the input file and output file name and proceed.  Format of file: 

Antigen_Gene
new
property
Synonym
Olfactory_Cistern_Synonym_1
5. Other if time
a. Merge (logged in as administrator)

b. Retire (logged in as administrator)
PART II – Hands ON

1. Starting Protégé with NCI Edit Tab (Note:  Installation demo in the afternoon.)

a. Click on Protégé in the start menu.

b. Select “Open Existing File”.

c. Click “Server” on left

d. If not already there, enter 

i. Host Machine:  cbiows501.nci.nih.gov:1522
ii. User Name:  your first name and last name

iii. Password: your password (previously sent to you – last name first name initial
iv. Alternatively, use _test_editor for user and password

2. See if you can go through a number of the steps above on your own.

3. Question and Answer Session (if time, or in the afternoon)
Summary of Changes/ Remaining Issues:
Changes:
a.  Performance improvements.  

v. Notably, two people can’t save concepts at the same time.  If one tries to save while another is saving, you’ll get a message to try again momentarily.  However, you can continue working, and don’t lose your work (except possibly a restriction, see below.)

vi.  Note: it takes longer to save concepts with restrictions than those without – the difference is most noticeable if you’re on the west coast.

vii. Classification speed improved as a result of the performance improvements.
b. Default search from binoculars is set initially to Preferred Name “Exact Match” rather than “Contains” as in the last version you tested.  However, the default can be set individually – see Appendix A below.

c. PROMPT and Changes tab have been modified, not affecting general editing.

d. Configure Restriction.Show.Inherited – You can set this in the project – configure dialogue.  See Appendix B below.

e. A number of reported bugs have been fixed.

f. Changes Tab now displays in the default setup -- Interesting (useful?) feature – You can annotate changes in the changes tab.  Say for instance you add a particular restriction.  You can find that change you made (most recent changes at the bottom) and put in an explanation.  Any other user should be able to see the explanation.  This could be useful for collaborative editing.  This also could be useful for the workflow manager to decide on whether to accept or reject a change.  (Note:  This would only last for a single baseline cycle.)
Remaining Issues:

a. Restrictions and Role Groups:  if you are in the process of creating a restriction while someone is saving, you will get a database locked message and may lose your work.  This is because the restrictions are getting created using a cloned copy on the server.  This will be addressed in the future, but was not an easy fix.  If you have already created the restriction or role group, however, and are just saving, it will behave like anyone else trying to save while another person is saving.

b. PROMPT – the new version of PROMPT that uses the Changes Tab doesn’t show the user (person who made the change) in the tree or table view. (This will only affect the workflow manager.)  

c. Searching with multiple queries still defaults to search any.  It should default to search all, to avoid mistakenly doing very large searches.
Appendix A:  How to set up configuration of AQP search defaults
Default search parameters for searches initiated with the binoculars can be configured for each client.  They persist from session to session.  The parameters are set in the Project -> Configure -> Property Files dialog as name-value pairs.
SPECIFICATION OF THE DEFAULT SEARCH PROPERTY (example with preferred_name)


query_plugin.default.search_slot=Preferred_Name

If protege is left unconfigured, the default search is on the Preferred_Name property, with the search_type.String=exact match.

CONFIGURATION PARAMETERS (the "name" in a name-value)


the configuration names for the various property types:


query_plugin.default.search_type.Any=exact match


query_plugin.default.search_type.Boolean=is


query_plugin.default.search_type.Cls=contains


query_plugin.default.search_type.Float=is


query_plugin.default.search_type.Instance=contains


query_plugin.default.search_type.Integer=is


query_plugin.default.search_type.String=exact match


query_plugin.default.search_type.Symbol=is

ALLOWED CONFIGURATION VALUES (the "value" in the name-value pair)

1. For Any and String property types: "contains", "starts with", "ends 

with", "exact match", "sounds like"

2. For Integer and Floats property types: "is", "greater than", "less than"

3. For Instance and Class property types: "contains"

4. For Symbol and Boolean property types: "is"

("is" means "equals" for categories 2 and 4)

Appendix B:  How to configure Restriction.Show.Inherited
The parameters are set in the Project -> Configure -> Property Files dialog.  If you set the Restrictions.Show.Inherited to False, you will see everything.  If you set it to true you will only see the restrictions that are inherited that are not overridden by more specific restrictions.  

For example, oncogenesis is more specific than leukemogenesis.  If you have a restriction with one and a restriction with the same role with the other, you will see both if it is set to False, and only see the restriction with leukemogenesis if it is set to True.

Enhancement for the future:  Currently when you have the same inherited condition from multiple parents, you will see both.  In the future, you will see a single inherited condition that identifies the parent as “multiple concepts”.
