Allele Server- what to do:
If you start at http://www.bioservers.org/bioserver/ you will see a screen like this:

ENTER under the Allele Server.  (the one in the middle.)
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You get a screen like this:
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Click on Manage Groups
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This window opens up:
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For “select group type:” choose Reference
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And you should get a screen that looks like this:
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You can look up the “+” value of your group a couple of different ways.

I. You can select your groups by checking the box next to the date and have the allele server bring them to your workspace.
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click OK and they land in a workspace:


And then you would “open” them to see the data.
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OR

 II. Or you can click on the “view” button to look at your group’s data.


You may notice that both “group information” windows are the same.  It does not matter if you use the “view” button or if you import your groups and then “open” the file.

