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1 Important Announcement

To foster communication between SAM users and make new announcements, a new Yahoo group
has been established. See http://groups.yahoo.com/group/sam—software.

2 Summary of Changes

The following are changes since the initial release of SAM 1.0.

2.1 Changes in SAM 5.0

We built a new web application using Shiny. We have written instructions on how to use this new
application in section [7] and removed instructions for the previous version. Slight changes have
been made when calculating the estimated miss rates, false discovery rate, and g-values. WWe now
use exact delta values that is specified, rather than an estimated delta value that is closest to it.
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