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This course meets on the Prince William campus, in Bull Run Hall room 253, at 4:30 pm to 7:10 pm.
This is a one credit course, but was scheduled for a 3 hr time slot, so we will meet at this time in
alternate weeks (see schedule below).  Note that we will meet on the Tuesday following Columbus Day,
and on the Monday before Thanksgiving.  There is no final exam in this course.

Monday, August 29 – Introduction & topic assignments
Monday, September 12 – student presentations
Monday, September 26 – student presentations
Tuesday, October 11 – student presentations (on Tuesday because of Columbus Day)
Monday, October 24 – student presentations.
Monday, November 7 – student presentations.
Monday, November 21 – student presentations.
Monday, December 5 – student presentations (last class meeting).

Grades in this seminar are based on your presentations (60%), participation in class discussions (10%),
attendance (10%), and written answers to brief (in-class, open book) quiz questions (20%).  Quizzes will
be given at the end of class and will cover the material presented that day.  To accommodate schedule
conflicts, we will drop one absence and one quiz for each student.  Beyond that, you are expected to
attend this class in order to receive credit for it, and to arrange your schedule accordingly.  We will not
have make-up sessions or final exams.

MS student presentations should last about 30 min, including the relevant definitions and
background from other papers.  Typically this means 30 slides or less.  You will also be expected to lead
the class discussion (about 15 min) following your presentation.

Ph.D. students will generally be expected to present somewhat longer papers (including the review
papers so identified in the reading list), as well as including more background from other papers.  PhD
student presentations are expected to last 45-60 min, including the relevant definitions and background
from other papers.  This should be sufficient time for an in-depth presentation of a review paper (but not
necessarily every detail). You will also be expected to lead the class discussion (about 15 min) following
your presentation.

The class schedule will typically include 2-3 presentations per class meeting.  The detailed
presentation schedule will be posted on the course web site after the papers are assigned.
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