p < 0.05 2600 (42%)

p < 0.01 1727 (28%)
p < 0.001 1015 (16.4%)
p < 0.0001 574 (9.3%)

B&Hp<0.05 302 (4.88%)

Bonferroni p < 0.05 1936 (31.3%)




Clusters ordered based on number of genes and profiles ordered by significance (default)
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_ Profile #45: (0, 2,2, 1, -1, 0)
9 Ex;oressnon Change 570.0 Genes Assigned; 51.1 Genes Expected; p-value = 0.00 (significant)
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_ Profile #22: (0, 0, 0, 0, 2, 1)
\%Fressmn Changggg 0 Genes Assigned: 30.4 Genes Expected: p-value = 9.9E-181 (significant)




_ Profile #9: (0, -1, -2, -2, -1, 0)
i\%?ressmn Changé 10,0 Genes Assigned: 64.1 Genes Expected: p-value = 1.2E-49 (significant)




5

Expression Change
v(ig)

Profile #28: (0, 0, 1, 2, 0, 0)
115.0 Genes Assigned; 24.9 Genes Expected; p-value = 3.1E-40 (significant)




Profile #48: (0, 2, 3, 3, 2, 0)
85.0 Genes Assigned; 38.9 Genes Expected; p-value = 6.6E-11 (significant)

5 Exg)ression Change
(




Profile #0: (0, -2, -2, -2, -1, -2)

[TIME

i\%Fression Change 53  Genes Assigned; 32.7 Genes Expected; p-value = 5.8E-4 (significant)
3
2
1]

0 i | |

\ 15m o - ‘
=1 N = =
N\ - / // /
\\ \\\ Z ) ~
rd \ e = //
\ T~ B

3 T /

— \//

120m



