Deyle et al. Supplementary Figure 8

35 - mUp in iMSC vs MSC 45 - ®Down in iIMSC vs MSC
50 4 oGenome 40 4 oGenome
35 4
@ 25 A
e 30 A
g’ 20 25
S 15 20 1
o
) 15 1
o 10 p
10 A
5 i N B I
0 T T T T 1 O = T T T -_' T 1
\& (] & N N & (] o 4+ QO
\"4'0 s fb&\ o’po Aj’éo o'@\o s 6‘0.6 &Q\e &°
N O X N R\ O O
(’Q o(Q o‘Q Q,Q\\ ’0‘0 6Q \Se \0‘ . 000 \fbb
o & > s 1@ > e o
< > S o° 82 & S” o
° Q Ny o R 3¢
@ \© @ + o
& g &
© o &
<& N ()
<® & \a
& N

Supplemental Figure 8. Gene ontology analysis of differentially expressed genes in iMSCs
compared to MSCs. The top 5 most significant categories determined by gene ontology analysis
from subsets of genes >2-fold up- or down-regulated in iIMSCs vs MSCs. Percentages of genes
present in each category are shown compared to the percent of all genes (Genome).



