GO0005575
collular_component

GO000%623 [ coooossre GO:0031012
cal xtraceludar regon axtracellular matrix

!

G000444321 GO00448320
! 4 2
Goc:l‘l)::n“ extraceluiar ragion extracelhlsr matns
part par
GO:0005986 GO0005622 I [ GO0042595 r GO000561% :3:00023::‘
cell surface intracellular cell projection extracellular space oraceliular makrix
GO0048428
niracelular part

GO0005737 [Gooo43zzs
cytoplasm organelle

GO0043229 [ GOi0083227
GO:0044444 GC<OD)1W21|
cytoplasmic part ':‘:;::““: vesicle mmb:;:nvhwlevﬁed
[ cooatelo CONA N ?:t}rgco:s;rl
: membrane-bounded .
cytoplosmic vesicle veskle momhm«-c&und'd
\ argane

GO0016023 isa
cytoplasrmic
mambrana-boundad paﬂ of
vaskle

Fig. S1: Visualization of enriched proteins as determined by GO analysis demonstrates
the clustering hierarchy. Red star indicates the GO classification of proteins that were
altered 1.9 fold.
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Fig. S2: Protein-protein interaction clusters of all proteins identified by KEGG pathway
analysis of ECM proteins. In the pathway graph, the center part of the dot represents
the enrichment of up-regulated genes and the outer layer of the dot corresponds to the
enrichment of the down-regulated genes. Red-center at the nodes indicates that protein
set is enriched in proteins that are up-regulated, gray indicates proteins that are not
enriched in down-regulated group. Green edge color indicates that there are overlapped
proteins (similarity) between the two nodes connecting the up-regulated proteins. Blue
edge color indicates that there are overlapped proteins between the two nodes
connecting the down-regulated proteins. If a node is solid red, which means that this
gene set is enriched in both up- and down- regulated genes.



