Enrichment plot: GO_OXIDATIVE_PHOSPHORYLATION Enrichment plot: GO_PROTEIN_FOLDING Enrichment plot: GO_CYTOLYSIS

0.0
_. 00 00 ~
@ @ @ o1
0} o =) -
S 01 LI =]
2 g g2
§ 0.2 § 0.2 § 0.3
= = =
0.4
g 03 g0 g
b g g9
E E 04 £ 06
w w w
0.5 o5 0.7
2 ] s
& 3 |COPD {positively correlated) & 3 |COPD (positively correlated) o 3 [COPD (positively correlated)
2 £ £
[0 § v 1 © o1
g o Zero cross at 8004 % ° Zera cross at BOD4 % [ Zero cross at 8004
gL el el
o -2 o -2 o -2
E =3 ‘Normal’ (negatively correlated) E =3 ‘Normall (negatively correlated) E =3 ‘Normal' (negatively correlated)
= o 5,000 10,000 15,000 20,000 25,000 £ o 5,000 10,000 15,000 20,000 25,000 £ 0 5,000 10,000 15,000 20,000 25,000
2 Rank in Ordered Dataset & Rank in Ordered Dataset 2 Rank in Ordered Dataset
|— Enrichment profile — Hits Ranking metric smres\ |— Enrichment profile — Hits Ranking metric s(aresl \—Enri(hmem profile — Hits Ranking metric scores
Enrichment plot: GO_AMINO_ACID_ACTIVATION Enrichment plot: GO_RRNA_TRANSCRIPTION Enrichment plot:
~ 0.0 S 0.0 » GO_RIBOSOMAL_LARGE_SUBUNIT_BIOGENESIS
g a 0.0
=01 Y01 o
& 2 g
g 02 g 0.2 e
e £ 03 § 0.2
£ 4 £
£ 0.4 £ 04 §o
2 £ 5 04
= S 0.
S5 05 05 g
0.6 0.6 =
z ‘ ’ ] 2 ‘
: [N | 5 °
£ 3 [COPD (positively correlated) | & 3 [COPD (positively correlated) & 5 [COPD (positvely corefated)
2 5
EE 5 ? 52
@ o1 a1 % 1
£ 0 Zero cross a1 8004 ';- L Zero cross at 8004 E] _2 Zero eross st R00Y
E -1 £-1 £
g -2 % -2
= -2 k] =,
= = . . o Normal (negatively correlated)
-3 § . . = ‘Normal' (negatively correlated) 3
B Normal' (negatively correlated) i - e e A - 2, 57 o oo Fhm G
s a0 5,000 10,000 15,000 20,000 25,000 s 4 . L - : 5 Rank in Ordered Dataset
2 Rank in Ordered Dataset e e

\— Enrichment profile — Hits Ranking metric scores

‘7 Enrichment profile — Hits Ranking metric scores

‘— Enrichment profile — Hits Ranking metric scores




