A GSEA for biological process in GO database
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GSEA for molecular function in GO database
8 -

G_PROTEIN_COUPLED RECEPTOR_ACTIVITY

I
I
I
I
I
I
: METALLOENDQRERTIDASE_ACTIVITY
I GROWTH_FAGTOR_BINDING

6 N |

CYTOKINE) BINDING

|

|

|

|

| METALLOPEPTIDASE_ACTIVITY
[ GTPASE_ACTIVATOR_ACTIVITY

' CHEMOKINE_BINDING

: ACTIN_BINDING

|
|
|
|
|

PRO'[?J\SB_BINDING

STRUCTURAL_CONSTITUENT_OF_RIBOSOME PROTEOGLYCAN_BINDING

EXTRACELLULA%MATRIX_BINDING

OXIDOR%VDUCTASE ACTIVITY_ACTING@®ON,_THE_CH_NH2_GROUP_OF_DONORS

RUCTURAL_MOLECULE TIHTY CONFERRING _ELASTICITY
GI PROTEIN_COUPLED_CHE RACTANT_RECEPTOR_ACTIVITY

BLATELET_DERIVED_GROW 'ACTOR_RECEPTOR_BINDING

-Log10FDR
N

DYNEIN_INTERMED
NEUROPEPTIDE

STEROL TRAI\%FER _ACTIVITY

\TE_CHAIN_BINDING
CEPTOR_BINDING

2 - ION_TRANSMEMBRANE, IRANSPORTER _ ACTIVI‘|‘Y CELL ADPHA AN BINDING
CATALYTIC_ACTIVITY_ACTING_ON_DNA TRAN(?E'LELMBIR%HE( R ) EBWSRK,{%%%ACT'V'TY
_____ —SOLUTE -SQDIIM. SRIER_AC-TNIIY_ — -~ == IS0myC 1

@

—>

Enriched in high-MPIscore group

EXTRACELL+LAR_MATRIX_STRUCTU RAL_CONSTITWENT_CONFERRING_COMPRESSION_RESISTANCE

-2 0 2 4
Normalized enrich score

«
Enriched in low-MPlscore group

—>

Enriched in high-MPIscore group

D

8-

-Log10FDR

6 -

-Log10FDR

GSEA for cellular component in GO database
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GSEA for pathways in KEGG database
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