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Supplementary Table S1: Significantly enriched pathways in STK3 higher phenotype 

Gene sets collection Gene set name

TCGA

(390 sample STK3 higher phenot

ype)

METABRIC

(750 sample STK3 higher phe

notype)

NES
NOM 

p-value

FDR 

q-value
NES

NOM

 p-value

FDR 

q-value

MSigDB: 

h.all.v2022 .1.Hs.sym

bols 

HALLMARK_G2M_CHECKPO

INT 

2.15 0.000 0.008 1.70 0.002 0.004

HALLMARK_E2F_TARGETS
2.08 0.002 0.007 1.73 0.002 0.004

HALLMARK_MITOTIC_SPIN

DLE

2.06 0.000 0.006 1.50 0.020 0.039

HALLMARK_MTORC1_SIGN

ALING

1.84 0.008 0.034 1.54 0.012 0.030

HALLMARK_MYC_TARGETS

_V1

1.73 0.028 0.065 1.87 0.000 0.000

HALLMARK_UNFOLDED_PR

OTEIN_RESPONSE

1.67 0.019 0.053 1.55 0.006 0.027

*Query based searche

d gene set 
GENECARDS*

1.71 0.002 0.046 1.36 0.021 0.115

NES: normalized enrichment score; NOM: nominal; FDR: false discovery rate. Gene sets with NOM p-value 0.05% and FDR q-val

ue 0.25% are considered as significant.

GENECARDS*: query-driven gene set using the query "STK3, breast cancer, tumor microenvironment, nuclear translocation, genes 

regulations, hippo pathway, hypoxia, cell proliferation" 



Fig.S1 

GSEA Enrichment plots of significantly enriched pathways Based on a threshold of NES > 1.5%, p-value 0.05%, 

and FDR < 0.25% of hall Mark gene sets and the query-based gene set. 
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Fig 3.a Separate heatmap for enlarge visualization .
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