Supplementary Table 3: GSEA between low- and high- DYRK1A expression HCC samples using
LinkedOmics by enriching on WikiPathway

enrichment normalized leading
geneSet description S Enrichmen pValue FDR size  Edge
core
tScore Num
WP366  TGF-beta Signaling 06533513 1.8188485 0 0003997 132 50
WP2857 E/'a‘ii‘jvieyrma' Commitment 640508 17838839 0 0005996 144 64
WP4331 Neovascularisation 07410834 17614212 0.002558 0.009327 37 23
wp3es1  Fathways Affected in 06871385 1.7415463 0 0009993 60 20
Adenoid Cystic Carcinoma
wpasgs MECP2 and Associated Rett g gaaq405 17121361 0 0016389 68 27
Syndrome
Hematopoietic Stem Cell
WP3657 Gene Regulation by GABP  0.8103555 1.7110509 0 0.014324 20 9
alpha/beta Complex
wp203g  Regulation of Microtubule  gacn193 1 6896204 0002433 0.021986 46 22
Cytoskeleton
Wp4533  lranscription co-factors SKI- g g1 ga39 1 6gog121 0 0022235 18 7
and SKIL protein partners
WP364  IL-6 signaling pathway 06897165 1.682824 0 0019765 43 14
WP437  EGF/EGFR Signaling 0.6040596 1.6686122 0 0021786 161 68
wp2oe1  Signaling Pathways in 0.6268575 1.6628105 0 0021804 82 36
Glioblastoma
DNA Damage Response
WPTI0 o M dependiont) 0.6143269 1.6621262 0 0019987 110 39
wp3e3  /ntSignaling Pathway 0.6668647  1.654693 0 0021986 51 23
(Netpath)
NcRNAs involved in STAT3
WP4337 signaling in hepatocellular ~ 0.8274906 1.6474063 0 0.023984 14 6
carcinoma
WP2853 Endoderm Differentiation 0.5953693 1.6412635 0 0.025317 139 56
WP3298 gﬂffe'ig’”'” metabolismand g ga69549 16407981 0 0023984 36 11
wpao16 DNA IR-damage and 06241997 1636676 0002299 0024572 77 25
cellular response via ATR
Association Between
WP3680 Physico-Chemical Features  0.6409993 1.6300439 0 0027204 65 21
and Toxicity Associated
wpa13  Slgnaling of Hepatocyte 0702724 16290907 0002571 0026299 34 13
Growth Factor Receptor
WP1539  Angiogenesis 07284788 1.6284453 0 0025383 24 14
WP2324  AGE/RAGE pathway 0.6245354 1.6276518 0 002465 66 27
wps1  Regulation of Actin 05781763 1.6259658 0 0024348 144 37
Cytoskeleton
WP4540 gg;‘;vlf‘nys Regulating HIPPO () 6015148 1.6249045 0 0023463 98 40
WP1541 Energy Metabolism 0.65798 1.6236196 0 0023318 47 12
WP2446 Eiﬂggﬁ'asmma Gene in 06153319 1.6193992 0 0024784 86 31
WP4655 gﬁﬁjv(;';c DNA-sensing -0489778 -1.571137 0 0095313 65 17
WP3963 Mevalonate pathway -0.837901 -1.585452 0.041916 0087093 7 5
wp134 ~ Pentose Phosphate -0.830309 -1.586067 0.023952 0090532 7 5
Metabolism
WP545  Complement Activation ~0.631033 -1.588629 0.020408 0.092096 21 13
WP357  Fatty Acid Biosynthesis -0.628343 -1.597326 0.021898 0.087988 22 10
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Purine metabolism and
related disorders
Parkin-Ubiquitin
Proteasomal System
Metabolic reprogramming
in colon cancer
Cholesterol metabolism
(includes both Bloch and
Kandutsch-Russell

Base Excision Repair
Purine metabolism
Cholesterol Biosynthesis
Pathway

Ferroptosis

Selenium Micronutrient
Network

Translation Factors
Glycosylation and related
congenital defects
Pyrimidine metabolism
Cori Cycle

Glutathione metabolism
Nonalcoholic fatty liver
disease

Proteasome Degradation
Oxidative phosphorylation
Mitochondrial complex |
assembly model OXPHOS
system

Electron Transport Chain
(OXPHOS system in
mitochondria)
Cytoplasmic Ribosomal
Proteins
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