Table SI. Hypoxia- and glycolysis-associated genes.
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CLOCK
MYOSA
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CSNK2A2
NUMBL
LAMC2
LAMB3
COL17A1
FLNA
ITGA6
ITGBI
ITGB4
APP
LAMA3
ITGA3
TNC
ACTNI1
KTNI
SERPINEI
CD44
CDH3
APLP2
PTHLH
ITGB6
MSN
MYOIB
MT-ND6
PDPN
LAMCI
DUSP6
ITGAS
TENM2
CALDI
LTBP1
GLG1
FST
DKK3
COLS5A1
PXN
SLC16A1
COLI12A1
MYO10
MAP4K4
PCDH7
ARHGAP21
TIMP3
TRIO
HEGI
COLS5A2
NRG1
TGFBR1
EXT2
EHD2
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MXRAS
KDMI1A
OLFML2A
IRS1
PDE7A
FOXC2




Table SII. Hazard ratios of critical hypoxia- and glycolysis-associated genes.

Gene Hazard ratio (95% confidence interval) P-value
TCGA-OSCC GSE65858 TCGA-OSCC GSE65858
HSPG?2 1.64 (1.01-2.67) 1.31(0.98-1.75) <0.05 <0.05
IGSF3 0.73 (0.53-1.00) 0.77 (0.57-1.03) <0.001 <0.001
DUSIL 0.51(0.22-1.16) 0.52(0.31-0.89) <0.05 <0.001
DYNCIHI 2.02 (1.31-3.11) 1.32 (0.98-1.78) <0.001 <0.05

TCGA, The Cancer Genome Atlas; OSCC, oral squamous cell carcinoma; HSPG2, heparan sulfate proteoglycan
2; IGSF3, immunoglobulin superfamily member 3; DUS1L, dihydrouridine synthase 1 like; DYNC1H]1, dynein

cytoplasmic 1 heavy chain 1.



