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EFHD2
DEK
KPNA2
RHOBTB1
GALNT1
ARMC1
HSPE1
HMG20A
STAT4
SAV1
ADAM9
SPP1
MAP3K10
SDC2
HMGN3
COL5A2
GOLT1B
HIF1A
TNFRSF11B
APH1A
ARPCS5
STXBP1
FKBP5
7773
SH3BP4
SORL1
MTDH
R3HDM1
TNFAIP1
EMP2
GDPD5
ADD3
NDST1
TLN1

pvalue
<0.001
<0.001
<0.001
0.001
0.002
0.004
0.005
0.011
0.012
0.012
0.013
0.013
0.015
0.017
0.018
0.018
0.019
0.019
0.022
0.024
0.028
0.033
0.034
0.035
0.038
0.039
0.041
0.041
0.042
0.044
0.045
0.045
0.047
0.049

Hazard ratio
0.761(0.661-0.875)
0.956(0.934-0.980)
0.953(0.926-0.981)
0.991(0.986-0.997)
0.997(0.995-0.999)
0.957(0.929-0.986)
1.341(1.091-1.648)
0.989(0.981-0.998)
0.991(0.983-0.998)
1.047(1.010-1.085)
0.980(0.964-0.996)
0.737(0.580-0.938)
0.987(0.976-0.997)
0.995(0.990-0.999)
1.019(1.003-1.036)
0.998(0.996-1.000)
0.994(0.989-0.999)
0.989(0.980-0.998)
0.994(0.990-0.999)
0.957(0.922-0.994)
0.996(0.993-1.000)
0.995(0.991-1.000)
1.005(1.000-1.009)
0.978(0.959-0.998)
0.995(0.990-1.000)
0.997(0.994-1.000)
0.997(0.994-1.000)
0.994(0.988-1.000)
0.982(0.965-0.999)
1.002(1.000-1.003)
1.019(1.000-1.039)
0.988(0.977-1.000)
0.999(0.998-1.000)
1.002(1.000-1.005)
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Figure S1 Forest plot of the relationship of the genes with the survival of OS patients. P<0.05. OS, osteosarcoma.
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Figure S2 Survival curves of the high- and low-expression groups of 14 genes. P<0.05.
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Table S1 The signaling pathways enriched in the high- and low-risk groups

Group Number Pathway Size P value

Low-risk group 1 KEGG_MAPK_SIGNALING_PATHWAY 265 0.0315
2 KEGG_REGULATION_OF_ACTIN_CYTOSKELETON 212 0.0301
3 KEGG_CALCIUM_SIGNALING_PATHWAY 176 0.0386
4 KEGG_ALZHEIMERS_DISEASE 156 0.0258
5 KEGG_JAK_STAT_SIGNALING_PATHWAY 151 0.0216
6 KEGG_WNT_SIGNALING_PATHWAY 149 0.0156
7 KEGG_INSULIN_SIGNALING_PATHWAY 137 0.0037
8 KEGG_TIGHT_JUNCTION 130 0.0344
9 KEGG_AXON_GUIDANCE 127 0.0020
10 KEGG_NEUROTROPHIN_SIGNALING_PATHWAY 126 0.0019
11 KEGG_GNRH_SIGNALING_PATHWAY 101 0.0075
12 KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 101 0.0263
13 KEGG_FC_GAMMA_R_MEDIATED_PHAGOCYTOSIS 92 0.0132
14 KEGG_GAP_JUNCTION 89 0.0399
15 KEGG_ERBB_SIGNALING_PATHWAY 87 0
16 KEGG_APOPTOSIS 86 0
17 KEGG_TGF_BETA_SIGNALING_PATHWAY 85 0.0101
18 KEGG_VEGF_SIGNALING_PATHWAY 75 0.0097
19 KEGG_ARRHYTHMOGENIC_RIGHT_VENTRICULAR_CARDIOMYOPATHY_ARVC 74 0.0165
20 KEGG_ADHERENS_JUNCTION 73 0.0019
21 KEGG_CHRONIC_MYELOID_LEUKEMIA 73 0.0220
22 KEGG_PANCREATIC_CANCER 70 0.0057
23 KEGG_RENAL_CELL_CARCINOMA 70 0.0234
24 KEGG_ADIPOCYTOKINE_SIGNALING_PATHWAY 67 0.0461
25 KEGG_COLORECTAL_CANCER 62 0.0175
26 KEGG_GLYCOLYSIS_GLUCONEOGENESIS 61 0.0018
27 KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION 55 0.0298
28 KEGG_NON_SMALL_CELL_LUNG_CANCER 54 0.0447
29 KEGG_MTOR_SIGNALING_PATHWAY 52 0.0040
30 KEGG_ENDOMETRIAL_CANCER 52 0.0301
31 KEGG_NOTCH_SIGNALING_PATHWAY 47 0.0283
32 KEGG_TYPE_II_DIABETES_MELLITUS 46 0.0153
33 KEGG_GLYCEROLIPID_METABOLISM 42 0.0429
34 KEGG_PROPANOATE_METABOLISM 32 0.0176

High-risk group 1 KEGG_CYTOSOLIC_DNA_SENSING_PATHWAY 54 0.0214

Size represented the number of genes enriched in the pathway. KEGG, Kyoto Encyclopedia of Genes and Genomes.
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