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FigureS2
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FigureS3
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FigureS4
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FigureS5
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FigureS6
[image: image6.png]O o O o QO o O o
- - -— -—
C o C o S . S o
o ° o ° o °] O °]
=2 o = © = © =2 ©
= o = o = oA = oA
(%2} (%2} [0} (2]
o3 o3 o 3 o 3
Q Q Q 2 o
o o AUC = 0.679 o o AUC = 0.682 O o AUC = 0.554 O o AUC = 0.566
[ d o d = 2] = 2]
|_ e T L} L} T L) T |_ e T T L} T T T |_ i T T T T T T |_ e T T T T L} T
00 02 04 06 08 1.0 00 02 04 06 08 1.0 00 02 04 06 08 1.0 00 02 04 06 08 1.0
False positive rate False positive rate False positive rate False positive rate
ssm—riskscore g, fiskscore 6000. >
TELIRE N W TR R i s event I4 IS r E -‘9 O
: | = 2 4
° evoenl . el o Strata E ©
2 n . N @®© == Low-riskscore O ° 7
LeaRs I:; 4000. ) - - -8 078 = High-riskscore > o
o . 2 = 8-
050 >
o — o S
T o
2000. £ O oS- AUC = 0.566
[ 000 S o
AP003352.1 = T 750 1500 2250 3000 G750 4500 5250 6000 [
(D Numb . Time |_ e T T T T T T
umber at ris
ow-riskscore §128 80 45 21 7 2 1 0 0 00 02 04 06 08 10

L
High-riskscore

Strata

750 1500 2250 3000 3750 4500 250 6000
Time

False positive rate





Supplementary figure legends

FigureS1
The results of differential expression analysis of mRNAs, lncRNAs and miRNAs. PCA diagrams of mRNAs, lncRNAs and miRNAs (A). Venn diagrams represent the overlapped genes (B).

FigureS2 

Construction of ceRNA network by integrated analysis. 

FigureS3

The ROC curves of the 6 lncRNAs in osteosarcoma (A).
FigureS4
The heatmaps of the DEGs in low expression group and high expression group among AP003352.1 and LPAR3.

FigureS5

The bubble diagram of GO enrichment analysis of AP003352.1 and LPAR3 overlapped genes by DAVID database (A). Venn diagrams represent the overlapped genes between AP003352.1 and LPAR3 (B).

FigureS6

ROC curves of LPAR3 and AP003352.1 in the training cohort (A). ROC curves of LPAR3 and AP003352.1 in the validation cohort (B). The heatmap based on the risk score in the validation cohort (C). Survival status plot of the validation cohort (D). Survival curves for the two groups in the validation cohort (E). ROC curves based on the risk score in the validation cohort (F).

