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Supplementary Figure 2. Consensus clustering and molecular subtype identification based on prognostic LRLs.
(A) Tracking plot showing sample assignments across different cluster numbers (K values). (B) Delta area plot displaying relative changes in the cumulative distribution function (CDF) curve for different K values. (C) Consensus CDF plot illustrating the distribution of consensus indices across K values. (D) Consensus matrix heatmap showing clustering stability at the optimal K value. (E) Sankey diagram depicting the relationship between molecular subtypes (C1–C3) and risk groups. (F) Kaplan–Meier survival curves comparing overall survival among C1, C2, and C3 subtypes. (G-H) PCA and t-SNE plots displaying sample distributions according to molecular subtypes. Abbreviations: LRL, lipid metabolism-related lncRNA; PCA, principal component analysis; t-SNE, t-distributed stochastic neighbor embedding.
image1.tiff
Supplementary Figure 2

A B C
P tracking plot o [* Delta areal consensus CDF
: =l \

B34 .
B 8

os 1

g,
4 B2

5

5 o
B 8

8o |
A £° 04

S

2 i
, 5 N
s g ™.

® T

5| 5 0
. e Cor T T

2 3 4 s 8 71 s s s s 3z 3. 8 =
K consensus index
samples
Cluster

D

consensys matrix k= X
consensus matrix legend

F
1.00-
Cluster
] g
-
3075 TE
o
<
0.050] ------omee Moo
s ] |
‘5“5 p<0.001} :
2] i
0.00-
CHE 33 5 & 7 )
~ Time(years)
. Number at risk
%8%1‘5‘5 0 2 oB oL oL 1 i1
SG|ih fHh & 8 B ¥ L & 5 8 8
O "o 1 2 3 4 5 & 1 8 s 10
Time(years)





