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Figure S1. Overview of our study.
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Figure S2. Nine IncRNAs were highly correlated with the survival of LUAD
patients.



CDF

O

consensus matrix k=5

consensus matrix k=3

consensus matrix k=4

consensus CDF c Delta area
: \
B S S
w \
o A
o \
§ 3 \
® \
3 \
=5 £
04 o ) & 9 \
HH ) \
-7 g 5
k] HH S \\
5 B ~0—
00 [3 —o0—— 0 &
s M < < < 2 2 3 4 5 & 71 8 9
consensus index .

consensus matrix k=2

3 T D T

-y
5

consensus matrix k=3 consensus matrix k=4

T 1 B I m-tnmnn—--m

consensus matrix k=5

TR T N

T u I ;.., P
e i ‘1 [ ’\ iR b =
2 | fti iy Hlu s E T
bk YR Byt o
b b e

A e 14 ] e e

b0 o fi b
e U A

‘l ) "I ‘I\ 1 & Thiy HI|‘\ :

iy | “.f‘.,"." B i

el
1 I

i u"\\M\\

consensus CDF Delta area

relative change in area under CDF curve

00
o

consensus index . i)

‘ M '\ f u'”“ g w. ,g“.:;n

Al

Figure S3. Unsupervised clustering of IncRNAs and DEGs; (A) Consensus
matrices of TCGA-LUAD cohort for k=2 to 5.
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Figure S4. Prognostic value of IncRNA score
clinicopathological features and IncRNA score.
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