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Supplementary Figure 1. The flowchart of our research.
Wwww.aging-us.com 1 AGING



A Patients with age<=65 Patients with age>65 B Patients with Female wlents with Male
Risk = hgh == ow
Rk = hgh == ko Risk == high == low Risk = high = low
100 100 1001 e
050 0% 050 o
025 02 02 ;"’ p<0.001
p<0.001 p<0.001 p<0.001
000
o L o T 1 21 3 435 8 7 8 8 wnn
T 7 2 3 4 5 & 7 8 8 w02 § 1 2 3 & & & 7 & @ w T 1 3 3 48 8 7 8 8 002 -
ime(years) Time(years) )
zwnuomu 14 £ 3 1 (] !'-w 2 R & § & !»-a 12 #nnnnre 21 [ j"x“""“ HEE R R §
e . 1 Ll A s - L 2 2 0 1 2 3 4 5 6 7T 8 % W MW
6 t 2 3 4 5 & 7 & 9 01102 (] 45 8 1 8§ 9 w0 ¢ 1 2 3 4 5 6 7 8 9 00N W2 Twatyosrs)
Time(years) Time(years) Time(years)
C Patients with G1-2 Patients with G3-4 D Patients with Stage I-Il Patients with Stage lli-IV
Risk = high == low Rk = hgh == kw Risk = high == low Risk < high == low
1.00 1,001 1.00 1.00-
o I L -
050 050 050 050
5“’ £<0.001 5”"’ p<0.001 §°” £<0.001 3”’ p<0.001
000 000 o000 000
© 1 2 3 4 5 & 7 8 & 02 9 1 2 3 4 5 6 7 8 8 0wz © 1 2 3 4 5 & 7 8 & w02 % 1 2 3 4 5 6 7 8 8 wn oz
Time(years) Time(years) Tima(years) Time(years)
RS %15 T8 9 [ zin raE E R RN RN ang_n 120 119 88 7 2184 9 izwgng AW 9
© 1 2 3 4 5 6 7 & & 1011 12 0 1 2 3 4 5 6 1 & 9 w0 naz © 1 2 3 4 5 6 7 & 9 01 02 9 1 2 3 4 5 6 1 & 9 w0z
Time(years) Time(years) Tume(years) Time{years)
E Patients with T1-2 Patients with T1-2 F Patients with NO Patients with N1
Risk == high == low Risk == high == low Rk = high == low Risk = high = o
1.00 1.001 1.00 100 u
gﬂ‘, gnb gu‘ﬂ io?!
0%0 050 050 050
k .25
;“‘ pe0.001 3”’ p<0.001 §°== £<0.001 51 p=0084
000 000 000 o000
T 7 2 3 45 8 7T 8 8 0N 2 S 7 3 3 4 5 & 7 8 8 @ 1 2 3 45 8 7 8 8 f0nn 6 1 2 3 a4 s & T 8
Tima(years) Time{years) Timeiyears) Time{years)
é«aun 104 B3 57 37 24 12 8 5 1 [] 3»3“< 83 57 37 24 12 9 5 1 [ j-»g_:uy; ‘7“09 3'221!5! ; i 5 i g ? 3 8
0 1 2z 3 4 5 8 T & 8 W1 o2 6 1 2 3 4 5 & 7 8 # 10 1 12 © 1 2 3 4 5 6 T 8 8 10 11 12 0 1 3 LI
Time(years) Time{years) Time(years) Tima{ysars)
G Patients with MO Patients with M1
Rigk == hgh == low Risk == high == low
100 100
Eﬂ?ﬂ inn
050 050
;" | pe<0.001 § o3 p=0.001
000 000
S 71 % 3 485 8 7 8 8 nonn © 1 ¥ 3 4 85 & F & @ 10
Time(years) Time(years)
zngim\se 14411376 43 25 12 8 4 1 0 0 3"3138 IR I
G 1 2z 3 4 5 6 7 8 8 101 2 © 1 2 3 4 &5 & 7 8 & 10
Time(years) Tumeiyears)

Supplementary Figure 2. Stratified survival analysis based on TRLs prognostic signature. The OS rates of different risk groups
with different clinical features; including age (A); gender (B); grade (C); AJCC stage (D); T stage (E); N stage (F); and M stage (G).
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Supplementary Figure 3. The distribution of the risk scores in terms of age, gender, grade, and stage.
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Supplementary Figure 4. Principal components analysis between low- and high-risk groups with different data sets. (A) The
whole genome data. (B) The differentially expressed telomere-related genes. (C) TRLs. (D) The signature-based TRLs.
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Supplementary Figure 5. Functional enrichment analysis of 548 genes with differential expression between low- and high-
risk groups. (A-C) GO enrichment analysis. (D, E) KEGG enrichment analysis.
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