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Fig. S1. Workflow of the analysis in this study.
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Fig. S2. Associations between SAHR value and clinical stage among various cancer

types.
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Fig. S3. Comparison of breast cancer (BRCA) patients with different SAHR values.

(a) training dataset, (b) testing dataset, (c) early- and (d) late-stage patients in testing

dataset.
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Fig. S4. Comparison of colon adenocarcinoma (COAD) patients with different
SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-stage

patients in testing dataset.
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Fig. S5. Comparison of Laryngeal cancer (LC) patients with different SAHR
values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-stage patients in

testing dataset.
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Fig. S6. Comparison of Tongue cancer (TC) patients with different SAHR values.

(a) training dataset, (b) testing dataset, (c) early- and (d) late-stage patients in testing

dataset.
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Fig. S7. Comparison of Kidney renal clear cell carcinoma (KIRC) patients with
different SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-

stage patients in testing dataset.
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Fig. S8. Comparison of Kidney renal papillary cell carcinoma (KIRP) patients
with different SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d)

late-stage patients in testing dataset.
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Fig. S9. Comparison of Lung adenocarcinoma (LUAD) patients with different
SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-stage

patients in testing dataset.
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Fig. S10. Comparison of Lung squamous cell carcinoma (LUSC) patients with
different SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-

stage patients in testing dataset.

11



STAD

STAD

a (training dataset) b (testing dataset)
o o
2 P<1x 107, HR=21.50 2 P=2.9x 103, HR=3.17
g 3- g 3
2 2 o
©
o o o o :
< & -
2 ° 2 °
2 o 2
@ . ® o | — SAHR+(N=27)
e N T T T T T M T T T
0 500 1000 1500 2000 2500 0 1000 2000 3000
Time (days Time (days
y y
c STAD d STAD
(early Stage) (late Stage)
o o
2 © P=0.036, HR=3.97 2 - P=0.14, HR=2.22
3 S 5 3
2 o 8 o
o o ] et © o ' }
E < | + t - : E <
2 ° g °
o~ N
S S | — SAHR- (N=20) E © | — SAHR- (N=16)
@D o | — SAHR+(N=11) ? o | — SAHR+(N=11)
e M T T T T ° M T T T
0 500 1000 1500 2000 0 1000 2000 3000
Time (days) Time (days)

Fig. S11. Comparison of Stomach adenocarcinoma (STAD) patients with different
SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-stage

patients in testing dataset.
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Fig. S12. Comparison of Thyroid carcinoma (THCA) patients with different
SAHR values. (a) training dataset, (b) testing dataset, (c) early- and (d) late-stage

patients in testing dataset.
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Fig. S13. Comparison of Endometrial endometrioid adenocarcinoma (UCEC)

patients with different SAHR values. (a) training dataset, (b) testing dataset.
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Fig. S14. Comparison of patients’ survival for SAHR values in patients with

different gender or ethics. (a) female and (b) male in KIRC, (c) White and (d) non-

White in HCC.
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Fig. S15. Gender and clinical stage distribution of HCC patients in different HCC

subtypes. (a) Gender, (b) Stage. P-values were calculated using Kruskal-Wallis tests.
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Fig. S16. Annotations for HCC subtypes. (a) Overall view of differentially expressed
genes among HCC subtypes. (b) Expression levels for somatic mutation related genes
(AXIN1, CSMD3, APOB and CACNAIE). (c) Immune infiltration landscape among

HCC subtypes using ssGSEA algorithm. P-values were calculated using Kruskal-Wallis
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tests, *: p<0.05, **: p<0.01, ***: p<0.001. (d) KEGG pathway enrichment analyses
y

based on gene expression profile data using gene set variation analysis.
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Fig. S17. Gene Ontology enrichment for the subtype-specific up regulated genes in

HCC.
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