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Excel S1. The clinical characteristics table of 117 patients in TCGA-LSCC.
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Figure S1. Analysis workflow of the study.
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Characteristics Dead(N=50) Alive(N=67) Total(N=117) pvalue FDR

Age 0.53 1

≥60 35(29.91%) 42(35.90%) 77(65.81%)

＜60 15(12.82%) 25(21.37%) 40(34.19%)

Gender 0.14 0.71

female 12(10.26%) 8(6.84%) 20(17.09%)

male 38(32.48%) 59(50.43%) 97(82.91%)

T 0.82 1

T1 1(0.85%) 2(1.71%) 3(2.56%)

T2 9(7.69%) 11(9.40%) 20(17.09%)

T3 18(15.38%) 20(17.09%) 38(32.48%)

T4 0(0.0e+0%) 2(1.71%) 2(1.71%)

T4a 20(17.09%) 30(25.64%) 50(42.74%)

Unknow 2(1.71%) 2(1.71%) 4(3.42%)

N 0.01 0.07

N0 24(20.51%) 32(27.35%) 56(47.86%)

N1 6(5.13%) 13(11.11%) 19(16.24%)

N2 5(4.27%) 0(0.0e+0%) 5(4.27%)

N2a 3(2.56%) 0(0.0e+0%) 3(2.56%)

N2b 3(2.56%) 9(7.69%) 12(10.26%)

N2c 4(3.42%) 9(7.69%) 13(11.11%)

N3 3(2.56%) 0(0.0e+0%) 3(2.56%)

Unknow 2(1.71%) 4(3.42%) 6(5.13%)

M 0.5 1

M0 45(38.46%) 64(54.70%) 109(93.16%)

M1 2(1.71%) 1(0.85%) 3(2.56%)

Unknow 3(2.56%) 2(1.71%) 5(4.27%)

Stage 0.46 1

Stage I 1(0.85%) 2(1.71%) 3(2.56%)

Stage II 6(5.13%) 6(5.13%) 12(10.26%)

Stage III 11(9.40%) 16(13.68%) 27(23.08%)

Stage IVA 25(21.37%) 40(34.19%) 65(55.56%)

Stage IVB 3(2.56%) 0(0.0e+0%) 3(2.56%)

Stage IVC 2(1.71%) 1(0.85%) 3(2.56%)

Unknow 2(1.71%) 2(1.71%) 4(3.42%)
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