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Prediction model of prognosis risk of lung adenocarcinoma based on multi genomic data
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[Abstract] Objective: By integrating the clinical information group, genome and transcriptome of lung adenocarcinoma, a prognostic
risk prediction model was constructed to provide evidence of lung adenocarcinoma patients. Methods: The data of 522 patients with
lung adenocarcinoma were downloaded from TCGA website , and the multi group database of lung adenocarcinoma was completed.Cox
proportional hazard model was used to evaluate the effect of multigroup data on the prognosis of LUAD. A prognostic risk prediction
model based on clinical information, genotyping and multigroup information of gene expression was constructed. ROC curves and AUC
was used to assess the ability of risk recognition in prognostic models. Results: A total of 386 patients with lung adenocarcinoma were
included in the multi group database. One clinical information group, five genomes and four transcription groups for prognostic factors
were detected to associate with the prognosis of lung adenocarcinoma.HR (95%CI) of prognosis of lung adenocarcinoma for high-risk
group was 3.67 (95% CI=2.46~5.49) , as compared with low - risk group. After combining genome, transcriptome and clinical
information, the ROC curve is 0.694 (95% C1=0.633~0.754). Conclusion: Prognostic risk prediction index combining clinical
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information group, genome and transcriptome features can effectively distinguish the prognosis of lung adenocarcinoma patients. The

results will provide effective support for accurate treatment of lung adenocarcinoma patients.
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Table 1 Basic clinical and pathological data of patients with lung adenocarcinoma

Il RAE 1 TEG (%)N=276 AET(%)N=110 s A AERT T () HR(95% CI)® PEH
R (%)

<65 131(47.46) 49(44.55) 24.37 1

>65 145(52.54) 61(55.45) 21.77 1.31(0.88~1.95) 1.78x10™
£

B 127(46.01) 50(45.45) 21.53 1

Pk 149(53.99) 60(54.55) 26.78 1.08(0.71~1.63) 7.21x10™
W AR

N 37(13.65) 12(11.54) 26.37 1

2 A 234(86.35) 92(88.46) 23.53 0.90(0.47~1.72) 7.58x10™
TNM 434

-1 232(84.06) 68(61.82) 29.87 1

MI-1v 14 44(15.94) 42(38.18) 13.32 2.84(1.89~4.26) 4.42x107
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Table 2 Association between SNPs and mRNA expression in prognosis of lung adenocarcinoma

o FEA AR MAF (‘ )

AL RHIE T e (e ) HR(95% CI) P{HE
151371906 52/50/8 124/115/37 0.330(G) 0.69(0.50~0.95) 2.40x10™
159384411 30/55/25 99/133/44 0.422(C) 1.46(1.09~1.97) 1.18x10™
1510982846 64/41/5 141/107/28 0.277(G) 0.68(0.48~0.96) 2.88x10™
152013335 33/46/31 80/133/63 0.475(A) 1.50(1.12~1.99) 5.93x10°
158078328 28/53/29 93/125/58 0.456(A) 1.40(1.08~1.83) 1.22x10™
COLI1A1 26/28/23/33 71/68/73/64 - 1.15(1.02~1.30) 2.55%107
LDHA 22/26/19/43 75/70/77/54 - 1.75(1.33~2.31) 6.51x10°
KLF4 24/26/29/31 73/70/67/66 - 1.29(1.08~1.54) 5.52x10°
EPHA2 20/31/29/30 77165/67/67 - 1.32(1.10~1.58) 3.35x10°
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g G AL R B ISET- XU (F23) . R ROC il
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PERE, H AUC 11531 0.694(95% C1=0.633~0.754) .

303 i
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Table 3 Correlation between three prognostic indices and prognosis of lung adenocarcinoma

i EEi4 1715 (%)N=276 BT (%)N=110 FREAEAFIAL (A HR(95% CI) P{H
WHGHEEL

IR 154(55.80) 39(35.45) 38.90 1.00

1R AU 122(44.20) 71(64.55) 15.33 3.67(2.46~5.49) 1.96x107"°
Il RAR £

IR 176(63.77) 36(32.73) 38.37 1.00

e AU 100(36.23) 74(67.27) 19.27 3.46(2.31~5.19) 1.83x107
IR

IR AU 158(57.25) 35(31.82) 37.83 1.00

RN 118(42.75) 75(68.18) 19.40 3.49(2.31~5.26) 2.47x10°
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Figure 2 Comparison of Kaplan-Meier survival curves between high and low risk group
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