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# E. BRY @dsabszA B A% (the concet genome atlas, TCGA ) #9488 X B #4757, I3 K4k 3k %5
RNA (long non-coding RNA, IncRNA ) & & Fi#denF, 60 %A L4 MHH 28 25 (acute myeloid leukemia,
AML) ABFEHrmegmkiiz &, % HF TCGA H#EEF 60 ¥ A L AML B4 A, RF/EDE L HEREML
(NCCN) 5 #94 & /& AML #o4&F & AML #20, ifid R 3449 “edgeR” 7 %43 h £ F & 5 49 IncRNA / miRNA /
mRNA, A F R &AM TP “survival” &3 % & AML 548 % & AML 7 & £ 57 £ 34 49 IncRNA 347 & A 547, 5
M EE 409 WRE RNA (ceRNA ) W%, 458 AR TCGA ##% %+ 69 IncRNA / miRNA / mRNA &k # %% |, 454
SHAFE 10 A% 4 IncRNA ( AC009154.1, ACO11124.1, AC093627.2, AC144450.1, AL035691.1, AL355974.2, AL441943.2,
LINC00703, LINCO1612 #= AC103702.2) 5 60 % vA £ AML %% 7/5 BA R EaaXt, JH73) T 55Xk IncRNA 485
#) ceRNA W%, sbol, BHAT T FH Z B A4 2 5+ &£ 00 mRNAs & B A4kiE (gene ontology, GO ) A= #RAE 5 3k
Haa#4ePH (KEGG) @ o4, £t "Tviidid F 7R st IncRNA 89 R A, #rh &k AML B 575, Mm it R
PR B AML & E R 2k,
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Genetic Informatics Analysis of IncRNA Related to Patients with Different
Stratified Acute Myeloid Leukemia Over 60 Years Based on TCGA Database
LI Yue, XU Huan-ming, FAN Hua

(Department of Hematology, the Fourth Affiliated Hospital of China Medical University, Shenyang 110011, China)

Abstract: Objective The relevant data of the cancer genome atlas(TCGA) were analyzed to obtain relevant information on
the effect of long non-coding RNA (IncRNA) and its downstream target molecules on the prognosis of acute myeloid leakemia
(AML) population over 60 years old. Methods AML patients over the age of 60 from the TCGA database were divided into
two groups according to the NCCN guidelines: high risk AML and low and medium risk AML. Differentially expressed IncRNA/
miRNA/mRNA was screened by “edgeR” in R software. The survival package in R software was used to analyze the survival
of Incrnas with differential expression in high-risk AML and low-medium-risk AML, and the ceRNA network was constructed.
Results Based on IncRNA/miRNA/mRNA expression data in TCGA database, 10 classical IncRNA (AC009154.1, ACO11124.1,
AC093627.2, AC144450.1, AL035691.1, AL355974.2, AL441943.2, LINC00703, LINC01612 and AC103702.2) were found to
have a significant correlation with the prognosis of AML patients over 60 years old after comprehensive analysis, and the ceRNA
network related to these IncRNA was obtained. In addition, GO and KEGG pathway analysis of mRNAs with differentially
expressed mRNAs were performed. Conclusion By intervening the expression of these IncRNA, the prognosis of elderly AML
patients can be affected, thereby delaying or controlling the disease development of elderly AML patients.
Keywords: acute myeloid leukemia; long non-coding RNA; TCGA; competitive endogenous RNA
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