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3’sequence 

3’RACE 5’RACE

TCCTGGGCTCAAGCGATCCTCCCACCTGAGTCTCCTGAGTACCTGGGACC  
ACAGGCACATGCTAACGCACCCACTTAATTTTTTTATTCGTAGAGCCGAG  
GTCTCACTATGTTGCCCAGACTGGTCTCAAGCTCTTGGGCTCAAGCAGTC  
CTCCTGCCTCAGCCTCCCAAAGTGCCAGGATTACAGGTGTGAGCCACCAC  
ACCCAG TCCAAAAAGTGATTTTCTAATTCCATAG TTTCTTC TACATTTCT  
TA A C T G G A AT T T T G TA A G G A A G A G T TAT C C T TAT T C AT T TAT T TA C C C AT  
T TA CT T GTAG GA GC ATG TATC ATAAATT C TTA ATC TAT GG GG T GTA GTTA  
GCTAC TG TAAATTTGATGCA C ATATTTTTCCAGAT TCAATAAGTAGGAT C  
C C C AT C A A G C TAT C T T C T G A AT C T T TA A A A AT G TAT T C T C C T TAT T T C AT  
G GGTATATAATTATTTTCTGGGCAACAGTTTGTTCATGGTACATTTGTC T  
CCAG C C CTAGACT CAGAAAAATGTAATTTATTTTAATGGAG AATACTAT T  
TAGAAGCTGCAGTCTCTGTGTAGGGAGGTGTTCCTAGGTAATAGTGCCCT  
GGCTTTTAGGTCTTCTCTATGGAGGATATGGCAAAGACATACAAAATTAT  
ATATA C G TAT C C A C A C AT TA ATA A C T C TAT T T C TATAT TA A A A A C AT G A C  
CA CAAGCCAACACTTTTAATTCCACTGCAGCACTGCTGGGTTATTTCTTG  
CTTTCCAAATTCCCTTGTCTGTAGCTATCTTTCATCACTTGCAAAAATAG  
CACGTGCTCAATCCTAGATTAAAATATAAGCTACTCTCAGAATTGATAAC  
T C ATA C C A C T C T T T T TA A A A AT C A A C TA A C C A G A AT T C A G T T T T TAT T C A  
CAGTTCTTATCTTTAGCTCAGGGCGTAATATAAAAGCACTAGGTTTAAAA  
CTT ACTTGGTCAGCAGCAATCCACTTCTAGGTACATGTCCAAAGGAACTG  
AAGAAAGCATCTCAATGTGTGAATGCCTACCTGTGTTCATTGCAGCATTA  
TTCAGAAGAGCCAAGAGGTGGAAGCAAAGTAAATGTCCATTGACAGATGA  
AT T G G TA A A C A A A AT G C AT TATATA C ATA C A AT G C A ATAT C AT T TA G C C T  
TAAAAACAAAATTCTGCCATATGCTACAACATGGACGTTATGCTAAGTGA  
A A T A A A C C A G 
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HIT NUM 3  
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Checking and correcting sequence...
Number of sequences to be processed: 1
Predicting ncRNA.../work/ncRNA/web/ncRNA_180611744340829/Input_180611744340829.tx

Coding Probabily Non-coding Probabily

95.22%4.78%

0.1 1 10

Univariate risk factors   HR  (95% CI)            P value

3.059 （1.523- 6.144)  0.002*

1.906 （0.995-3.651) 0.052

0.816 （0.434-1.538) 0.530

2.642 （1.361- 5.129) 0.004*

1.299 （0.618-2.729) 0.491

1.350 （0.725-2.517) 0.344
               Gender
(Male vs Famale)

                               Age
 (<65 years vs ≥ 65 years)

Tumor diameter
 (<5cm vs ≥ 5cm)

Pathological differentiation
 (Well&Moderate vs Poor)

BFAL1 expression
 (High vs Low)

        TNM stage
(I~II vs III~IV)

ETBF abundance
(High vs Low ) 2.358 （1.230-4.522) 0.002*
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