
  
 

a.  Background of  development 

b.  Methods of LncACTdb 3.0 

a) Manual curation of high-confidence experimentally verified ceRNAs 

b) Manual curation of lncRNA biomarkers 

c) Curation of functional annotations and functional analysis 

d) Identification of sample-specific ceRNAs and construction of networks 

e) Survival analysis 

f) Network construction and illustration 

g) The BLAST method 

c. Quick start in LncACTdb 3.0 

a) Functional annotation in LncACTdb 3.0 

b) Cell location in LncACTdb 3.0 

c) Blast tool in LncACTdb 3.0 

d) Survival analysis in LncACTdb 3.0 

e) State visualization in LncACTdb 3.0 

f) Network visualization in LncACTdb 3.0 

g) Hallmark annotation in LncACTdb 3.0 

h) Tree visualization in LncACTdb 3.0 

  





http://bio-bigdata.hrbmu.edu.cn/LncACTdb
http://www.bio-bigdata.net/LncACTdb


 





http://bio-bigdata.hrbmu.edu.cn/LncACTdb/Lncact_down.jsp


http://stke.sciencemag.org/
http://www.signaling-gateway.org/
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https://blast.ncbi.nlm.nih.gov/Blast.cgi









