
BLAST2-alignments for 
every two transcripts 

Extracting transcript pair 
passing the following rules: 
1. E-value ≤ 10-10

2. Identity ≥ 70%
3. Alignable length ≥ 50 bp

38,086 UCSC known transcripts

38,086×38,086 alignment score matrix

N-hybrid events identification 
and classification 

2-hybrid events 3-hybrid events N-hybrid events

Triad detection

 
 
 
 


