
INPUT FILES: 

 Ab initio gene predictions: this document contains 2000 predicted genes. 

 

 

 

 

 

 

 

 

 



 transcripts_alignments:  are 3 different documents that I enter all three at the same time 

with the parameter "--transcript_alignments". All of them contain 2000 prediction lines. 

 

 



 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 genome: as reference genome I use only the sequence of one chromosome, since all ab 

initio predictions, and all PASA alignments of the samples used correspond to chromosome 

1. 

 

 

 

 

 

 

 

 

 



 weights file: this text file contains the weights for the PASA alignments, and for the 

augustus ab initio predictions. It is a tabular file although it has a txt extension. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



The initial execution command I use is as follows: 

 

 


