Steps for annotation:

· Choose gene in Gbrowser:

· Select putative model/s from predictions,

· Look the RNAseq support also.

· Go to Apollo and open the region;

· Choose best predition with Blat best hit in browser;

· Do reciprocal BlastP in NCBI;

· Check for presence/absence of exon based on Blast result and RNAseq;

· Comment on gene about the structure;

· Choose name and synonymous (Aa_AtXGXXXXX);

· Tick “Completed” if the structure is completed.

