
Intermediate Genome

Original Genome

SOLID Genomic Data

454 Transcriptomic Data

GENES GENES VALIDATION

SOLID Transcriptomic Data

SUBSTITUTIONS
- Pileup file (samtools)
- Varscan program
- Threshold 70%

INDELS
- Pileup file (samtools)
- Threshold 60%

Transcriptional signals
5’ and 3’ UTR

ORFs (genemark)
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Micro re-alignment (srma)

Apply modifications

Remove Duplicated reads (picard)

Mapping (bfast)
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