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Introduction

Eukaryotic gene finders require for competitive performance that their parameters for detecting biological signals and for distinguishing coding and non-coding regions are
reestimated for new species. We are introducing a fully automatic structural annotation pipeline that trains a gene finder solely based on the sequence data — the genome and
transcript sequences — and then predicts the protein-coding genes genome wide. lts core is the gene prediction program AUGUSTUS [1] that is based on a generalized Hidden
Markov Model and performed among the three best transcript-based gene finders at the most recent independent assessment of gene finders, nGASP [2].

Pipeline for Structural Annotation of New Genomes
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Some Genome Projects Using AUGUSTUS
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