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Abstract

Mitochondrial genome sequences are available in large number and new se-
quences become published nowadays with increasing pace. Fast, automatic,
consistent, and high quality annotations are a prerequisite for downstream anal-
yses. Therefore, we present an automated pipeline for fast de-novo annotation
of mitochondrial protein-coding genes. The annotation is based on enhanced
phylogeny-aware Hidden Markov models (HMMs). The pipeline builds taxon-
specific enhanced multiple sequence alignments (MSA) of already annotated

sequences and corresponding HMMs using an approximation of the phylogeny.
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