Discarded pipeline components

These modules were used during development of the SnowyOwl pipeline but not included in the final

version.

Orthologs

The Uniprot-Swissprot database [1] was searched with the six-frame translation of the genomic
sequence using DeCypher GeneDetective running on TimeLogic boards [2] to identify subsequences of
the genome that encode homologs of known proteins. The structures of the transcripts corresponding to
these subsequences were then refined using in-house scripts that took into account RNASeq coverage
(for donor and acceptor sites) and potential frame shifts (genome assembly errors) identified using
ESTScan [3]. The subset of the resulting gene models that were also found in at least one of GeneMark

Models or Contig Models were used to train Augustus [4; 5].

Augustus Domains

Multiple sequence alignments of proteins representing 92 of the Glycoside Hydrolase families [6; 7]
found in fungi were generated and then converted to block profiles as described in [8]. Augustus with
the PPX extension [8], trained with the Consensus Training Set, was run on the entire genome for each

profile. The resulting gene models were incorporated into the Pooled Augustus Models.
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