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Man versus Machine

• Ensembl and similar systems provide 
excellent even coverage of genome

• (good) human annotator still wins gene by 
gene



Sanger annotation
• Annotating:

our ⅓ of human + MHC haplotypes + encode
mouse (chromosomes 2, 4, 11, X)
all of zebrafish
miscellaneous other vertebrates

• Available from Vega, Ensembl, EMBL / 
Genbank
http://vega.sanger.ac.uk

• Import quality annotation (GTF or XML)



fox - the old system

• Stored in acedb format
• Annotated clone by clone
• Transcripts that spanned several clones 

were fused during import into an Ensembl 
database:

Continued_from
Continues_as



otter - the new system

• still uses acedb xace front end on a local 
database, now driven by perl/Tk UI

• annotation stored in extended Ensembl 
schema

• annotators edit contiguous region of a 
chromosome

• improved viewing of gapped alignments





sequence features

sequence sets
and notes

otter databases

otter_human

otter_mouse

otter_zebrafish

species.dat

otter_srv

dataset
information
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mouse_finished

zebrafish_fin-
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client
XML



otter XML
<otter>
  <sequence_set>
    <sequence_fragment>
      <accession>
    <locus>
      <transcript>
        <exon>
    <feature_set>

<stable_id>
<author>
<start> <end> <strand>

http://www.sanger.ac.uk/~jgrg/otter_xml.html



otterlace - Datasets
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Sequence Notes



Transcript editor



• Schema glitches
• Ensemble core schema + API catchup
• Smarter filtering of vast amount of data 

presented to annotator
• Speed - GUI and feature fetching
• Easy to install externally and tunnel over SSH
• Acedb replacement + Gtk

Improvements



Acknowledgments
Roy Storey
Mike Croning
Chao-Kung Chen
Patrick Meidl
Steve Trevanion
Tim Hubbard

Steve Searle *
Michele Clamp

Ensembl

ACeDB

Havana

ISG

* Paper: Genome Research 2004 May;14(5):963-70.


