ab initio repeat library other supporting evidence

RepeatScout (I-mer-table, repeatscout) 454 ESTs P. subalpina

(TE and non-TE with >4 matches on genome)
Filter step 1 (MS, low complexity) Sanger-sequenced ESTs

(TE and non-TE with >4 matches on genome)
blastclust (-S90-L0.9-b F—p F) manually annotated TEs

Filter out non-TE sequences (e.g. HET domain proteins)

Use raw library and map against genome

Get consensus for complete TEs and classify them (especially highly abundant TEs)

manually-curated TE library for repeat masking prior to annotation



