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The populus was selected as the first tree with the genome to be sequenced, mamnly due to its small genome size, the wide deployment worldwide 30+
species), and its short juvenile period. Tts rich content of cellulose, which 1z one of the most mnportant source for biofuel A female clone of P trichacarpa
was chosen to be sequenced.

The current assembly of Fopulus genome 15 release 1.0, whose small msert end-sequence coverage 15 753, and it was released in June 2004, Tt consists of
22,012 zsequences (ncluding the 19 chromoszomes) and the total length 15 485,510,911 bps. The data was downloaded from the offical site of the Populus
trichocarpa genome sequencing project. The latest version of the genome can be found at the Poplar Genome Project at JGI Eularyotic Genornics.

Duplication regions introduce sighificant difficulties into the cotrect assemblying of sequence contigs. For example, ~45% of the 75 2-Mbp segmental
duplication regions i the mitial assembly of the Norway Rat genome lacked chromosome assignment [1]. We identified all the repetitive elements m the
popidus genome. We further assign each of them as different claszes of repetitive elements, melidimg DA transposons, BIA retrotransposons, Winiature
Inverted-repeat Transposable Elements (MITE), Simple Sequence Repeats (35ER), and Segmental Duplications (5D), ete.

WWe organized the annotations mto thiz easily browsable, searchable, and blastable database, RepPap, for the whole community. If vou have any questions,
please find the contact information i the Contact zection.

e also provided a Wilki interface for the whole community to curate the annotations in this database at:
httpAvebl bnb uga edu~ FEhow Rep Fop Wikis
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