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The pathogen (Cronartium ribicola) which causes
white pine blister rust is one of many factors

Genome

Table 3: Most prevalent interspersed repeat families in loblolly pine and sugar pine genomes (de novo library)
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Table 2: Comparative repetitive content in sequenced plant genomes.
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Figure 5: Relative percentage of interspersed repeat categories in various conifer genomic sequence sets

Glycine max 973 57
Malus x domestica 604 67
Vitis vinifera 477 27
Picea abies 12,019 70 CO N C LU S I O N S
Pinus taeda 22,100 74

* Gymnosperms have not been characterized extensively in existing databases. A
Pinus lambertiana 34,000 76 . . . .

combination of de novo and library-based approaches are necessary to characterize

Sugar pine repeat content in conifers (Figure 1).
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* De novo approaches identified the majority of repeat families however over 30% of these
repeats are unclassified and require further characterization (Figure 5).
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Repbase * Bothloblolly pine and sugar pine have repetitive content estimates that exceed 75% (Table
2).
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 Comparative analysis reveals that sugar pine has fewer repeat families that are
contributing to large percentage of the interspersed repetitive content than lobloly pine
(Figure 4).
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Figure 2: Distribution of full (a & b) and partial (c & d) length alignments between References

y . * Wegrzyn et al. Unique features of the loblolly pine (Pinus taeda L.) megagenome revealed through sequence annotation. Genetics (2014) 196, 891-909.
Repeatmodeler and Repbase hits in sugar pine (@ &c)and loblolly (b &d). * Michael et al. The First 50 Plant Genomes. The plant genome (2013), 6 (2), 1-7.

* Wegrzyn et al. Insights into the Loblolly Pine Genome: Characterization of BAC and fosmid sequences. Plos One 8 (9), e72439.





