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Developing data interoperability using standards: A wheat community use case. F1000Research,
2017, 6, 1843

Mining Plant Genomic and Genetic Data Using the GnplS Information System. Methods in Molecular
94 Biology, 2017, 1533, 103-117 14

Decoding the oak genome: public release of sequence data, assembly, annotation and publication
strategies. Molecular Ecology Resources, 2016, 16, 254-65

International Congress on Transposable elements (ICTE 2016) in Saint Malo: mobile elements under
92 the sun of Brittany. Mobile DNA, 2016, 7, 19 4-4

Impact and insights from ancient repetitive elements in plant genomes. Current Opinion in Plant
Biology, 2016, 30, 41-6

Comprehensive repeatome annotation reveals strong potential impact of repetitive elements on

90 tomato ripening. BMC Genomics, 2016, 17, 624 45 22

transPLANT Resources for Triticeae Genomic Data. Plant Genome, 2016, 9, plantgenome2015.06.0038

88 . Proceedings of the IEEE, 2016, 1-8 143 6

Towards an open grapevine information system. Horticulture Research, 2016, 3, 16056

The Arabidopsis hnRNP-Q Protein LIF2 and the PRC1 Subunit LHP1 Function in Concert to Regulate

86 the Transcription of Stress-Responsive Genes. Plant Cell, 2016, 28, 2197-2211

11.6 28

The oak gene expression atlas: insights into Fagaceae genome evolution and the discovery of genes
regulated during bud dormancy release. BMC Genomics, 2015, 16, 112

3 Whole genome comparative analysis of transposable elements provides new insight into
4 mechanisms of their inactivation in fungal genomes. BMC Genomics, 2015, 16, 141 4-5
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