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28 publications in international peer reviewed journals (Google Scholar) 
3 reviews, 3 book chapters, 1 patent 

3520 citations, h-index: 20 
 
5 selected publications: 
 
Thieme, M., Lanciano, S., Balzergue, S., Daccord, N., Mirouze, M., and Bucher, E. (2017). 
Inhibition of RNA polymerase II allows controlled mobilisation of retrotransposons for plant 
breeding. Genome Biol 18, 134. citations 18 

ü This work describes the key findings that lead to the ERC Consolidator project 
(BUNGEE) and a patent. 

 
Daccord, N., Celton, et al. and Bucher, E. (2017) 
High quality de novo assembly of the apple genome and methylome dynamics of early fruit 
development. Nature Genet 49, 1099–1106. citations 229 

ü I was leading a large consortium to generate a high-quality reference apple 
genome and epigenome. We found that important traits such as fruit size can be 
epigenetically regulated. 

 
Ito, H.*, Gaubert, H.*, Bucher, E.*, Mirouze, M., Vaillant, I., and Paszkowski, J. (2011). An siRNA pathway prevents 
transgenerational retrotransposition in plants subjected to stress. Nature 472, 115–119. *authors contributed 
equally. citations: 405 

ü Key paper. I played a crucial role in this work, since I initially discovered the heat induced TE and 
supervised the work of my co-first authors (H. Gaubert, PhD student / H. Ito post-doc).  

 
Yokthongwattana, C.*, Bucher, E.*1, Caikovski, M., Vaillant, I., Nicolet, J., Mittelsten Scheid, O., and Paszkowski, 
J.1 (2010). MOM1 and Pol-IV/V interactions regulate the intensity and specificity of transcriptional gene silencing. 
Embo J 29, 340–351. citations: 57, *authors contributed equally, 1corresponding author 

ü This paper shows that I contributed to the better understanding of the roles of the 
plant specific RNA polymerases to epigenetic silencing. 

 
Kanno, T.*, Bucher, E.*, Daxinger, L., Huettel, B., Böhmdorfer, G., Gregor, W., Kreil, D.P., 
Matzke, M., and Matzke, A.J.M. (2008). A structural-maintenance-of-chromosomes hinge 
domain-containing protein is required for RNA-directed DNA methylation. Nat Genet 40, 
670–675. *authors contributed equally, citations: 176 

ü This paper shows that I made important contributions in the elucidation of 
epigenetic silencing mechanisms in plants. 
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