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Proceedings of the National Academy of Sciences of the United States of America, 2009, 106,
12273-12278.

3.3 581



4

Detlef Weigel

# Article IF Citations

37 SHOREmap: simultaneous mapping and mutation identification by deep sequencing. Nature Methods,
2009, 6, 550-551. 9.0 558
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45 Autoimmune Response as a Mechanism for a Dobzhansky-Muller-Type Incompatibility Syndrome in
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52 Transcriptional Control of Gene Expression by MicroRNAs. Cell, 2010, 140, 111-122. 13.5 431
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74 Natural Variation in Arabidopsis: From Molecular Genetics to Ecological Genomics Â  Â . Plant Physiology,
2012, 158, 2-22. 2.3 330

75 Comparative transcriptomics reveals patterns of selection in domesticated and wild tomato.
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83 Activation of Floral Homeotic Genes in Arabidopsis. Science, 1993, 261, 1723-1726. 6.0 284

84 Stem cells that make stems. Nature, 2002, 415, 751-754. 13.7 282
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