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33 Geographical Distribution and Diversity of Bacteria Associated with Natural Populations of
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34 Assessment of genetic diversity in dent and popcorn (Zea mays L.) inbred lines using inter-simple
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39 The Unified Grass Genome: Synergy inâ€‰Synteny. Genome Research, 1997, 7, 301-306. 5.5 169

40 Do genetic recombination and gene density shape the pattern of DNA elimination in rice long terminal
repeat retrotransposons?. Genome Research, 2009, 19, 2221-2230. 5.5 169

41
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47 Recombination at the Rp1 locus of maize. Molecular Genetics and Genomics, 1991, 226, 377-82. 2.4 137

48 5Gs for crop genetic improvement. Current Opinion in Plant Biology, 2020, 56, 190-196. 7.1 134

49 Plant centromere organization: a dynamic structure with conserved functions. Trends in Genetics,
2007, 23, 134-139. 6.7 133

50 Distribution, diversity, evolution, and survival of <i>Helitrons</i> in the maize genome. Proceedings
of the National Academy of Sciences of the United States of America, 2009, 106, 19922-19927. 7.1 133

51 Different Types and Rates of Genome Evolution Detected by Comparative Sequence Analysis of
Orthologous Segments From Four Cereal Genomes. Genetics, 2002, 162, 1389-1400. 2.9 132

52 Transposable element origins of epigenetic gene regulation. Current Opinion in Plant Biology, 2011, 14,
156-161. 7.1 130

53 The genetic colinearity of rice and other cereals on the basis of genomic sequence analysis. Current
Opinion in Plant Biology, 2003, 6, 128-133. 7.1 129

54 The evolution of nuclear genome structure in seed plants. American Journal of Botany, 2004, 91,
1709-1725. 1.7 129



5

Jeffrey L Bennetzen

# Article IF Citations

55 Dynamic Evolution of<i>Oryza</i>Genomes Is Revealed by Comparative Genomic Analysis of a
Genus-Wide Vertical Data Set. Plant Cell, 2009, 20, 3191-3209. 6.6 128

56 Identification of stress-responsive genes in an indica rice (Oryza sativa L.) using ESTs generated from
drought-stressed seedlings. Journal of Experimental Botany, 2007, 58, 253-265. 4.8 127

57 <i>Brachypodium distachyon</i> and <i>Setaria viridis</i>: Model Genetic Systems for the Grasses.
Annual Review of Plant Biology, 2015, 66, 465-485. 18.7 126

58 The genetic map of finger millet, Eleusine coracana. Theoretical and Applied Genetics, 2006, 114, 321-332. 3.6 124
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61 Highâ€•Cot sequence analysis of the maize genome. Plant Journal, 2003, 34, 249-255. 5.7 120

62 The <i>yl</i> Gene of Maize Codes for Phytoene Synthase. Genetics, 1996, 143, 479-488. 2.9 120

63
Comparative sequence analysis of <i>MONOCULM1</i> -orthologous regions in 14 <i>Oryza</i>
genomes. Proceedings of the National Academy of Sciences of the United States of America, 2009, 106,
2071-2076.

7.1 119
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Genome Research, 2008, 18, 1918-1923. 5.5 112
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