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33 Oneâ€•Step Lignocellulose Fractionation by using 2,5â€•Furandicarboxylic Acid as a Biogenic and Recyclable
Catalyst. ChemSusChem, 2018, 11, 2051-2056. 6.8 32

34 Footprints of parasitism in the genome of the parasitic flowering plant Cuscuta campestris. Nature
Communications, 2018, 9, 2515. 12.8 141

35 RNAseq analysis of Î±-proteobacterium Gluconobacter oxydans 621H. BMC Genomics, 2018, 19, 24. 2.8 16

36 Monitoring of Plant Protein Post-translational Modifications Using Targeted Proteomics. Frontiers
in Plant Science, 2018, 9, 1168. 3.6 41



4

BjÃ¶rn Usadel

# Article IF Citations

37 High precision genome sequencing of engineered Gluconobacter oxydans 621H by combining long
nanopore and short accurate Illumina reads. Journal of Biotechnology, 2017, 258, 197-205. 3.8 17

38 From plant genomes to phenotypes. Journal of Biotechnology, 2017, 261, 46-52. 3.8 29

39 Early metabolic and transcriptional variations in fruit of natural white-fruited Fragaria vesca
genotypes. Scientific Reports, 2017, 7, 45113. 3.3 44

40 Insights into cell wall structure of Sida hermaphrodita and its influence on recalcitrance.
Carbohydrate Polymers, 2017, 168, 94-102. 10.2 21

41 De Novo Assembly of a New <i>Solanum pennellii</i> Accession Using Nanopore Sequencing. Plant
Cell, 2017, 29, 2336-2348. 6.6 192

42 Bioinformatics in the plant genomic and phenomic domain: The German contribution to resources,
services and perspectives. Journal of Biotechnology, 2017, 261, 37-45. 3.8 12

43 Tomato facultative parthenocarpy results from Sl<i><scp>AGAMOUS</scp>â€•<scp>LIKE</scp> 6</i> loss
of function. Plant Biotechnology Journal, 2017, 15, 634-647. 8.3 244

44 Genetic architecture of plant stress resistance: multiâ€•trait genomeâ€•wide association mapping. New
Phytologist, 2017, 213, 1346-1362. 7.3 144

45
Metabolic Adaptation, a Specialized Leaf Organ Structure and Vascular Responses to Diurnal N2
Fixation by Nostoc azollae Sustain the Astonishing Productivity of Azolla Ferns without Nitrogen
Fertilizer. Frontiers in Plant Science, 2017, 8, 442.

3.6 43

46 A comparative analysis of nonhost resistance across the two Triticeae crop species wheat and barley.
BMC Plant Biology, 2017, 17, 232. 3.6 21

47 Extensive Natural Variation in Arabidopsis Seed Mucilage Structure. Frontiers in Plant Science, 2016, 7,
803. 3.6 31

48 Temporal kinetics of the transcriptional response to carbon depletion and sucrose readdition in
<i>Arabidopsis</i> seedlings. Plant, Cell and Environment, 2016, 39, 768-786. 5.7 37

49 The Metabolic Signature of Biomass Formation in Barley. Plant and Cell Physiology, 2016, 57, 1943-1960. 3.1 66

50 Measures for interoperability of phenotypic data: minimum information requirements and formatting.
Plant Methods, 2016, 12, 44. 4.3 109

51 Genome-wide analysis of yield in Europe: allelic effects as functions of drought and heat scenarios.
Plant Physiology, 2016, 172, pp.00621.2016. 4.8 140

52 A Transcriptional and Metabolic Framework for Secondary Wall Formation in Arabidopsis. Plant
Physiology, 2016, 172, pp.01100.2016. 4.8 57

53 Streptomyces thermoautotrophicus does not fix nitrogen. Scientific Reports, 2016, 6, 20086. 3.3 31

54 Identification of RNA-binding Proteins in Macrophages by Interactome Capture. Molecular and
Cellular Proteomics, 2016, 15, 2699-2714. 3.8 88



5

BjÃ¶rn Usadel

# Article IF Citations

55 Improving the utilization of lignocellulosic biomass by polysaccharide modification. Process
Biochemistry, 2016, 51, 288-296. 3.7 28

56 Plant Pathway Databases. Methods in Molecular Biology, 2016, 1374, 71-87. 0.9 15

57 Growing Near Net Shape Components from Renewable Materials. Procedia CIRP, 2015, 29, 609-614. 1.9 1

58 Towards recommendations for metadata and data handling in plant phenotyping. Journal of
Experimental Botany, 2015, 66, 5417-5427. 4.8 116

59
Quantitative RTâ€“PCR Platform to Measure Transcript Levels of C and N Metabolism-Related Genes in
Durum Wheat: Transcript Profiles in Elevated [CO<sub>2</sub>] and High Temperature at Different
Levels of N Supply. Plant and Cell Physiology, 2015, 56, 1556-1573.

3.1 76

60 Starting to Gel: How Arabidopsis Seed Coat Epidermal Cells Produce Specialized Secondary Cell Walls.
International Journal of Molecular Sciences, 2015, 16, 3452-3473. 4.1 118

61 Cell wall modification in tobacco by differential targeting of recombinant endoglucanase from
Trichoderma reesei. BMC Plant Biology, 2015, 15, 54. 3.6 28

62 Highly Branched Xylan Made by IRX14 and MUCI21 Links Mucilage to Arabidopsis Seeds. Plant Physiology,
2015, 169, pp.01441.2015. 4.8 82

63 MUCILAGE-RELATED10 Produces Galactoglucomannan That Maintains Pectin and Cellulose
Architecture in Arabidopsis Seed Mucilage. Plant Physiology, 2015, 169, 403-420. 4.8 126

64
Genotypeâ€“phenotype modeling considering intermediate level of biological variation: a case study
involving sensory traits, metabolites and QTLs in ripe tomatoes. Molecular BioSystems, 2015, 11,
3101-3110.

2.9 25
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