63

papers

64

all docs

147801

5,961 31
citations h-index
64 64
docs citations times ranked

144013
57

g-index

8379

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS

The Plant NADPH Oxidase RBOHD Mediates Rapid Systemic Signaling in Response to Diverse Stimuli.

Science Signaling, 2009, 2, ra45.

Cytosolic Ascorbate Peroxidase 1 Is a Central Component of the Reactive Oxygen Gene Network of 6.6 858
Arabidopsis. Plant Cell, 2005, 17, 268-281. :

The Zinc-Finger Protein Zat12 Plays a Central Role in Reactive Oxygen and Abiotic Stress Signaling in
Arabidopsis A. Plant Physiology, 2005, 139, 847-856.
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MicroRNA Expression in Human Airway Smooth Muscle Cells. American Journal of Respiratory Cell and
Molecular Biology, 2010, 42, 506-513.

Large-scale mRNA expression profiling in the common ice plant, Mesembryanthemum crystallinum,
performing C3 photosynthesis and Crassulacean acid metabolism (CAM). Journal of Experimental 4.8 128
Botany, 2008, 59, 1875-1894.
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Transcript abundance profiles reveal larger and more complex responses of grapevine to chilling
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Gene expression of the liver in response to chronic hypoxia. Physiological Genomics, 2010, 41, 275-288. 2.3 51
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Differential floral development and gene expression in grapevines during long and short
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BMC Plant Biology, 2020, 20, 55.



38

40

42

44

46

48

50

52

54

KAREN A SCHLAUCH

ARTICLE IF CITATIONS
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Health-related quality of life after coronary artery bypass grafting surgery and the role of gender.

Cardiovascular Revascularization Medicine, 2012, 13, 321-327. 0.8 18

Microarray technology in the study of obesity and non-alcoholic fatty liver disease. Liver
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Population. Frontiers in Genetics, 2021, 12, 639418.
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