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Role of laccase gene in wheat NILs differing at QTL-Fhb1 for resistance against Fusarium head blight.

Plant Science, 2020, 298, 110574.

Integrated transcriptomics and metabolomics reveal induction of hierarchies of resistance genes in

potato against late blight. Functional Plant Biology, 2016, 43, 766. 21 24



38

40

42

44

46

48

50

AJJAMADA C KUSHALAPPA

ARTICLE IF CITATIONS

Discrimination of three fungal diseases of potato tubers based on volatile metabolic profiles

developed using GC/MS. Potato Research, 2005, 48, 85-96.

TaNACO032 transcription factor regulates lignin-biosynthetic genes to combat Fusarium head blight in N 23
wheat. Plant Science, 2021, 304, 110820. :

Potato NAC43 and MYB8 Mediated Transcriptional Regulation of Secondary Cell Wall Biosynthesis to
Contain Phytophthora infestans Infection. Plant Molecular Biology Reporter, 2017, 35, 519-533.

Tuber metabolic profiling of resistant and susceptible potato varieties challenged with Phytophthora

infestans. European Journal of Plant Pathology, 2016, 145, 277-287. L7 19

Gene discovery and genome editing to develop cisgenic crops with improved resistance against
pathogen infection. Canadian Journal of Plant Pathology, 2016, 38, 279-295.

Hydroxycinnamic acids in cooked potato tubers from <i>Solanum tuberosumc</i> group Phureja. Food 3.4 17
Science and Nutrition, 2017, 5, 380-389. '

Macronutrient contents of potato genotype collections in the Solanum tuberosum Group Phureja.
Journal of Food Composition and Analysis, 2018, 66, 179-184.

Genome-wide in silico identification of LysM-RLK genes in potato (Solanum tuberosum L.). Molecular 9.3 12
Biology Reports, 2019, 46, 5005-5017. :

PHYSICAL, PHYSIOLOGICAL AND CHEMICAL CHANGES IN POTATO AS INFLUENCED BY ERWINIA CAROTOVORA
INFECTION. Journal of Food Processing and Preservation, 2002, 26, 339-359.

Models to predict potato tuber infection by Pythium ultimum from duration of wetness and
temperature, and leak-lesion expansion from storage duration and temperature. Postharvest Biology 6.0 8
and Technology, 2003, 27, 313-322.

Hydroxycinnamic acid functional ingredients and their biosynthetic genes in tubers of Solanum
tuberosum Group Phureja. Cogent Food and Agriculture, 2016, 2, .

Identification and functional characterisation of late blight resistance polymorphic genes in Russet

Burbank potato cultivar. Functional Plant Biology, 2021, 48, 88. 21 6

Liquid chromatography and high resolution mass spectrometry-based metabolomics to identify

quantitative resistance-related metabolites and genes in wheat QTL-2DL against Fusarium head blight.
European Journal of Plant Pathology, 2018, 151, 125.

Corrigendum to: Integrated transcriptomics and metabolomics reveal induction of hierarchies of

resistance genes in potato against late blight. Functional Plant Biology, 2016, 43, 1205. 2.1 0



