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Proteomics analysis reveals new insights into surface pitting of sweet cherry cultivars displaying
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The impact of slow stomatal Rinetics on photosynthesis and water use efficiency under fluctuating
light. Plant Physiology, 2021, 186, 998-1012.

Identification of rye B chromosomea€associated peptides by mass spectrometry. New Phytologist, 2021, 73 6
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Changes at an Early Stage of Infection. Frontiers in Plant Science, 2021, 12, 663707.
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Physiology, 2021, 187, 1131-1148. ’
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Food Chemistry, 2020, 305, 125485.

Autologous micrograft accelerates endogenous wound healing response through ERK-induced cell

migration. Cell Death and Differentiation, 2020, 27, 1520-1538. 11.2 29

Characterizing fruit ripening in plantain and Cavendish bananas: A proteomics approach. Journal of
Proteomics, 2020, 214, 103632.

Distinct autophagy-apoptosis related pathways activated by Multi-walled (NM 400) and Single-walled
carbon nanotubes (NIST-SRM2483) in human bronchial epithelial (16HBE140-) cells. Journal of 12.4 15
Hazardous Materials, 2020, 387, 121691.

Breeding Climate-Resilient Bananas. , 2020, , 91-115.

The cryoprotectant PVS2 plays a crucial role in germinating Passiflora ligularis embryos after
cryopreservation by influencing the mobilization of lipids and the antioxidant metabolism. Journal of 3.5 6
Plant Physiology, 2019, 239, 71-82.

Integration of proteomics and metabolomics data of early and middle season Hass avocados under
heat treatment. Food Chemistry, 2019, 289, 512-521.

Using Growth and Transpiration Phenotyping Under Controlled Conditions to Select Water Efficient

Banana Genotypes. Frontiers in Plant Science, 2019, 10, 352. 3.6 25

Aggregating sequences that occur in many proteins constitute weak spots of bacterial proteostasis.
Nature Communications, 2018, 9, 866.

Homeolog expression analysis in an allotriploid non-model crop via integration of transcriptomics

and proteomics. Scientific Reports, 2018, 8, 1353. 3.3 34

The Plantain Proteome, a Focus on Allele Specific Proteins Obtained from Plantain Fruits. Proteomics,

2018, 18, 1700227.

Dawn regulates guard cell proteins in Arabidopsis thaliana that function in ATP production from

fatty acid beta-oxidation. Plant Molecular Biology, 2018, 98, 525-543. 3.9 10
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Plant Phenotyping Research Trends, a Science Mapping Approach. Frontiers in Plant Science, 2018, 9,
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New insights into the heterogeneous ripening in Hass avocado via LCA€“MS|MS proteomics. Postharvest
Biology and Technology, 2017, 132, 51-61.
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Biophysics Reports, 2017, 9, 106-113. )
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Somatic Embryogenesis in Coffee: The Evolution of Biotechnology and the Integration of Omics

Technologies Offer Great Opportunities. Frontiers in Plant Science, 2017, 8, 1460. 3.6 64

Influence of pred€harvest calcium, potassium and triazole application on the proteome of apple at
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The Enrichment of <i>Histomonas meleagridis</i>and Its Pathogen-Specific Protein Analysis: A First 10 20
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Abiotic Stress Tolerance Research Using-Omics Approaches. , 2016, , 77-91.

Follicular fluid biomarkers for human in vitro fertilization outcome: Proof of principle. Proteome 17 31
Science, 2016, 14, 17. :

The proteome profile of embryogenic cell suspensions of <i>Coffea arabica</i> L.. Proteomics, 2016, 16,
1001-1005.

Multiple Testing and Pattern Recognition in 2-DE Proteomics. Methods in Molecular Biology, 2016, 0.9 4
1384, 215-235. )

The quest for tolerant varieties: the importance of integrating 4€ceomicsa€stechniques to phenotyping.
Frontiers in Plant Science, 2015, 6, 448.

Transpiration efficiency versus growth: Exploring the banana biodiversity for drought tolerance. p 53
Scientia Horticulturae, 2015, 185, 175-182. ’

A look behind the screens: Characterization of the HSP70 family during osmotic stress in a non-model

crop. Journal of Proteomics, 2015, 119, 10-20.

Data for the characterization of the HSP70 family during osmotic stress in banana, a non-model crop. 10 10
Data in Brief, 2015, 3, 78-84. )
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Fine tuning of trehalose biosynthesis and hydrolysis as novel tools for the generation of abiotic

stress tolerant plants. Frontiers in Plant Science, 2014, 5, 147.

Improving the identification rate of data independent label-free quantitative proteomics experiments
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Problems inherent to a meta-analysis of proteomics data: A case study on the plants' response to Cd in
different cultivation conditions. Journal of Proteomics, 2014, 108, 30-54.
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A decade of plant proteomics and mass spectrometry: Translation of technical advancements to food
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Overexpression of the Trehalase Gene <i>AtTRE1<[i> Leads to Increased Drought Stress Tolerance in
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