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Albumen Gland of Helix pomatia. Journal of Biological Chemistry, 2011, 286, 20260-20266.

A case-only study to identify genetic modifiers of breast cancer risk for BRCA1/BRCA2 mutation

carriers. Nature Communications, 2021, 12, 1078. 12.8 19

Breast Cancer Risk Factors and Survival by Tumor Subtype: Pooled Analyses from the Breast Cancer
Association Consortium. Cancer Epidemiology Biomarkers and Prevention, 2021, 30, 623-642.

Breast cancer progression is associated with a reduction in the diversity of sialylated and neutral

oligosaccharides. Clinica Chimica Acta, 1998, 271, 191-202. 11 18

Serum IgAl shows increased levels of<i>{=<[i>2,6-linked sialic acid in breast cancer. Interface Focus,
2019, 9, 20180079.

Identification of O-Linked Glycoproteins Binding to the Lectin Helix pomatia Agglutinin as Markers of 05 17
Metastatic Colorectal Cancer. PLoS ONE, 2015, 10, e0138345. ’

Common variants in breast cancer risk loci predispose to distinct tumor subtypes. Breast Cancer
Research, 2022, 24, 2.

Identification, purification and analysis of a 55 kDa lectin binding glycoprotein present in breast

cancer tissue. Clinica Chimica Acta, 1996, 254, 47-61. 11 14

Identification and elimination of false-positives in an ELISA-based system for qualitative assessment of
glycoconjugate binding using a selection of plant lectins. BioTechniques, 2007, 43, 458-464.

Lectin Array-Based Strategies for Identifying Metastasis-Associated Changes in Glycosylation. Methods

in Molecular Biology, 2012, 878, 267-272. 0.9 13

Current Perspectives in Cancer Proteomics. Molecular Biotechnology, 2002, 22, 139-152.

Oligosaccharide Release from Frozen and Paraffin-Wax-Embedded Archival Tissues. Analytical 0.4 10
Biochemistry, 1996, 242, 8-14. ’

Preferential Lectin Binding of Cancer Cells upon Sialic Acid Treatment Under Nutrient Deprivation.

Applied Biochemistry and Biotechnology, 2013, 171, 963-974.

Mendelian randomisation study of smoking exposure in relation to breast cancer risk. British Journal

of Cancer, 2021, 125, 1135-1145. 6.4 o



# ARTICLE IF CITATIONS

Release and analysis of polypeptides and glycopolypeptides from formalin-fixed, paraffin wax-embedded

tissue. The Histochemical Journal, 1998, 30, 609-615.

56 Clinical relevance assessment of animal preclinical research (RAA) tool: development and explanation. 2.0 8
Peer, 2021, 9, e10673. :

PhytoCloud: A Gamified Mobile Web Application to Modulate Diet and Physical Activity of Women with
Breast Cancer., 2017, , .

58 Machine learning prediction of susceptibility to visceral fat associated diseases. Health and 2.6 .
Technology, 2020, 10, 925-944. ’

Association of germline genetic variants with breast cancer-specific survival in patient subgroups
defined by clinic-pathological variables related to tumor biology and type of systemic treatment.
Breast Cancer Research, 2021, 23, 86.

Functional annotation of the 2q35 breast cancer risk locus implicates a structural variant in
60 influencing activity of a long-range enhancer element. American Journal of Human Genetics, 2021, 108, 6.2 6
1190-1203.

Two truncating variants in FANCC and breast cancer risk. Scientific Reports, 2019, 9, 12524.

A data science aEproach for early-stage prediction of Patient’s susceptibility to acute side effects of

62 advanced radiotherapy. Computers in Biology and Medicine, 2021, 135, 104624.

7.0 3

Germline HOXB13 mutations p.G84E and p.R217C do not confer an increased breast cancer risk.
Scientific Reports, 2020, 10, 9688.

Altered expression of N-acetyl galactosamine glycoproteins by breast cancers. Biochemical Society

6% Transactions, 1994, 22, 955955, 34 1

Breast Cancer Proteomics Using Two-Dimensional Electrophoresis : Studying the Breast Cancer
Proteome. , 2006, 120, 231-244.

2-DE-Based Proteomics for the Analysis of Metastasis-Associated Proteins. Methods in Molecular

6 Biology, 2012, 878, 111-120. 0o 1

Machine Learning Classification of Females Susceptibility to Visceral Fat Associated Diseases. IFMBE

Proceedings, 2020, , 679-693.




