CITATION REPORT
List of articles citing

Source: https://exaly.com/paper-pdf/75186157/citation-report.pdf
Version: 2024-04-28

This report has been generated based on the citations recorded by exaly.com for the above article. For
the latest version of this publication list, visit the link given above.

The third column is the impact factor (IF) of the journal, and the fourth column is the number of

citations of the article.




99

97

95

93

91

89

CITATION REPORT

Paper IF Citations

ABC-GWAS: Functional Annotation of Estrogen Receptor-Positive Breast Cancer Genetic Variants.
Frontiers in Genetics, 2020, 11, 730

Update Breast Cancer 2020 Part 3 - Early Breast Cancer. Geburtshilfe Und Frauenheilkunde, 2020, 80, 1105-11148

Common variants in signaling transcription-factor-binding sites drive phenotypic variability in red
blood cell traits. Nature Genetics, 2020, 52, 1333-1345

Another step forward towards unraveling the biological mechanisms driving breast cancer

predisposition: a role for non-coding RNAs. Non-coding RNA Investigation, 2020, 4, 3-3 0.6

The Role of Noncoding Variants in Heritable Disease. Trends in Genetics, 2020, 36, 880-891

Genetic determinants of breast cancer risk. Current Opinion in Endocrine and Metabolic Research,
2020, 15, 1-7 L7

Fine-mapping genetic associations. Human Molecular Genetics, 2020, 29, R81-R88

Revisiting genome-wide association studies from statistical modelling to machine learning. L 6
Briefings in Bioinformatics, 2021, 22, 34

Impact of fibroblast growth factor receptor 1 (FGFR1) amplification on the prognosis of breast
cancer patients. Breast Cancer Research and Treatment, 2020, 184, 311-324

eQTL Colocalization Analyses Identify NTN4 as a Candidate Breast Cancer Risk Gene. American

Journal of Human Genetics, 2020, 107, 778-787 1 8

Genome-wide association study identifies 32 novel breast cancer susceptibility loci from overall
and subtype-specific analyses. Nature Genetics, 2020, 52, 572-581

Update Breast Cancer 2020 Part 1 - Early Breast Cancer: Consolidation of Knowledge About Known L
Therapies. Geburtshilfe Und Frauenheilkunde, 2020, 80, 277-287 2 4

Admixture mapping of asthma in southwestern Europeans with North African ancestry influences.
American Journal of Physiology - Lung Cellular and Molecular Physiology, 2020, 318, L965-L975

Epigenetic Research in Stem Cell Bioengineering-Anti-Cancer Therapy, Regenerative and
Reconstructive Medicine in Human Clinical Trials. Cancers, 2020, 12,

Transcription factors in epithelial ovarian cancer: histotype-specific drivers and novel therapeutic
targets. Pharmacology & Therapeutics, 2021, 220, 107722

How wide is the application of genetic big data in biomedicine. Biomedicine and Pharmacotherapy,
2021, 133,111074 75 2

Quality and Quantity: How to Organize a Countrywide Genetic Counseling and Testing. Breast Care,

2021, 16, 196-201




(2021-2021)

3 A case-only study to identify genetic modifiers of breast cancer risk for BRCA1/BRCA2 mutation L
3 carriers. Nature Communications, 2021, 12, 1078 74 4

NGS zur Selektion innovativer Therapien [Was bringt das?. Der Gynakologe, 2021, 54, 164-174

Update Mammakarzinom 2020 Teil 3 [FfrBes Mammakarzinom. Senologie - Zeitschrift Fi

81 Mammadiagnostik Und -therapie, 2021, 18, 39-48

DNA methylation and breast cancer-associated variants. Breast Cancer Research and Treatment,
2021, 188, 713-727

A Role for TGFGignaling in Preclinical Osteolytic Estrogen Receptor-Positive Breast Cancer Bone
79 Metastases Progression. International Journal of Molecular Sciences, 2021, 22,

Potential functional variants of KIAA genes are associated with breast cancer risk in a case control
study. Annals of Translational Medicine, 2021, 9, 549

Proteogenomic Workflow Reveals Molecular Phenotypes Related to Breast Cancer Mammographic 6
77 Appearance. Journal of Proteome Research, 2021, 20, 2983-3001 5

Rare copy number variants (CNVs) and breast cancer risk.

Update Breast Cancer 2021 Part 1 - Prevention and Early Stages. Geburtshilfe Und Frauenheilkunde,
75 2021, 81,526-538 23

Pleiotropy-guided transcriptome imputation from normal and tumor tissues identifies candidate
susceptibility genes for breast and ovarian cancer. Human Genetics and Genomics Advances, 2021, 2, 100(94%-1 06042

FRL: An Integrative Feature Selection Algorithm Based on the Fisher Score, Recursive Feature
73 Elimination, and Logistic Regression to Identify Potential Genomic Biomarkers. BioMed Research 3 1
International, 2021, 2021, 4312850

Personalized Risk Assessment for Prevention and Early Detection of Breast Cancer: Integration and
Implementation (PERSPECTIVE I&l). Journal of Personalized Medicine, 2021, 11,

. Identification and Exploration of Novel Macrophage M2-Related Biomarkers and Potential 6
7 Therapeutic Agents in Endometriosis. Frontiers in Molecular Biosciences, 2021, 8, 656145 5 3

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

6 Identification of 22 susceptibility loci associated with testicular germ cell tumors. Nature L
9 Communications, 2021, 12, 4487 74 5

A search for modifying genetic factors in CHEK2:c.1100delC breast cancer patients. Scientific
Reports, 2021, 11, 14763

67 Partitioning gene-mediated disease heritability without eQTLs. 1

Risks and Function of Breast Cancer Susceptibility Alleles. Cancers, 2021, 13,




CITATION REPORT

The Role of IncRNA in the Development of Tumors, including Breast Cancer. International Journal of

Molecular Sciences, 2021, 22, 63 7

Combining SNP-to-gene linking strategies to pinpoint disease genes and assess disease
omnigenicity.

63  Genome-wide association studies. Nature Reviews Methods Primers, 2021, 1, 50

Optimization of HRM Method for Genotyping and Estimating the Frequency of SNP rs12325489 on
Lincrna Gene in Vietnamese Breast Cancer Patients. IFMBE Proceedings, 2022, 569-580

Molecular Spectra and Frequency Patterns of Somatic Mutations in Arab Women with Breast

61 Cancer. Oncologist, 2021, 26, e2086-e2089 >7

Coding variants in the PCNT and CEP295 genes contribute to breast cancer risk in Chinese women.
Pathology Research and Practice, 2021, 225, 153581

Genetic variations of DNA bindings of FOXA1 and co-factors in breast cancer susceptibility. Nature L
59 Communications, 2021, 12, 5318 74

CRISPR screens identify gene targets and drug repositioning opportunities at breast cancer risk
loci.

Pleiotropy-guided transcriptome imputation from normal and tumor tissues identifies new
57 candidate susceptibility genes for breast and ovarian cancer.

Open Targets Genetics: An open approach to systematically prioritize causal variants and genes at
all published human GWAS trait-associated loci.

A Genetic Variant of the BTLA Gene is Related to Increased Risk and Clinical Manifestations of
55 Breast Cancer in Chinese Women. Clinical Breast Cancer, 2021, 21, e512-e517 3

Common variants in breast cancer risk loci predispose to distinct tumor subtypes.

B Proteogenomic workflow reveals distinct molecular phenotypes related to breast cancer
53 appearancell

An open approach to systematically prioritize causal variants and genes at all published human
GWAS trait-associated loci. Nature Genetics, 2021, 53, 1527-1533

51 Risikoadaptierte Pridention bei familil bedingtem Brust- und Eierstockkrebs. 2021, 36, 16-20 0.2

Can the epigenome contribute to risk stratification for cancer onset?. NAR Cancer, 2021, 3, zcab043

Functional annotation of breast cancer risk loci: current progress and future directions. British 3
49 Journal of Cancer, 2021, 7

KMT9 controls stemness and growth of colorectal cancer. Cancer Research, 2021,




(2022-)

Transcriptome and interactome analyses identify theTP53interacting geneRCCD1as a candidate
47 susceptibility gene at the 15p26.1 breast and ovarian cancer risk locus.

Two distinct mechanisms underlie estrogen-receptor-negative breast cancer susceptibility at the
2p23.2 locus. European Journal of Human Genetics, 2021,

45  insertion variants alter gene transcript levels. Genome Research, 2021, 97 1

Rare germline copy number variants (CNVs) and breast cancer risk.. Communications Biology, 2022,
5,65

Common variants in breast cancer risk loci predispose to distinct tumor subtypes.. Breast Cancer 3
43 Research, 2022, 24, 2 3 3

Shared Genetic Architecture and Causal Relationship Between Asthma and Cardiovascular
Diseases: A Large-Scale Cross-Trait Analysis.. Frontiers in Genetics, 2021, 12, 775591

Exome sequencing identifies RASSF1 and KLK3 germline variants in an Iranian multiple-case breast

41 cancer family.. European Journal of Medical Genetics, 2022, 65, 104425 26 ©

Fully exploiting SNP arrays: a systematic review on the tools to extract underlying genomic
structure.. Briefings in Bioinformatics, 2022,

Partitioning gene-mediated disease heritability without eQTLs.. American Journal of Human

39 Genetics, 2022, 11 1

A Swedish Genome-Wide Haplotype Association Analysis Identifies a Novel Breast Cancer
Susceptibility Locus in 8p21.2 and Characterizes Three Loci on Chromosomes 10, 11 and 16..
Cancers, 2022, 14,

Mapping of cis-regulatory variants by differential allelic expression analysis identifies candidate risk
37 variants and target genes of 27 breast cancer risk loci.

Statistical and functional convergence of common and rare variant risk for autism spectrum
disorders at chromosome 16p.

Association between germline pathogenic variants and breast cancer risk in Japanese women: the
35 HERPACC study.. Cancer Science, 2022,

Admixture Mapping of Sepsis in European Individuals With African Ancestries.. Frontiers in Medicine,
2022, 9, 754440

33  Germline Allelic Expression of Genes at 17922 Locus Associates with Risk of Breast Cancer.

Update Mammakarzinom 2021 Teil 1 [Pridention und frBe Krankheitsstadien. Senologie -
Zeitschrift At Mammadiagnostik Und -therapie, 2021, 18, 377-390

31 Data_Sheet_1.PDF. 2020,

Association Between the Polymorphisms and Breast Cancer Risk: An Updated Meta-Analysis..

Frontiers in Genetics, 2022, 13, 807466




CITATION REPORT

A Contribution and clinical relevance of germline variation to the cancer transcriptome. BMC Cancer,
2022, 22,

Combining SNP-to-gene linking strategies to identify disease genes and assess disease
omnigenicity. Nature Genetics, 2022, 54, 827-836

The risk variant rs11836367 contributes to breast cancer onset and metastasis by attenuating Wnt L
27 signaling via regulating NTN4 expression. Science Advances, 2022, 8, 43

The Role of Epigenetic in Dental and Oral Regenerative Medicine by Different Types of Dental
Stem Cells: A Comprehensive Overview. Stem Cells International, 2022, 2022, 1-15

5 Exome sequencing identifies novel susceptibility genes and defines the contribution of coding
5 variants to breast cancer risk.

Allelic imbalance of chromatin accessibility in cancer identifies candidate causal risk variants and
their mechanisms. Nature Genetics, 2022, 54, 837-849

5 No association between polygenic risk scores for cancer and development of radiotherapy toxicity.
3 International Journal of Radiation Oncology Biology Physics, 2022,

Uncovering the Contribution of Moderate-Penetrance Susceptibility Genes to Breast Cancer by
Whole-Exome Sequencing and Targeted Enrichment Sequencing of Candidate Genes in Women of
European Ancestry. Cancers, 2022, 14, 3363

Germline allelic expression of genes at 17g22 locus associates with risk of breast cancer. European

21 Journal of Cancer, 2022, 172, 146-157 75

Novel estrogen-responsive genes (ERGs) for the evaluation of estrogenic activity. 2022, 17, e0273164

19 Chromatin Variants Reveal the Genetic Determinants of Oncogenesis in Breast Cancer. 2022, 12, a041322 o)

Causal discovery in high-dimensional, multicollinear datasets. 2,

17 Can abnormal chromatin folding cause high-penetrance cancer predisposition?. 2022, 54, 380-388 fe)

Statistical and functional convergence of common and rare genetic influences on autism at
chromosome 16p.

15 Effect of All-but-One Conditional Analysis for eQTL Isolation in Peripheral Blood. o)

Genome- and transcriptome-wide association studies of 386,000 Asian and European-ancestry
women provide new insights into breast cancer genetics. 2022,

L Identification and exploration of novel M2 macrophage-related biomarkers in the development of
3 acute myocardial infarction. 9,

Integrating transcription factor occupancy with transcriptome-wide association analysis identifies

susceptibility genes in human cancers. 2022, 13,




CITATION REPORT

Somatic Mutations Alter Interleukin Signaling Pathways in Grade Il Invasive Breast Cancer Patients:

1 An Egyptian Experience. 2022, 44, 5890-5901

VEGF-634G &gt; C (rs2010963) Gene Polymorphism and High Risk of Breast Cancer in the
Northwest of Iran. 2023, 21,

9 Strategies for activity analysis of single nucleotide polymorphisms associated with human diseases. o)

Machine Learning Reveals Genetic Modifiers of the Immune Microenvironment of Cancer.

Disrupted in Renal Carcinoma 3(DIRC3) impacts malignant phenotype and IGFBP5/IGF-1/Akt
7 signaling axis in differentiated thyroid cancer.

Human milk variation is shaped by maternal genetics and impacts the infant gut microbiome.

5 CRISPR screens identify gene targets at breast cancer risk loci. 2023, 24, fe)

Systematic fine-mapping and functional studies of prostate cancer risk variants. 2023, 26, 106497

Aggregation tests identify new gene associations with breast cancer in populations with diverse
3 ancestry. 2023, 15,

Identification of target proteins for breast cancer genetic risk loci and blood risk biomarkers in a

large study by integrating genomic and proteomic data. 2023, 152, 2314-2320

A Swedish Familial Genome-Wide Haplotype Analysis Identified Five Novel Breast Cancer
Susceptibility Loci on 9p24.3, 11g22.3, 15q11.2, 16q24.1 and Xq21.31. 2023, 24, 4468



