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mi<scp>RNA</scp> profiling identifies deregulated mi<scp>RNA</scp>s associated with osteosarcoma

development and time to metastasis in two large cohorts. Molecular Oncology, 2018, 12, 114-131. 46 6
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Improved reproducibility in genome-wide DNA methylation analysis for PAXgene-fixed samples

compared with restored formalin-fixed and paraffin-embedded DNA. Analytical Biochemistry, 2015, 468,
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Chromosome 1g25.3 copy number alterations in primary breast cancers detected by multiplex
ligation-dependent probe amplification and allelic imbalance assays and its comparison with
fluorescent in situ hybridization assays. Cellular Oncology (Dordrecht), 2013, 36, 113-120.

Identification of accurate reference genes for RT-qPCR analysis of formalin-fixed paraffin-embedded
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Arole for immunohistochemical detection of BRAF V60OE prior to BRAF-inhibitor treatment of
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Abstract B28: Investigation of MGMT methylation patterns in diffuse large B-cell ymphoma using a
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Methylation of MGMT in malignant pleural mesothelioma occurs in a subset of patients and is
associated with the T allele of the rs16906252 MGMT promoter SNP. Lung Cancer, 2011, 71, 130-136.

Identification and validation of highly frequent CpG island hypermethylation in colorectal adenomas

and carcinomas. International Journal of Cancer, 2011, 129, 2855-2866. 51 140

Methylation of cancer related genes in tumor and peripheral blood DNA from the same breast cancer
patient as two independent events. Diagnostic Pathology, 2011, 6, 116.
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ARt-mediated phosphorylation of CDK2 regulates its dual role in cell cycle progression and apoptosis.
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Familial Cancer Associated with a Polymorphism in<i>ARLTS1</i>. New England Journal of Medicine, 97.0 119
2005, 352, 1667-1676. :

A nine-nucleotide deletion and splice variation in the coding region of the interferon induced I1SG12
gene. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2003, 1638, 227-234.

Allelic imbalance in selected chromosomal regions in ovarian cancer. Cancer Genetics and 10 31
Cytogenetics, 2002, 139, 1-8. :

Assignment<footref rid="foot01"> <sup>1</sup><[footref> of the human postmeiotic segregation
increased <i>(S. cerevisiae)<[i> 1 (PMS1) to chromosome 2q31.1 by radiation hybrid mapping. Cytogenetic
and Genome Research, 2000, 88, 200-201.

Assignment<footref rid="foot01"> <sup>1<[sup> <[footref> of the human peptide chain release factor 3
(GSPT2) to Xp11.2341’p11.21 and of the distal marker DXS1039 by radiation hybrid mapping. Cytogeneticand 1.1 6
Genome Research, 1999, 86, 250-251.

Assignment<footref rid="foot01"> <sup> 1<[sup><[footref> of the human translation termination
factor 1 (ETF1) to 5g31.1 and of the proximal marker D5S1995 by radiation hybrid mapping. Cytogenetic
and Genome Research, 1999, 87, 256-257.

Structure of the human CpG-island-containing lung Kruppel-like factor (LKLF) gene and its location in 0.8 8
chromosome 19p13.11-13 locus. FEBS Letters, 1999, 448, 149-152. ’

Molecular genetic analysis of easily accessible breast tumour DNA, purified from tissue left over from

hormone receptor measurement. Apmis, 1998, 106, 371-377.

Assignment<footref rid="foot01"> <sup>1</[sup><[footref> of the human mitochondrial
tryptophanyl-tRNA synthetase (WARS2) to 1p13.341’p13.1 by radiation hybrid mapping. Cytogenetic and 11 7
Genome Research, 1998, 83, 249-250.



Lise LOTTE HANSEN

# ARTICLE IF CITATIONS

Refined localization of the pyruvate dehydrogenase E11+ gene (PDHA1) by linkage analysis. Human

Genetics, 1996, 99, 80-82.

74 Sensitive and fast mutation detection by solid phase chemical cleavage. , 1996, 7, 256-263. 13

Pyruvate dehydrogenase deficiency caused by a 33 base pair duplication in the PDH E1i+ subunit. Human
Molecular Genetics, 1994, 3, 1021-1022.

76 Pyruvate dehydrogenase deficiency caused by a 5 base pair duplication in the E1i+ subunit. Human 9.9 16
Molecular Genetics, 1993, 2, 805-807. ’

X-linked pyruvate dehydrogenase E1i+ subunit deficiency in heterozygous females: Variable manifestation
of the same mutation. Journal of Inherited Metabolic Disease, 1992, 15, 835-847.

78 Mutations and polymorphisms in the pyruvate dehydrogenase E1i+ gene. Human Mutation, 1992, 1, 97-102. 2.5 89

Characterization of the mutations in three patients with pyruvate dehydrogenase E1i+ deficiency.

Journal of Inherited Metabolic Disease, 1991, 14, 140-151.

80  Polymorphisms in the human X-linked pyruvate dehydrogenase E1? gene. Human Genetics, 1991, 87, 49-53. 3.8 16



