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2
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15 Brucella vulpis sp. nov., isolated from mandibular lymph nodes of red foxes (Vulpes vulpes).
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19 Mapping of quantitative trait loci for blood pressure and cardiac mass in the rat by genome scanning
of recombinant inbred strains.. Journal of Clinical Investigation, 1995, 96, 1973-1978. 8.2 146

20 CRISPRcompar: a website to compare clustered regularly interspaced short palindromic repeats.
Nucleic Acids Research, 2008, 36, W145-W148. 14.5 135
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MLVA-16 typing of 295 marine mammal Brucella isolates from different animal and geographic origins
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26 Genotyping and Phylogenetic Analysis of Yersinia pestis by MLVA: Insights into the Worldwide
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Mycobacterium tuberculosis Clade. PLoS ONE, 2012, 7, e52841. 2.5 109
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29 Isolation of<i>Brucella microti</i>from Soil. Emerging Infectious Diseases, 2008, 14, 1316-1317. 4.3 107

30 Isolation of <i>Brucella microti</i> from Mandibular Lymph Nodes of Red Foxes, <i>Vulpes vulpes</i>,
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31 Identification of polymorphic tandem repeats by direct comparison of genome sequence from
different bacterial strains: a web-based resource. BMC Bioinformatics, 2004, 5, 4. 2.6 99
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High Genetic Diversity Revealed by Variable-Number Tandem Repeat Genotyping and Analysis of hsp65
Gene Polymorphism in a Large Collection of â€œ Mycobacterium canettii â€• Strains Indicates that the M.
tuberculosis Complex Is a Recently Emerged Clone of â€œ M. canettii â€•. Journal of Clinical Microbiology,
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33 Brucella spp. of amphibians comprise genomically diverse motile strains competent for replication in
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37 Evaluation of the Polymorphisms Associated with Tandem Repeats for Pseudomonas aeruginosa Strain
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Multiple-Locus Variable-Number Tandem-Repeat Analysis for Longitudinal Survey of Sources of
<i>Pseudomonas aeruginosa</i> Infection in Cystic Fibrosis Patients. Journal of Clinical Microbiology,
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39 Evaluation of a Multilocus Variable-Number Tandem-Repeat Analysis Scheme for Typing Human Brucella
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41 The Susceptibility of Pseudomonas aeruginosa Strains from Cystic Fibrosis Patients to Bacteriophages.
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Identification of Variable-Number Tandem-Repeat (VNTR) Sequences in Acinetobacter baumannii and
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48 Diversity of Acinetobacter baumannii in Four French Military Hospitals, as Assessed by Multiple Locus
Variable Number of Tandem Repeats Analysis. PLoS ONE, 2012, 7, e44597. 2.5 63

49 Use of multilocus variable-number tandem repeat analysis (MLVA) in eight European countries, 2012.
Eurosurveillance, 2013, 18, 20385. 7.0 63

50 Progenitor â€œ<i>Mycobacterium canettii</i>â€• Clone Responsible for Lymph Node Tuberculosis Epidemic,
Djibouti. Emerging Infectious Diseases, 2014, 20, 21-28. 4.3 62

51 Investigation of a Large Collection of Pseudomonas aeruginosa Bacteriophages Collected from a
Single Environmental Source in Abidjan, CÃ´te dâ€™Ivoire. PLoS ONE, 2015, 10, e0130548. 2.5 62

52 Molecular characteristics of â€œMycobacterium canettiiâ€• the smooth Mycobacterium tuberculosis
bacilli. Infection, Genetics and Evolution, 2010, 10, 1165-1173. 2.3 61

53 Characterization of a Tandem Repeat Polymorphism in Legionella pneumophila and Its Use for
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54 Molecular epidemiology of human and animal tuberculosis in Ibadan, Southwestern Nigeria.
Veterinary Microbiology, 2011, 151, 139-147. 1.9 59
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55 Diversity of Â -lactam resistance mechanisms in cystic fibrosis isolates of Pseudomonas aeruginosa: a
French multicentre study. Journal of Antimicrobial Chemotherapy, 2013, 68, 1763-1771. 3.0 59
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Genotypic Expansion Within the Population Structure of Classical Brucella Species Revealed by
MLVA16 Typing of 1404 Brucella Isolates From Different Animal and Geographic Origins, 1974â€“2006.
Frontiers in Microbiology, 2018, 9, 1545.
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57 The CEPH Consortium Linkage Map of Human Chromosome 13. Genomics, 1993, 16, 486-496. 2.9 55

58
Analysis of the Three Yersinia pestis CRISPR Loci Provides New Tools for Phylogenetic Studies and
Possibly for the Investigation of Ancient DNA. Advances in Experimental Medicine and Biology, 2007,
603, 327-338.

1.6 55

59 PCR assay for chromosome 1p deletion in small neuroblastoma samples. International Journal of
Cancer, 1992, 52, 544-548. 5.1 53

60 Multiple Locus Variable Number of Tandem Repeats Analysis. Methods in Molecular Biology, 2009, 551,
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61 Pseudolysogeny and sequential mutations build multiresistance to virulent bacteriophages in
Pseudomonas aeruginosa. Microbiology (United Kingdom), 2016, 162, 748-763. 1.8 53
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63 Allelic loss of the short arm of chromosome 4 in neuroblastoma suggests a novel tumour suppressor
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71 Insights from Bacillus anthracis strains isolated from permafrost in the tundra zone of Russia. PLoS
ONE, 2019, 14, e0209140. 2.5 44
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Genotyping of French Bacillus anthracis Strains Based on 31-Loci Multi Locus VNTR Analysis:
Epidemiology, Marker Evaluation, and Update of the Internet Genotype Database. PLoS ONE, 2014, 9,
e95131.

2.5 38

78 Evaluation and selection of tandem repeat loci for Streptococcus pneumoniae MLVA strain typing.
BMC Microbiology, 2005, 5, 66. 3.3 37

79 Fieldable genotyping of Bacillus anthracis and Yersinia pestis based on 25-loci Multi Locus VNTR
Analysis. BMC Microbiology, 2008, 8, 21. 3.3 36
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