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from broken <scp>DNA</scp>. Genes To Cells, 2022, 27, 331-344.
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5 Restoration of ligatable â€œcleanâ€• double-strand break ends is the rate-limiting step in the rejoining of
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7 UBC13-Mediated Ubiquitin Signaling Promotes Removal of Blocking Adducts from DNA Double-Strand
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8 Transcriptome Analysis of Zygotic Induction During Conjugative Transfer of Plasmid RP4. Frontiers in
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A transcriptional regulator, IscR, of Burkholderia multivorans acts as both repressor and activator
for transcription of iron-sulfur cluster-biosynthetic isc operon. Research in Microbiology, 2020, 171,
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10 Estrogen Induces Mammary Ductal Dysplasia via the Upregulation of Myc Expression in a
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Expression of an alcohol dehydrogenase gene in a heterotrophic bacterium induces carbon
dioxide-dependent high-yield growth under oligotrophic conditions. Microbiology (United Kingdom),
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12 Complete Genome Sequence of <i>Thalassococcus</i> sp. Strain S3, a Marine <i>Roseobacter</i> Clade
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17 PDIP38/PolDIP2 controls the DNA damage tolerance pathways by increasing the relative usage of
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18 Mobile Genetic Elements Involved in the Evolution of Bacteria that Degrade Recalcitrant Xenobiotic
Compounds. , 2019, , 215-244. 1
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BRCA1 ensures genome integrity by eliminating estrogen-induced pathological topoisomerase IIâ€“DNA
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27 Efficient N-tailing of blunt DNA ends by Moloney murine leukemia virus reverse transcriptase.
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32 Complementation of aprataxin deficiency by base excision repair enzymes in mitochondrial extracts.
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38 Complete Genome Sequence of a Î³-Hexachlorocyclohexane-Degrading Bacterium, Sphingobium sp. Strain
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47 In vivoevidence for translesion synthesis by the replicative DNA polymerase Î´. Nucleic Acids Research,
2016, 44, gkw439. 6.5 33
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54 Time-series metagenomic analysis reveals robustness of soil microbiome against chemical disturbance.
DNA Research, 2015, 22, 413-424. 1.5 39
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archetypal Î³-hexachlorocyclohexane-degrading bacterium. Enzyme and Microbial Technology, 2011, 49,
499-508.

1.6 47

78
The <i>lin</i> Genes for Î³-Hexachlorocyclohexane Degradation in <i>Sphingomonas</i> sp. MM-1 Proved
to Be Dispersed across Multiple Plasmids. Bioscience, Biotechnology and Biochemistry, 2011, 75,
466-472.

0.6 53

79 Involvement of SLX4 in interstrand cross-link repair is regulated by the Fanconi anemia pathway.
Proceedings of the National Academy of Sciences of the United States of America, 2011, 108, 6492-6496. 3.3 169

80 Complete Nucleotide Sequence of TOL Plasmid pDK1 Provides Evidence for Evolutionary History of
IncP-7 Catabolic Plasmids. Journal of Bacteriology, 2010, 192, 5558-5558. 1.0 1

81 ã‚²ãƒŽãƒ è§£æž•ã‚½ãƒ•ãƒˆã‚¦ã‚¨ã‚¢GenomeMatcher. Kagaku To Seibutsu, 2010, 48, 313-319. 0.0 0

82 Analysis of extracellular alginate lyase and its gene from a marine bacterial strain,
Pseudoalteromonas atlantica AR06. Applied Microbiology and Biotechnology, 2010, 86, 567-576. 1.7 47

83 Conjugative transfer of naphthalene-catabolic plasmid NAH7 regulated by nitrogen-related
phosphotransferase system of recipient cells. Journal of Biotechnology, 2010, 150, 269-269. 1.9 0

84 Identification of <i>Burkholderia multivorans</i> ATCC 17616 genes induced in soil environment by
<i>in vivo</i> expression technology. Environmental Microbiology, 2010, 12, 2539-2558. 1.8 31

85 Complete Nucleotide Sequence of TOL Plasmid pDK1 Provides Evidence for Evolutionary History of
IncP-7 Catabolic Plasmids. Journal of Bacteriology, 2010, 192, 4337-4347. 1.0 53

86 Complete Genome Sequence of the Representative Î³-Hexachlorocyclohexane-Degrading Bacterium
<i>Sphingobium japonicum</i> UT26. Journal of Bacteriology, 2010, 192, 5852-5853. 1.0 66

87 Optimization of the packing in the haloalkane dehalogenase crystal by seeding. Acta Crystallographica
Section A: Foundations and Advances, 2010, 66, s293-s293. 0.3 0

88 Novel organization of aromatic degradation pathway genes in a microbial community as revealed by
metagenomic analysis. ISME Journal, 2009, 3, 1335-1348. 4.4 80

89 Redesigning dehalogenase access tunnels as a strategy for degrading an anthropogenic substrate.
Nature Chemical Biology, 2009, 5, 727-733. 3.9 238

90 Title is missing!. Kagaku To Seibutsu, 2009, 47, 35-42. 0.0 0



7

Masataka Tsuda

# Article IF Citations

91
Insertion sequence-based cassette PCR: cultivation-independent isolation of
Î³-hexachlorocyclohexane-degrading genes from soil DNA. Applied Microbiology and Biotechnology,
2008, 79, 627-632.

1.7 17

92 GenomeMatcher: A graphical user interface for DNA sequence comparison. BMC Bioinformatics, 2008,
9, 376. 1.2 233

93 Revised nomenclature for transposable genetic elements. Plasmid, 2008, 60, 167-173. 0.4 222
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