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3.8 102

166 Sequencing of high G+C microbial genomes using the ultrafast pyrosequencing technology. Journal
of Biotechnology, 2011, 155, 68-77. 3.8 29

167 Insights into the genome of the xanthan-producing phytopathogen Xanthomonas arboricola pv. pruni
109 by comparative genomic hybridization. Journal of Biotechnology, 2011, 155, 40-49. 3.8 10

168 High-quality genome sequence of Pichia pastoris CBS7435. Journal of Biotechnology, 2011, 154, 312-320. 3.8 146

169 New Frontiers in Microbial Genome Research. Journal of Biotechnology, 2011, 155, 1-2. 3.8 0

170
The Nodulation of Alfalfa by the Acid-Tolerant <i>Rhizobium</i> sp. Strain LPU83 Does Not Require
Sulfated Forms of Lipochitooligosaccharide Nodulation Signals. Journal of Bacteriology, 2011, 193,
30-39.

2.2 15

171
Complete genome sequence and lifestyle of black-pigmented Corynebacterium aurimucosum ATCC
700975 (formerly C. nigricans CN-1) isolated from a vaginal swab of a woman with spontaneous
abortion. BMC Genomics, 2010, 11, 91.

2.8 33
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Under the influence of the active deodorant ingredient 4-hydroxy-3-methoxybenzyl alcohol, the skin
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