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Genome sequence of the phage-gene rich marine Phaeobacter arcticus type strain DSM 23566(T.).

Standards in Genomic Sciences, 2013, 8, 450-64

25



NIkos C KYRPIDES
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L High-quality permanent draft genome sequence of Rhizobium sullae strain WSM1592; a Hedysarum
97 coronarium microsymbiont from Sassari, Italy. Standards in Genomic Sciences, 2015, 10, 44 7

Complete genome sequence of Bacteroides helcogenes type strain (P 36-108). Standards in
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Genome sequence of the phylogenetically isolated spirochete Leptonemaiillini type strain
(3055(T)). Standards in Genomic Sciences, 2013, 8, 177-87

Complete Genome of Enterobacteriaceae Bacterium Strain FGI 57, a Strain Associated with

127 Leaf-Cutter Ant Fungus Gardens. Genome Announcements, 2013, 1, 4
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Complete genome sequence of Intrasporangium calvum type strain (7 KIP). Standards in Genomic

123 sciences, 2010, 3, 294-303 4
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Permanent Improved High-Quality Draft Genome Sequence of Nocardia casuarinae Strain
119 BMG51109, an Endophyte of Actinorhizal Root Nodules of Casuarina glauca. Genome 4
Announcements, 2016, 4,

Improved Draft Genome Sequence of sp. Strain LKL04, a Bacterial Endophyte Associated with
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Metagenomes and metatranscriptomes from boreal potential and actual acid sulfate soil materials.

I Scientific Data, 2019, 6, 207 82 3

Genome sequence of the dark pink pigmented Listia bainesii microsymbiont Methylobacterium sp.
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Meeting Report: Towards a Critical Assessment of Functional Annotation Experiment (CAFAE) for
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