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Sciences, 2009, 1, 218-225.

Complete genome sequence of Desulfohalobium retbaense type strain (HR100T). Standards in Genomic 15 29
Sciences, 2010, 2, 38-48. :
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Kribbella shirazensis sp. nov., isolated from Iranian soil. International Journal of Systematic and
Evolutionary Microbiology, 2013, 63, 3369-3374.

High quality draft genome sequence of Flavobacterium rivuli type strain WB 3.3-2T (DSM 21788T), a 15 16
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2010, 3, 174-182.

Complete genome sequence of Thermosphaera aggregans type strain (M11TLT). Standards in Genomic

Sciences, 2010, 2, 245-259. 15 14
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Genome sequence of the moderately thermophilic halophile Flexistipes sinusarabici strain (MAS10T). 15 12
Standards in Genomic Sciences, 2011, 5, 86-96. )
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Genome sequence of the orange-pigmented seawater bacterium Owenweeksia hongkongensis type

strain (UST20020801T). Standards in Genomic Sciences, 2012, 7, 120-130.
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Genome se(Luence of the exopolysaccharide-producing Salipiger mucosus type strain (DSM 16094T), a
moderately halophilic member of the Roseobacter clade. Standards in Genomic Sciences, 2014, 9,
1333-1345.

Nocardiopsis mwathae sp. nov., isolated from the haloalkaline Lake Elmenteita in the African Rift
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Sciences, 2010, 2, 1-8.

Complete genome sequence of Segniliparus rotundus type strain (CDC 1076T). Standards in Genomic 15 10
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296 isolated from muddy waters of a drainage system in Chandigarh, India. Standards in Genomic Sciences, 1.5 6
2015, 10, 8.

Complete genome sequence of the haloalkaliphilic, obligately chemolithoautotrophic thiosulfate and
sulfide-oxidizing [3-proteobacterium Thioalkalimicrobium cyclicum type strain ALM 1 (DSM 14477T).
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