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Lentimicrobium saccharophilum gen. nov., sp. nov., a strictly anaerobic bacterium representing a new
family in the phylum Bacteroidetes, and proposal of Lentimicrobiaceae fam. nov.. International Journal
of Systematic and Evolutionary Microbiology, 2016, 66, 2635-2642.

Pelotomaculum thermopropionicum gen. nov., sp. nov., an anaerobic, thermophilic, syntrophic
propionate-oxidizing bacterium. International Journal of Systematic and Evolutionary Microbiology, 1.7 167
2002, 52,1729-1735.

Non-Sulfate-Reducing, Syntrophic Bacteria Affiliated with Desulfotomaculum Cluster | Are Widely

Distributed in Methanogenic Environments. Applied and Environmental Microbiology, 2006, 72,
2080-2091.

Microbial communities in anaerobic digestion processes for waste and wastewater treatment: a

microbiological update. Current Opinion in Biotechnology, 2007, 18, 273-278. 6.6 158



20

22

24

26

28

30

32

34

36

ARTICLE IF CITATIONS
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