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Qinghai-Tibet Plateau of China. International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 4211-4217.

0.8 16

968 Streptococcus marmotae sp. nov., isolated from the respiratory tract of Marmota himalayana.
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 4315-4322. 0.8 15

969

Wukongibacter baidiensis gen. nov., sp. nov., an anaerobic bacterium isolated from hydrothermal
sulfides, and proposal for the reclassification of the closely related Clostridium halophilum and
Clostridium caminithermale within Maledivibacter gen. nov. and Paramaledivibacter gen. nov.,
respectively. International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 4355-4361.

0.8 37

970 Akkermansia glycaniphila sp. nov., an anaerobic mucin-degrading bacterium isolated from reticulated
python faeces. International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 4614-4620. 0.8 68

971
Isolation and characterization of Acidobacterium ailaaui sp. nov., a novel member of Acidobacteria
subdivision 1, from a geothermally heated Hawaiian microbial mat. International Journal of Systematic
and Evolutionary Microbiology, 2016, 66, 5328-5335.

0.8 60
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972

Description of â€˜Candidatus Marispirochaeta associataâ€™ and reclassification of Spirochaeta
bajacaliforniensis, Spirochaeta smaragdinae and Spirochaeta sinaica to a new genus
Sediminispirochaeta gen. nov. as Sediminispirochaeta bajacaliforniensis comb. nov.,
Sediminispirochaeta smaragdinae comb. nov. and Sediminispirochaeta sinaica comb. nov.. International
Journal of Systematic and Evolutionary Microbiology, 2016, 66, 5485-5492.

0.8 44

973

Phylogenomic analysis of the family Peptostreptococcaceae (Clostridium cluster XI) and proposal for
reclassification of Clostridium litorale (Fendrich et al. 1991) and Eubacterium acidaminophilum
(Zindel et al. 1989) as Peptoclostridium litorale gen. nov. comb. nov. and Peptoclostridium
acidaminophilum comb. nov.. International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 5506-5513.

0.8 77

974
Raineyella antarctica gen. nov., sp. nov., a psychrotolerant, d-amino-acid-utilizing anaerobe isolated
from two geographic locations of the Southern Hemisphere. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 5529-5536.

0.8 26

975
Fimbriiglobus ruber gen. nov., sp. nov., a Gemmata-like planctomycete from Sphagnum peat bog and the
proposal of Gemmataceae fam. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 218-224.

0.8 56

976
Micropepsis pineolensis gen. nov., sp. nov., a mildly acidophilic alphaproteobacterium isolated from a
poor fen, and proposal of Micropepsaceae fam. nov. within Micropepsales ord. nov.. International
Journal of Systematic and Evolutionary Microbiology, 2017, 67, 839-844.

0.8 27

977 Defining the taxonomic status of described subdivision 3 Acidobacteria: proposal of Bryobacteraceae
fam. nov.. International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 498-501. 0.8 59

978 Anaeromicrobium sediminis gen. nov., sp. nov., a fermentative bacterium isolated from deep-sea
sediment. International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 1462-1467. 0.8 15

979
Reclassification of Bacillus saliphilus as Alkalicoccus saliphilus gen. nov., comb. nov., and description
of Alkalicoccus halolimnae sp. nov., a moderately halophilic bacterium isolated from a salt lake.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 1557-1563.

0.8 26

980
Niveitalea solisilvae gen. nov., sp. nov., isolated from forest soil and emended description of the
genus Flavihumibacter Zhang et al. 2010. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 1374-1380.

0.8 15

981

Description of two novel members of the family Erysipelotrichaceae: Ileibacterium valens gen. nov., sp.
nov. and Dubosiella newyorkensis, gen. nov., sp. nov., from the murine intestine, and emendation to
the description of Faecalibacterium rodentium. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 1247-1254.

0.8 81

982
Rectinema cohabitans gen. nov., sp. nov., a rod-shaped spirochaete isolated from an anaerobic
naphthalene-degrading enrichment culture. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 1288-1295.

0.8 35

983
Fournierella massiliensis gen. nov., sp. nov., a new human-associated member of the family
Ruminococcaceae. International Journal of Systematic and Evolutionary Microbiology, 2017, 67,
1393-1399.

0.8 33

984

An evaluation of Thiomicrospira, Hydrogenovibrio and Thioalkalimicrobium: reclassification of four
species of Thiomicrospira to each Thiomicrorhabdus gen. nov. and Hydrogenovibrio, and
reclassification of all four species of Thioalkalimicrobium to Thiomicrospira. International Journal
of Systematic and Evolutionary Microbiology, 2017, 67, 1140-1151.

0.8 118

985 Actinomyces liubingyangii sp. nov. isolated from the vulture Gypaetus barbatus. International Journal
of Systematic and Evolutionary Microbiology, 2017, 67, 1873-1879. 0.8 21

986

Reclassification of Thiobacillus aquaesulis (Wood &amp; Kelly, 1995) as Annwoodia aquaesulis gen.
nov., comb. nov., transfer of Thiobacillus (Beijerinck, 1904) from the Hydrogenophilales to the
Nitrosomonadales, proposal of Hydrogenophilalia class. nov. within the â€˜Proteobacteriaâ€™, and four
new families within the orders Nitrosomonadales and Rhodocyclales. International Journal of
Systematic and Evolutionary Microbiology, 2017, 67, 1191-1205.

0.8 124

987
Isolation and characterization of Kingella negevensis sp. nov., a novel Kingella species detected in a
healthy paediatric population. International Journal of Systematic and Evolutionary Microbiology,
2017, 67, 2370-2376.

0.8 34

988

Silvanigrella aquatica gen. nov., sp. nov., isolated from a freshwater lake, description of
Silvanigrellaceae fam. nov. and Silvanigrellales ord. nov., reclassification of the order
Bdellovibrionales in the class Oligoflexia, reclassification of the families Bacteriovoracaceae and
Halobacteriovoraceae in the new order Bacteriovoracales ord. nov., and reclassification of the
family Pseudobacteriovoracaceae in the order Oligoflexales. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 2555-2568.

0.8 76

989 Merdimonas faecis gen. nov., sp. nov., isolated from human faeces. International Journal of Systematic
and Evolutionary Microbiology, 2017, 67, 2430-2435. 0.8 18
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990

Proposal for the reclassification of obligately purine-fermenting bacteria Clostridium acidurici
(Barker 1938) and Clostridium purinilyticum (DÃ¼rre et al. 1981) as Gottschalkia acidurici gen. nov.
comb. nov. and Gottschalkia purinilytica comb. nov. and of Eubacterium angustum (Beuscher and) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 737 Td (Andreesen 1985) as Andreesenia angusta gen. nov. comb. nov. in the family Gottschalkiaceae fam. nov..

International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 2711-2719.

0.8 36

991 Swionibacillus sediminis gen. nov., sp. nov., a member of the family Bacillaceae isolated from ocean
sediment. International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3440-3445. 0.8 9

992 Lactobacillus cerevisiae sp. nov., isolated from a spoiled brewery sample. International Journal of
Systematic and Evolutionary Microbiology, 2017, 67, 3452-3457. 0.8 18

993 Croceivirga radicis gen. nov., sp. nov., isolated from a rotten tropical mangrove root. International
Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3733-3738. 0.8 15

994 Agaribacterium haliotis gen. nov., sp. nov., isolated from abalone faeces. International Journal of
Systematic and Evolutionary Microbiology, 2017, 67, 3819-3823. 0.8 11

995 Lactobacillus curtus sp. nov., isolated from beer in Finland. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 3899-3906. 0.8 13

996

Reclassification of Halothiobacillus hydrothermalis and Halothiobacillus halophilus to Guyparkeria
gen. nov. in the Thioalkalibacteraceae fam. nov., with emended descriptions of the genus
Halothiobacillus and family Halothiobacillaceae. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 3919-3928.

0.8 52

997

Williamwhitmania taraxaci gen. nov., sp. nov., a proteolytic anaerobe with a novel type of cytology
from Lake Untersee in Antarctica, description of Williamwhitmaniaceae fam. nov., and emendation of
the order Bacteroidales Krieg 2012. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 4132-4145.

0.8 32

998

Description of Anaerotignum aminivorans gen. nov., sp. nov., a strictly anaerobic,
amino-acid-decomposing bacterium isolated from a methanogenic reactor, and reclassification of
Clostridium propionicum, Clostridium neopropionicum and Clostridium lactatifermentans as species
of the genus Anaerotignum. International Journal of Systematic and Evolutionary Microbiology, 2017,
67, 4146-4153.

0.8 66

999
Reclassification of Thiomicrospira hydrogeniphila (Watsuji et al. 2016) to Thiomicrorhabdus
hydrogenophila comb. nov., with emended description of Thiomicrorhabdus (Boden et al., 2017).
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4205-4209.

0.8 18

1000 Desertibacillus haloalkaliphilus gen. nov., sp. nov., isolated from a saline desert. International
Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4435-4442. 0.8 29

1001
Floricoccus tropicus gen. nov., sp. nov. and Floricoccus penangensis sp. nov. isolated from fresh
flowers of durian tree and hibiscus. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 4979-4985.

0.8 12

1002 Bacillus marinisedimentorum sp. nov., isolated from marine sediment. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 198-203. 0.8 6

1003 Xylanibacillus composti gen. nov., sp. nov., isolated from compost. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 698-702. 0.8 12

1004
Natronolimnobius aegyptiacus sp. nov., an extremely halophilic alkalithermophilic archaeon isolated
from the athalassohaline Wadi An Natrun, Egypt. International Journal of Systematic and
Evolutionary Microbiology, 2018, 68, 498-506.

0.8 15

1005
Aminipila butyrica gen. nov., sp. nov., a strictly anaerobic, arginine-decomposing bacterium isolated
from a methanogenic reactor of cattle waste. International Journal of Systematic and Evolutionary
Microbiology, 2018, 68, 443-448.

0.8 16

1006 Marivivens niveibacter sp. nov., isolated from the seawater of tropical mangrove. International
Journal of Systematic and Evolutionary Microbiology, 2018, 68, 570-574. 0.8 7

1007 Proteiniborus indolifex sp. nov., isolated from a thermophilic industrial-scale biogas plant.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 824-828. 0.8 21
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1008
Desulfothermobacter acidiphilus gen. nov., sp. nov., a thermoacidophilic sulfate-reducing bacterium
isolated from a terrestrial hot spring. International Journal of Systematic and Evolutionary
Microbiology, 2018, 68, 871-875.

0.8 14

1009
Roseisolibacter agri gen. nov., sp. nov., a novel slow-growing member of the under-represented
phylum Gemmatimonadetes. International Journal of Systematic and Evolutionary Microbiology, 2018,
68, 1028-1036.

0.8 38

1010 Veillonella infantium sp. nov., an anaerobic, Gram-stain-negative coccus isolated from tongue biofilm
of a Thai child. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 1101-1106. 0.8 29

1011
Methylomusa anaerophila gen. nov., sp. nov., an anaerobic methanol-utilizing bacterium isolated from
a microbial fuel cell. International Journal of Systematic and Evolutionary Microbiology, 2018, 68,
1118-1122.

0.8 17

1012

Saccharolobus caldissimus gen. nov., sp. nov., a facultatively anaerobic iron-reducing
hyperthermophilic archaeon isolated from an acidic terrestrial hot spring, and reclassification of
Sulfolobus solfataricus as Saccharolobus solfataricus comb. nov. and Sulfolobus shibatae as
Saccharolobus shibatae comb. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2018, 68, 1271-1278.

0.8 80

1013 Camelliibacillus cellulosilyticus gen. nov., sp. nov., a cellulose-degrading bacterium isolated from
tea. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 1867-1873. 0.8 11

1014

Evaluation of the genus Thiothrix Winogradsky 1888 (Approved Lists 1980) emend. Aruga et al. 2002:
reclassification of Thiothrix disciformis to Thiolinea disciformis gen. nov., comb. nov., and of
Thiothrix flexilis to Thiofilum flexile gen. nov., comb nov., with emended description of Thiothrix.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2226-2239.

0.8 36

1015 Vicinamibacteraceae fam. nov., the first described family within the subdivision 6 Acidobacteria.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2331-2334. 0.8 51

1016
Review of the genus Methylobacterium and closely related organisms: a proposal that some
Methylobacterium species be reclassified into a new genus, Methylorubrum gen. nov.. International
Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2727-2748.

0.8 212

1017 Clostridium beihaiense sp. nov., an anaerobic bacterium isolated from activated sludge. International
Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2789-2793. 0.8 8

1018 Ruegeria kandeliae sp. nov., isolated from the rhizosphere soil of a mangrove plant Kandelia candel.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2653-2658. 0.8 16

1019 Winogradskyella tangerina sp. nov., a member of the Flavobacteriaceae isolated from coastal
sediment. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2832-2837. 0.8 7

1020
Review of Desulfotomaculum species and proposal of the genera Desulfallas gen. nov.,
Desulfofundulus gen. nov., Desulfofarcimen gen. nov. and Desulfohalotomaculum gen. nov..
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2891-2899.

0.8 150

1021
Reclassification of Eubacterium combesii and discrepancies in the nomenclature of botulinum
neurotoxin-producing clostridia: Challenging Opinion 69. Request for an Opinion. International
Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3068-3075.

0.8 12

1022

Petroclostridium xylanilyticum gen. nov., sp. nov., a xylan-degrading bacterium isolated from an
oilfield, and reclassification of clostridial cluster III members into four novel genera in a new
Hungateiclostridiaceae fam. nov.. International Journal of Systematic and Evolutionary Microbiology,
2018, 68, 3197-3211.

0.8 182

1023 Blautia argi sp. nov., a new anaerobic bacterium isolated from dog faeces. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 33-38. 0.8 25

1024
Catenibacillus scindens gen. nov., sp. nov., a C-deglycosylating human intestinal representative of the
Lachnospiraceae. International Journal of Systematic and Evolutionary Microbiology, 2018, 68,
3356-3361.

0.8 12

1025 Refining the taxonomic structure of the phylum Acidobacteria. International Journal of Systematic
and Evolutionary Microbiology, 2018, 68, 3796-3806. 0.8 101
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1026 Clostridium composti sp. nov., a new anaerobic bacteria isolated from compost. International Journal
of Systematic and Evolutionary Microbiology, 2018, 68, 3869-3873. 0.8 9

1027 Thioflexithrix psekupsensis gen. nov., sp. nov., a filamentous gliding sulfur bacterium from the family
Beggiatoaceae. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 798-804. 0.8 12

1028
Clostridium fermenticellae sp. nov., isolated from the mud in a fermentation cellar for the
production of the Chinese liquor, baijiu. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 859-865.

0.8 29

1029

Transfer of Meiothermus chliarophilus (Tenreiro et al.1995) Nobre et al. 1996, Meiothermus roseus
Ming et al. 2016, Meiothermus terrae Yu et al. 2014 and Meiothermus timidus Pires et al. 2005, to
Calidithermus gen. nov., as Calidithermus chliarophilus comb. nov., Calidithermus roseus comb. nov.,
Calidithermus terrae comb. nov. and Calidithermus timidus comb. nov., respectively, and emended
description of the genus Meiothermus. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 1060-1069.

0.8 28

1030
Comparative genomics of Parolsenella catena and Libanicoccus massiliensis: Reclassification of
Libanicoccus massiliensis as Parolsenella massiliensis comb. nov.. International Journal of Systematic
and Evolutionary Microbiology, 2019, 69, 1123-1129.

0.8 11

1031
Citroniella saccharovorans gen. nov. sp. nov., a member of the family Peptoniphilaceae isolated from a
human fecal sample from a coastal traditional community member. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 1142-1148.

0.8 12

1032
Roseithermus sacchariphilus gen. nov., sp. nov. and proposal of Salisaetaceae fam. nov., representing
new family in the order Rhodothermales. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 1213-1219.

0.8 24

1033

Genome-based classification of two halotolerant extreme acidophiles, Acidihalobacter prosperus V6
(=DSM 14174 =JCM 32253) and 'Acidihalobacter ferrooxidans' V8 (=DSM 14175 =JCM 32254) as two new
species, Acidihalobacter aeolianus sp. nov. and Acidihalobacter ferrooxydans sp. nov., respectively.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1557-1565.

0.8 25

1034 Suicoccus acidiformans gen. nov., sp. nov., isolated from a sick pig. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 1443-1451. 0.8 14

1035 Minimal standards for the description of new genera and species of rhizobia and agrobacteria.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1852-1863. 0.8 170

1036 Faecalibacillus intestinalis gen. nov., sp. nov. and Faecalibacillus faecis sp. nov., isolated from human
faeces. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2120-2128. 0.8 18

1037 Staphylococcus debuckii sp. nov., a coagulase-negative species from bovine milk. International Journal
of Systematic and Evolutionary Microbiology, 2019, 69, 2239-2249. 0.8 10

1038
Vagococcus bubulae sp. nov., isolated from ground beef, and Vagococcus vulneris sp. nov., isolated
from a human foot wound. International Journal of Systematic and Evolutionary Microbiology, 2019,
69, 2268-2276.

0.8 26

1039 Lactococcus allomyrinae sp. nov., isolated from gut of larvae of Allomyrina dichotoma. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3682-3688. 0.8 13

1040
Roseomonas wenyumeiae sp. nov., isolated from faeces of Tibetan antelopes (Pantholops hodgsonii)
on the Qinghaiâ€“Tibet Plateau. International Journal of Systematic and Evolutionary Microbiology,
2019, 69, 2979-2986.

0.8 10

1041 Streptococcus hillyeri sp. nov., isolated from equine trachea. International Journal of Systematic and
Evolutionary Microbiology, 2019, 69, 3009-3013. 0.8 7

1042 Gordonibacter faecihominis is a later heterotypic synonym of Gordonibacter urolithinfaciens.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2527-2532. 0.8 10

1043 Reclassification of 'Polyangium brachysporum' DSM 7029 as Schlegelella brevitalea sp. nov..
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2877-2883. 0.8 30
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1044 Cohaesibacter intestini sp. nov., isolated from the intestine of abalone, Haliotis discus hannai.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3202-3206. 0.8 10

1045
Schaedlerella arabinosiphila gen. nov., sp. nov., a D-arabinose-utilizing bacterium isolated from faeces
of C57BL/6J mice that is a close relative of Clostridium species ASF 502. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 3616-3622.

0.8 12

1046
Reclassification of the Clostridium clostridioforme and Clostridium sphenoides clades as
Enterocloster gen. nov. and Lacrimispora gen. nov., including reclassification of 15 taxa.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 23-34.

0.8 131

1047

Description of Biomaibacter acetigenes gen. nov., sp. nov., and proposal of Thermosediminibacterales
ord. nov. containing two novel families of Tepidanaerobacteraceae fam. nov. and
Thermosediminibacteraceae fam. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 3891-3902.

0.8 26

1048
Gudongella oleilytica gen. nov., sp. nov., an aerotorelant bacterium isolated from Shengli oilfield and
validation of family Tissierellaceae. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 951-957.

0.8 24

1049 Paenibacillus protaetiae sp. nov., isolated from gut of larva of Protaetia brevitarsis seulensis.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 989-994. 0.8 9

1050
Thermaurantimonas aggregans gen. nov., sp. nov., a moderately thermophilic heterotrophic
aggregating bacterium isolated from microbial mats at a terrestrial hot spring. International Journal
of Systematic and Evolutionary Microbiology, 2020, 70, 1117-1121.

0.8 11

1051

Anaerohalosphaera lusitana gen. nov., sp. nov., and Limihaloglobus sulfuriphilus gen. nov., sp. nov.,
isolated from solar saltern sediments, and proposal of Anaerohalosphaeraceae fam. nov. within the
order Sedimentisphaerales. International Journal of Systematic and Evolutionary Microbiology, 2020,
70, 1321-1330.

0.8 36

1052
Fluviispira multicolorata gen. nov., sp. nov. and Silvanigrella paludirubra sp. nov., isolated from
freshwater habitats. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
1630-1638.

0.8 18

1053 Hymenobacter sediminis sp. nov., isolated from lake sediment. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 1895-1902. 0.8 10

1054
Calorimonas adulescens gen. nov., sp. nov., an anaerobic thermophilic bacterium utilizing
methoxylated benzoates. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
2066-2071.

0.8 9

1055
Georgenia wutianyii sp. nov. and Georgenia yuyongxinii sp. nov. isolated from plateau pika (Ochotona) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 307 Td (curzoniae) on the Qinghaiâ€“Tibet plateau of China. International Journal of Systematic and

Evolutionary Microbiology, 2020, 70, 2318-2324.
0.8 10

1056
Cultivation and description of Duncaniella dubosii sp. nov., Duncaniella freteri sp. nov. and emended
description of the species Duncaniella muris. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 3105-3110.

0.8 23

1057
Denitrobaculum tricleocarpae gen. nov., sp. nov., a marine bacterium from coralline algae
Tricleocarpa sp. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
3335-3339.

0.8 10

1058
Zhaonella formicivorans gen. nov., sp. nov., an anaerobic formate-utilizing bacterium isolated from
Shengli oilfield, and proposal of four novel families and Moorellales ord. nov. in the phylum
Firmicutes. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3361-3373.

0.8 27

1059
Proposal to reclassify the proteobacterial classes Deltaproteobacteria and Oligoflexia, and the
phylum Thermodesulfobacteria into four phyla reflecting major functional capabilities. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5972-6016.

0.8 830

1060
Actinomarinicola tropica gen. nov. sp. nov., a new marine actinobacterium of the family Iamiaceae,
isolated from South China Sea sediment environments. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 3852-3858.

0.8 18

1061
Patiriisocius marinistellae gen. nov., sp. nov., isolated from the starfish Patiria pectinifera, and
reclassification of Ulvibacter marinus as a member of the genus Patiriisocius comb. nov..
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4119-4129.

0.8 17
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1062
Ningiella ruwaisensis gen. nov., sp. nov., a member of the family Alteromonadaceae isolated from
marine water of the Arabian Gulf. International Journal of Systematic and Evolutionary Microbiology,
2020, 70, 4130-4138.

0.8 22

1063
Halobacterium bonnevillei sp. nov., Halobaculum saliterrae sp. nov. and Halovenus carboxidivorans
sp. nov., three novel carbon monoxide-oxidizing Halobacteria from saline crusts and soils.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4261-4268.

0.8 24

1064
Caproicibacter fermentans gen. nov., sp. nov., a new caproate-producing bacterium and emended
description of the genus Caproiciproducens. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 4269-4279.

0.8 49

1065 Gimesia benthica sp. nov., a planctomycete isolated from a deep-sea water sample of the Northwest
Indian Ocean. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4384-4389. 0.8 14

1066 Muribaculum gordoncarteri sp. nov., an anaerobic bacterium from the faeces of C57BL/6J mice.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4725-4729. 0.8 19

1067

Sphaerochaeta halotolerans sp. nov., a novel spherical halotolerant spirochete from a Russian heavy
oil reservoir, emended description of the genus Sphaerochaeta, reclassification of Sphaerochaeta
coccoides to a new genus Parasphaerochaeta gen. nov. as Parasphaerochaeta coccoides comb. nov.
and proposal of Sphaerochaetaceae fam. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 4748-4759.

0.8 30

1068
Terricaulis silvestris gen. nov., sp. nov., a novel prosthecate, budding member of the family
Caulobacteraceae isolated from forest soil. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 4966-4977.

0.8 14

1069
Tichowtungia aerotolerans gen. nov., sp. nov., a novel representative of the phylum Kiritimatiellaeota
and proposal of Tichowtungiaceae fam. nov., Tichowtungiales ord. nov. and Tichowtungiia class.
nov.. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5001-5011.

0.8 27

1070
Oceanipulchritudo coccoides gen. nov., sp. nov., isolated from marine sediment within the family
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