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Major bacterial genera with more than 100 species.

No. Phyla Genus Total Species®  Total Number of Related Articles P
1 Actinobacteria Streptomyces 848 35,008
2 Firmicutes Bacillus 377 168,001
3 Proteobacteria Pseudomonas 254 162,460
4 Firmicutes Paenibacillus 240 1861
5 Firmicutes Lactobacillus 237 49,320
6 Firmicutes Clostridium 229 54,265
7 Bacteroidetes Flavobacterium 208 5555
8 Actinobacteria Mycobacterium 198 114,210
9 Proteobacteria Vibrio 147 35,798
10 Actinobacteria Corynebacterium 132 19,605
11 Firmicutes Streptococcus 129 142,792
12 Tenericutes Mycoplasma 127 28,075
13 Proteobacteria Sphingomonas 127 3051
14 Proteobacteria Burkholderia 122 11,383
15 Actinobacteria Nocardia 119 7969
16 Proteobacteria Rhizobium 112 24,085
17 Bacteroidetes Chryseobacterium 112 1278
18 Actinobacteria Microbacterium 110 1576
19 Actinobacteria Nocardioides 103 435

20 Proteobacteria Halomonas 102 1411

2 Based on LPSN (http://www.bacterio.net/index.html). Subspecies are not counted. ® Scopus data using the
respective genus name as the keyword.
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Species Phyla Patents  Paper Citations

Corynebacterium glutamicum
ATCC 13032

Staphylococcus aureus subsp. aureus Rosenbach
ATCC 6538

Actinobacteria 315 478

Firmicutes 184 610

Synechocystis sp.

PCC 6803 Cyanobacteria 170 4615

Corynebacterium glutamicum

ATCC 13869 Actinobacteria 131 59

Bacillus subtilis subsp. spizizenii

ATCC b Firmicutes 125 1292 1
E;flf’(‘;'écgg;?;i Proteobacteria 113 3594
SfﬂPhyIOCOCi‘;ég%Sz igbsp. aurets Firmicutes 108 1809
Brwi%%ecr?z)ggvum Actinobacteria 103 59
G e w
Escherichia coli Proteobacteria 79 315

ATCC 8739
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Figure 2. Overall processes of discovery of cultured and unculturable prokaryotes. “““‘ ““ “““
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Underexplored Prokaryotes

Major MNCBI Bioproject

Source Bioinformatics Purpose/Major Findings Accession no., Year/Reference
Tools Unless Stated
SPAdes . :
, : Analyze the genome of Candidate bacterial SRET10274,
Agquifer CONCOCT, 2019 [95]
phylum BREC1. CP030759
CheckM
Expanding the understanding (diversity,
) SPAdes, Kaiju, phylogenetic, and functional) of microbiome o .
Hot spring h ) , ) PRIMNA419931 2019 [98]
CheckM in two well-studied hot springs in
Kamchatka, Russia,
v P e I
Recovered 82 MAGs affiliated with 21
different archaeal and bacterial phyla from
Deep-ses BEmap, MetaBAT, petrokeum m-png.c. Authors propesed that TPRIMA415628, 2019 [99]
CheckM acetate and hydrogen are the central FRIMNA485648
intermediates underpinning community
interactions and bingeochemical cyeling,
bbduk in the Assernbled the genome of Riradoferar sp.
Aquife bbmap package, Howevey, the authors were not alble o 151102 {JGI 2009 [100]
fqutter SPAdes, VizBin, confirm that this bacternium can degrade IMG/ER) .
& CheckM =ulfolane in the contaminated aquifer.
L L ] Used metagenomics and metaproteomics to
EBnorm, rovide a comprehensive maolecular
‘ Soda lakes MetaSpades, PronICE & chimpy Heenar PRIMAIT70% 019 [101]
B characterization of a phototrophic microbial
MataBat, ChackM . X
mal microbiorme.
L]
i : Explaining the shifts in microbial communaty
Lab-scale CLC de novo structures using 165 tRNA metagenome, PRINA47I375 2009 [102)
reactor asaembler, CheckM :
MAGs, and metaproteomic data,
Y Acrtificial Drescribe taxenomy and ecological role of &
‘ acid mine SPAde'mcﬂ“kM' new order Ca, Aciduledesulfobacterales FRIMASTT9%% 2009 [103]
i drainage (Sval4E5 clade).
SolexallA++, R
. ! . . . PRIMNA4953T1,
. Scythe, 1IDBA-LD, Explain poorly understood Ca, e i ik
Breshwater ) f ABAT, MASH, Pelagibacterales (SAR11 clade TIIb). ]:?Jm;;;ﬂi 2018 [1]
MG A, Checkh
1DBA-ULD, Reconstruct the genome of Candidate -
Aquifer eakbase, Parcunitrobacter nitroensis {001 ), and ';.I,;_I._Bﬁiui:‘:l]::;“[;; 2|[]I}l2 ﬁ‘;]f
ABAWACA, ESOM Candidate phylum Aminicenantes (OPS). ) N
. Mimimusl, Reconstruct the genome of 2,631 genomies, as -
Orean BinSanity, Check™ part of Tara Oceans project. PRINAZS1M3 Ak (1]
MEGAHIT, Assembled 87 MAGs including archaeal
. - ) ¥ 4761314 34761727 3,
Bay CheckM, RAST, Asgard group {Thorarchactoa and ATHIBREITE05.5 2006 [106]
< Phylosift, Lokiarchaesta) (MGRAST)
Japecies WS Reveal potential microbial inberactions. e
. IIEA, MaxBin, Reconstruct rhl:gl,"numl:uf qrammnmria -
Hot spring CheckM Fischerella fhermalis AR H1E 18]
metaSPAdes, Tor relate MAGS" extracellular electron F300010FEE and
Hot spring  CONCOCT, SNAT, transfer systems with inon redox:based A0 4145 HNE[110]

CheckM

metabolisms

(IMG/M ER)
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