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In recounting Dr. James M. Tiedje's outstanding research
achievements spanning the past 55 years, it is easy to
overlook his early and mid‐career endeavors. Specifically, his
contribution to the aerobic degradation of pesticides and
other chemicals, as well as methanogenic degradation of
those compounds retains their brilliance. Many researchers
in environmental microbiology have gained invaluable
knowledge from these studies, which have been applied to
the elucidation of previously uncultivated microorganisms.

Dr. Tiedje embarked on his career in soil microbiology at
Cornell University in 1964 under the guidance of Martin
Alexander. Motivated by Rachel Carson's Silent Spring
published in 1962, he developed a keen interest in studying
the degradation of 2,4‐dichlorophenoxy acetic acid (2,4‐D),
widely used as a broad‐leaf herbicide. Dr. Tiedje found that
an Arthrobacter species converts 2,4‐D into chlorocatechols,
facilitated by a soluble ether linkage‐cleaving enzyme1,2.
Subsequently, extensive investigations into the 2,4‐D deg-
radation by aerobic microorganisms were conducted,
leading to the identification of α‐ketoglutarate‐dependent
dioxygenase, the enzyme involved in the first step of 2,4‐D
metabolism3 (Figure 1). The story starts with my involvement
in the “2,4‐D project.”

MICROBIAL DEGRADATION OF 2,4‐D
The project took place at the Center for Microbial Ecology,
Michigan State University (MSU), where we focused on mi-
crobial evolution. 2,4‐D, being an anthropogenic chemical
with no analogous compounds found in nature, provided an
excellent opportunity to explore how enzymes with different
original functions were recruited and evolved to adapt to
2,4‐D degradation. The project was initiated by Profs. James
M. Tiedje and Keiji Yano (followed by Prof. Koki Horikoshi) in
1991 and received funding from Japan Science and Tech-
nology Agency (JST, formerly JRDC) and National Science
Foundation USA. It involved numerous scientists and over 10
postdocs from various parts of the world. It was
the mid‐1990s, a time before high‐throughput genome se-
quencing became available, and molecular biological studies
were conducted using classical methods such as DNA

sequencing using big gel plates. During this period, I had
been working on methanogenic Archaea till I joined the
project.

To begin, we initiated genetic analysis of known
2,4‐D‐degraders, as well as search for previously unknown
2,4‐D‐degrading microbes4,5. Meanwhile, Dr. Tiedje, who
was supposed to lead the project, was on sabbatical, en-
joying the warmer climate of Hawaii (quite different from
Michigan) and collaborating with Hawaiian researchers. He
learned that there were soils in Hawaii that had not been
exposed to 2,4‐D, and he brought those untouched soils
back to Michigan. The underlying idea was to investigate
whether the microorganisms capable of breaking down this
widely used chemical, which was artificially synthesized and
sprayed in large quantities, were absent in the Hawaiian soils,
or there were microbes possessing the prototypic enzyme.
I inoculated a liquid culture containing 2,4‐D with Hawaiian
soil and spent day after day monitoring its degradation
by liquid chromatography. Our initial expectation was that
2,4‐D decomposition would not occur so readily.

Indeed, for a while, no 2,4‐D degradation was observed.
However, after a few weeks or perhaps a month, some soil
samples began to show signs of degradation. I was secretly
excited that the 2,4‐D‐degrading microorganisms might be
present in these remote regions that had never been asso-
ciated with 2,4‐D. Are the 2,4‐D‐degrading microorganisms
entirely novel or are they the same Alcaligenes (currently
called Curpriavidus) species that Dr. Tiedje and his team as
well as everyone here at MSU have been studying for years?

However, it was not easy to clarify the true nature of the
microorganisms that had emerged in the test tube. This was
primarily due to their inability to readily form colonies on agar
media. Although numerous colonies appeared on the agar
medium containing 2,4‐D, it was evident that this was a result
of adding more yeast extract than 2,4‐D. Moreover, it was
also clear that 2,4‐D was not degraded in liquid culture
without yeast extract. In addition, the Hewlett‐Packard liquid
chromatograph frequently malfunctioned, causing delays in
analysis and hindering our ability to identify the problem. To
overcome these challenges, we decided to conduct an
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experiment in which we added radioactive 14C‐labeled 2,4‐D
to visualize which colonies would show the highest con-
centration of radioactivity.

Numerous microorganisms grew in a myriad of locations
on the agar medium containing 2,4‐D. Radioactive colonies
were scattered among them in a hidden manner. It was ob-
vious that the only way to eliminate microorganisms un-
related to 2,4‐D degradation was to significantly reduce the
concentration of yeast extract, which would also slow down
the growth of 2,4‐D degraders. After months of intensive
culture and isolation operations, we successfully isolated five
2,4‐D‐degrading microorganisms. Surprisingly, these strains
were not the known 2,4‐D‐degrading bacteria, but rather
closely related to Bradyrhizobium, a soil‐dwelling microbe
that is ubiquitous6. Five years later, one of the isolates
(obtained from soil covered for 4800 years beneath a lava
flow, effectively isolated from human impact before
the colonization of Hawaii) was found to harbor an aromatic
ring‐hydroxylation dioxygenase (i.e., Rieske nonheme iron
oxygenase), which is quite different from previously known
2,4‐D metabolic enzymes7,8. Since then, this enzyme and its
relatives have been discovered to be widely distributed
among soil microorganisms. However, the evolutionary origin
of this enzyme still remains enigmatic.

THE DAWN OF HALORESPIRATION AND
SYNTROPHY STUDIES
Before my involvement in the 2,4‐D project, my focus was
on cultivating methanogenic archaea (methanogens) and
relevant microorganisms to elucidate the functions of key
microorganisms in methane fermentation processes. I en-
countered challenges in culturing these organisms. However,
working on the 2,4‐D project reminded me that the difficulty
of isolating microorganisms extends beyond anaerobic mi-
crobes and is a universal challenge in microbiology. It high-
lighted the crucial importance of isolation and cultivation in
obtaining knowledge about their functions and character-
istics. During that time, massive sequencing and meta-
genomic analyses had not yet emerged. We were far from a
time when we could gain insights from genome sequences.

After concluding my research on 2,4‐D, I redirected my
attention to syntrophs and methanogens under anaerobic
conditions, a field that had long captivated my interest.

Methanogens produce methane from very limited low‐
molecule compounds, specifically, hydrogen + CO2, formate,
acetate, alcohols, and methyl compounds. These substrates
for methanogenesis are derived from fermentative microbes
that utilize high‐molecule organic matters9 (Figure 2). Among
them, some organisms, commonly referred to as syntrophs,
are specifically associated with methanogens. Syntrophs
break down (i.e., anaerobically oxidize) fatty acids, alcohols,
and aromatic compounds, which are extremely difficult to be
degraded for most of anaerobic microbes that utilize higher‐
molecule organic compounds, and they produce hydrogen
and acetate in the process. The accumulation of hydrogen
and acetate is thermodynamically unfavorable, and syn-
trophs cannot survive unless such products are immediately
eliminated from the system or metabolized by other micro-
organisms. Methanogens are making a major contribution as
scavengers of hydrogen and acetate.

While research on syntrophs had been in its infancy for a
long time9,10, it was in the 1980s that research into their
entities really began to take off. The researchers leading the
way in this research field from its inception were Marvin

Figure 1. Proposed pathway for 2,4‐D degradation in an aerobic bacterium Cupriavidus pinatubonensis (formerly Alcaligenes eutrophus).
2,4‐D, 2,4‐dichlorophenoxy acetic acid; 2,4‐DCM, 2,4‐dichloromuconate; 2,4‐DCP, 2,4‐dichlorophenol; 3,5‐DCP, 3,5‐dichlorocatechol;
αKG, α‐ketoglutarate. TCA, tricarboxylic acid cycle.

Figure 2. Anaerobic metabolisms of organic compounds. Organic
compounds, for example, glucose can be metabolized by at least
four trophic groups (including syntrophs) in the methanogenic
community.
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Bryant and his group at the University of Illinois at Urbana‐
Champaign11–14. Dr. Tiedje also embarked on important re-
search on syntrophs during this period. In the early
1980s—over 40 years ago, he obtained a simplified microbial
population that degraded 3‐chlorobenzoate to produce
methane15–17. The discovery of anaerobic degradation of
halogenated aromatic compounds was groundbreaking at
the time. That is why a short but important paper was pub-
lished in Science in 198215. Dr. Tiedje and his colleagues
made the initial discovery of how a model halogenated
compound, 3‐chlorobenzoate, could be converted into
methane. They began thoroughly studying the micro-
organisms in the consortium. This was accomplished by
culture, observation, and chemical analysis but no genetics
at all as there was no genome information on the Earth16–24.
The 3‐chlorobenzoate study reached a significant milestone
with the complete isolation of strain DCB‐1, which was later
named Desulfomonile tiedjei21. Until then, no one had ever
imagined that anaerobic microorganisms can conserve en-
ergy by using halogenated compounds as the terminal
electron acceptor. Eventually, Dr. Tiedje's team (including
Joseph Suflita, Daniel Shelton, Jan Dolfing, William Mohn,
and others) revealed that 3‐chlorobenzoate is dechlorinated
by reductive dehalogenation to benzoate, which is broken
down into acetate and H2/CO2 by a syntrophic bacterium,
and the H2/CO2 is converted into methane by a methano-
genic archaeon, while the acetate is used as an electron
donor for dechlorination25–28. The series of studies showed
that anaerobic syntrophy is not only involved in degradation
of simple fatty acids but also more complex compounds, for
example, halogenated aromatic compounds.

CULTIVATING THE UNSEEN MICROBES
Returning to our research, the fact that most of the anaerobic
microorganisms were yet to be cultivated and that syntrophic
metabolism in methanogenic environments remained largely
unknown was a major motivating factor for our research. In
the late 1990s, microbial ecology had made significant ad-
vancements through the utilization of 16S ribosomal RNA/
DNA sequencing and fluorescence in situ hybridization (FISH)
analysis, thanks to the pioneering work of Amann et al.,
which became powerful tools29. In 1995–1997, the complete
genomes of Haemophilus influenzae, Bacillus subtilis, Syn-
echocystis sp., and Escherichia coli were sequenced, but
it was still some time before the era of high‐throughput
genome/metagenome sequencing would emerge.

We first attempted to isolate and cultivate syntrophs that
degrade acetate, propionate, and butyrate under thermo-
philic conditions. It was known that methane fermentation at
around 50°C was quite effective for degradation of a variety
of chemical compounds. However, the isolation process
proved to be quite challenging. Even when a stable enrich-
ment culture could be obtained, it was not easy to isolate the
protagonist even if FISH can identify them.

A potential solution to this problem was already hinted at
early studies of syntrophs, where they were found to be
capable of growing on their own without a partner organism,

given certain substrates, such as D. tiedjei in pure culture
with pyruvate and rumen fluid20, or Syntrophomonas wolfei in
pure culture with crotonate30. Indeed, this method some-
times worked. We were eventually able to isolate a wide
variety of anaerobic syntrophic microorganisms and their
partner organisms (mainly methanogens) over the past
20 years, as summarized in Table 1, which includes corre-
sponding studies31,32,34–72. It is important to note that most
of these microbes are fastidious or recalcitrant, and took a
long time to be isolated and cultured. Fortunately, these
microorganisms have now gained widespread recognition
among researchers, and their names are commonly refer-
enced in a number of metagenomics articles.

Thermoacetogenium phaeum, an acetate‐oxidizing and
hydrogen‐producing microbe, was the first syntroph that the
author's group isolated31. We learnt a lot from this bacterium
about how syntroph behaves and makes a living31,32,60–62. It
can switch between acetogenesis and reverse acetogenesis
under different conditions. The latter (i.e., syntrophic growth)
was only observed when hydrogenotrophic methanogen
exists as an H2 consumer. This microbe was also found to
drive the Wood–Ljungdahl pathway in both directions62. As
for acetate metabolism, it had been widely believed that
aceticlastic (acetotrophic) methanogens play a primary role in
methanogenic environments. However, many reports in-
dicate the importance of syntrophic acetate oxidation cou-
pled with H2‐consuming methanogenesis. Shigematsu et al.
investigated acetate conversion pathways of methanogenic
consortia in acetate‐fed chemostats at dilution rates of 0.025
and 0.6 day−1 and found that nonaceticlastic syntrophic ox-
idation by acetate‐oxidizing syntrophs and hydrogenotrophic
methanogens dominated over aceticlastic methanogens at
the low dilution rate, whereas aceticlastic cleavage was
suggested to occupy a primary pathway in total methano-
genesis at the high dilution rate73. We found that deep sub-
surface environments harbor both thermophilic acetate‐
oxidizing syntrophs and aceticlastic methanogens. Fur-
thermore, the population changes depending on CO2 con-
centrations33. Due to the limited availability of acetate‐
oxidizing syntroph strains, our isolate has become a valuable
model organism to study the population dynamics over
acetate metabolism.

Phenol had long been known to be degraded under
methanogenic conditions, but the microbes responsible for
the degradation reaction were not known at all. At least, it
was evident that phenol can be only syntrophically metabo-
lized and it is very challenging to reveal the entity of the
microbes. Syntrophorhabdus aromaticivorans was the first
tangible, obligately anaerobic, syntrophic organism capable
of oxidizing phenol in association with a H2‐scavenging
methanogen partner40–42. It could metabolize not only phenol
but also p‐cresol, 4‐hydroxybenzoate, isophthalate, and
benzoate. Since numerous reports based on metagenomic
analyses indicate that Syntrophorhabdus type of bacteria is
abundant in phenol‐degrading methanogenic communities
and there are no other possible microbes (except for de-
nitrifying phenol degraders), the organism may monopolize
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phenol degradation. The whole‐genome analysis showed
that S. aromaticivorans syntrophic phenol‐degrading phe-
nylphosphate synthase (PpsAB) and phenylphosphate car-
boxylase (PpcABCD) catalyze the first two steps of phenol
metabolism into benzoate. It also shows benzoate degra-
dation through hydration of the dienoyl‐coenzyme A (CoA)
intermediate as reported in Syntrophus aciditrophicus. The
conversion of benzoyl‐CoA into dienoyl‐CoA is an extremely
endergonic reduction; thus, it may be catalyzed by electron‐
bifurcating reduction that involves benzoyl‐CoA reductase,
hydrogenase, and heterodisulfide reductase.

Studies on syntrophy culminated in the discovery and iso-
lation of archaeon whose ancestor might have been the closest
relative to eukaryotes48. Imachi et al. took deep‐sea methane‐
seep sediment samples and enriched microbes by a con-
tinuous down‐flow reactor using sponge as a carrier. After 12
years of dedicated efforts and various attempts, the microbe
was isolated in coculture with Methanogenium sp. The ar-
chaeon named Candidatus Prometheoarchaeum syntrophicum
is an anaerobic, extremely slow‐growing, small coccus capable
of metabolizing amino acids through syntrophy. The reason
that the isolate organism is referred to as “candidatus” is simply
because it has not yet been deposited to public culture col-
lections due to the difficulty in yielding sufficient amounts of
biomass to maintain and distribute. The microbe was the first
cultured Asgard archaeon, harboring 80 eukaryotic‐like pro-
teins, and has characteristic protrusions. Imachi et al. proposed
an attractive hypothesis for eukaryogenesis, in which a pri-
mordial Asgard archaeon cell interacts with the ancestral
beneficial bacterial cells and eventually endogenizes it, which is
termed the entangle–engulf–endogenize (E3) model. The model
has recently been reinforced by the discovery of another ar-
chaeon named Candidatus Lokiarchaeum ossiferum enriched
from sediments from a small estuarine canal74.

CONCLUDING REMARKS
From the 1970s to the 1990s, microbiology focused on cul-
tivation, biochemistry, physiology, and genetics. Dr. Tiedje
was one of the greatest contributors to this era. With the
arrival of the 21st century and the emergence of massive
metagenome data, microbiology, and environmental micro-
biology have transitioned to a new stage. Despite this shift,
most of the results obtained from this stage have been a
continuation of previous research. It should be noted that
microbiology still heavily relies on the process of isolation
and cultivation to uncover the truth behind morphology,
physiology, metabolism, and energetics. Data science will
reinforce the future of microbiology.

Dr. Tiedje, on the other hand, was one of the first researchers
to recognize the importance of data science. In 1997, he and Jim
Cole took over ribosomal database project (RDP) that had been
run by Profs. Carl Woese, Gary Olsen, and colleagues at the
University of Illinois Urbana‐Champaign75. The RDP had 1687
aligned sequences (now millions!) and all sequences were cu-
rated by Carl Woese himself in 1993 when Dr. Tiedje made the
decision to take it over. Today, microbial ecology heavily relies
on this database and relevant ones. In addition, Dr. Tiedje has

dedicated himself to studying global‐scale microbiomes in-
cluding wastewater treatment plants, rain forests, permafrost,
nitrogen‐fertilized soils, and antibiotic‐contaminated environ-
ments, all within the context of human issues. He consistently
remains at the forefront of his field. I would like to express my
utmost respect and always remember his earlier studies, which
tends to be overlooked by many.

ACKNOWLEDGMENTS
I would like to express my gratitude to Prof. James M. Tiedje
and all my collaborators in his laboratory at Michigan State
University for their valuable contributions. I thank Prof.
Masao Fukuda at Nagaoka University of Technology for
providing the detailed records of the Joint project between
JST (JRDC) and NSF (International Collarborative Project in
Microbial Evolution) (1991–1996). I am also grateful to all the
collaborators who greatly contributed to the exploration of
novel microbes and their functions. This research was sup-
ported by JSPS KAKENHI grant number JPH05295.

ORCID
Yoichi Kamagata http://orcid.org/0000-0001-7124-5812

REFERENCES
1 Tiedje JM, Alexander M. Enzymic cleavage of the ether bond of

2,4‐dichlorophenoxyacetate. J Agricult Food Chem. 1969;17:1080–4.

2 Tiedje JM, Duxbury JM, Alexander M, Dawson JE. 2,4‐D metabolism:
pathway of degradation of chlorocatechols by Arthrobacter sp.
J Agricult Food Chem. 1969;17:1021–6.

3 Fukumori F, Hausinger RP. Alcaligenes eutrophus JMP134 “2,4‐
dichlorophenoxyacetate monooxygenase” is an alpha‐ketoglutarate‐
dependent dioxygenase. J Bacteriol. 1993;175:2083–6.

4 Fulthorpe RR, McGowan C, Maltseva OV, Holben WE, Tiedje JM.
2,4‐Dichlorophenoxyacetic acid‐degrading bacteria contain mosaics
of catabolic genes. Appl Environ Microbiol. 1995;61:3274–81.

5 Fulthorpe RR, Rhodes AN, Tiedje JM. Pristine soils mineralize
3‐chlorobenzoate and 2,4‐dichlorophenoxyacetate via different mi-
crobial populations. Appl Environ Microbiol. 1996;62:1159–66.

6 Kamagata Y, Fulthorpe RR, Tamura K, Takami H, Forney LJ, Tiedje
JM. Pristine environments harbor a new group of oligotrophic
2,4‐dichlorophenoxyacetic acid‐degrading bacteria. Appl Environ
Microbiol. 1997;63:2266–72.

7 Kitagawa W, Takami S, Miyauchi K, Masai E, Kamagata Y, Tiedje JM,
et al. Novel 2,4‐dichlorophenoxyacetic acid degradation genes from
oligotrophic Bradyrhizobium sp. strain HW13 isolated from a pristine
environment. J Bacteriol. 2002;184:509–18.

8 Itoh K, Kanda R, Sumita Y, Kim H, Kamagata Y, Suyama K, et al. tfdA‐
like genes in 2,4‐dichlorophenoxyacetic acid‐degrading bacteria be-
longing to the Bradyrhizobium‐Agromonas‐Nitrobacter‐Afipia cluster
in α‐Proteobacteria. Appl Environ Microbiol. 2002;68:3449–54.

9 Schink B. Energetics of syntrophic cooperation in methanogenic
degradation. Microbiol Mol Biol Rev. 1997;61:262–80.

10 Barker HA. Studies upon the methane fermentation. IV. The isolation
and culture of Methanobacterium omelianskii. Antonie Van Leeu-
wenhoek. 1939;6:201–20.

11 Boone DR, Bryant MP. Propionate‐degrading bacterium, Syntro-
phobacter wolinii sp. nov. gen. nov., from methanogenic ecosystems.
Appl Environ Microbiol. 1980;40:626–32.

12 McInerney MJ, Bryant MP, Hespell RB, Costerton JW. Syntrophomonas
wolfei gen. nov. sp. nov., an anaerobic, syntrophic, fatty acid‐oxidizing
bacterium. Appl Environ Microbiol. 1981;41:1029–39.

13 Mountfort DO, Bryant MP. Isolation and characterization of an
anaerobic syntrophic benzoate‐degrading bacterium from sewage
sludge. Arch Microbiol. 1982;133:249–56.

221

http://orcid.org/0000-0001-7124-5812


14 Mountfort DO, Brulla WJ, Krumholz LR, Bryant MP. Syntrophus
buswellii gen. nov. sp. nov. a benzoate catabolizer from methano-
genic ecosystems. Int J Syst Bacteriol. 1984;34:216–7.

15 Suflita JM, Horowitz A, Shelton DR, Tiedje JM. Dehalogenation: a
novel pathway for the anaerobic biodegradation of haloaromatic
compounds. Science. 1982;218:1115–7.

16 Suflita JM, Robinson JA, Tiedje JM. Kinetics of microbial dehaloge-
nation of haloaromatic substrates in methanogenic environments.
Appl Environ Microbiol. 1983;45:1466–73.

17 Shelton DR, Tiedje JM. Isolation and partial characterization of bac-
teria in an anaerobic consortium that mineralizes 3‐chlorobenzoic
acid. Appl Environ Microbiol. 1984;48:840–8.

18 Dolfing J, Tiedje JM. Hydrogen cycling in a three‐tiered food web
growing on the methanogenic conversion of 3‐chlorobenzoate. FEMS
Microbiol Lett. 1986;38:293–8.

19 Dolfing J, Tiedje JM. Growth yield increase linked to reductive
dechlorination in a defined 3‐chlorobenzoate degrading methano-
genic coculture. Arch Microbiol. 1987;149:102–5.

20 Stevens TO, Linkfield TG, Tiedje JM. Physiological characterization of
strain DCB‐1, a unique dehalogenating sulfidogenic bacterium. Appl
Environ Microbiol. 1988;54:2938–43.

21 DeWeerd KA, Suflita JM. Anaerobic aryl reductive dehalogenation of
halobenzoates by cell extracts of “Desulfomonile tiedjei.” Appl En-
viron Microbiol. 1990;56:2999–3005.

22 Dolfing J, Tiedje JM. Acetate as a source of reducing equivalents in
the reductive dechlorination of 2,5‐dichlorobenzoate. Arch Microbiol.
1991;156:356–61.

23 Dolfing J, Tiedje JM. Influence of substituents on reductive dehalo-
genation of 3‐chlorobenzoate analogs. Appl Environ Microbiol. 1991;
57:820–4.

24 Mohn WW, Kennedy KJ. Reductive dehalogenation of chlorophenols
by Desulfomonile tiedjei DCB‐1. Appl Environ Microbiol. 1992;58:
1367–70.

25 Mohn WW, Tiedje JM. Microbial reductive dehalogenation. Microbiol
Rev. 1992;56:482–507.

26 Holliger C, Schumacher W. Reductive dehalogenation as a respira-
tory process. Antonie Van Leeuwenhoek. 1994;66:239–46.

27 Ni S, Fredrickson JK, Xun L. Purification and characterization
of a novel 3‐chlorobenzoate‐reductive dehalogenase from the cyto-
plasmic membrane of Desulfomonile tiedjei DCB‐1. J Bacteriol. 1995;
177:5135–9.

28 Townsend GT, Suflita JM. Characterization of chloroethylene deha-
logenation by cell extracts of Desulfomonile tiedjei and its relationship
to chlorobenzoate dehalogenation. Appl Environ Microbiol. 1996;62:
2850–3.

29 Amann RI, Ludwig W, Schleifer KH. Phylogenetic identification and
in situ detection of individual microbial cells without cultivation. Mi-
crobiol Rev. 1995;59:143–69.

30 Beaty PS, McInerney MJ. Growth of Syntrophomonas wolfei in pure
culture on crotonate. Arch Microbiol. 1987;147:389–93.

31 Hattori S, Kamagata Y, Hanada S, Shoun H. Thermacetogenium
phaeum gen. nov., sp. nov., a strictly anaerobic, thermophilic, syn-
trophic acetate‐oxidizing bacterium. Int J Syst Evol Microbiol. 2000;
50:1601–9.

32 Hattori S, Galushko AS, Kamagata Y, Schink B. Operation of the CO
dehydrogenase/acetyl coenzyme A pathway in both acetate oxidation
and acetate formation by the syntrophically acetate‐oxidizing bacte-
rium Thermacetogenium phaeum. J Bacteriol. 2005;187:3471–6.

33 Mayumi D, Dolfing J, Sakata S, Maeda H, Miyagawa Y, Ikarashi M,
et al. Carbon dioxide concentration dictates alternative methanogenic
pathways in oil reservoirs. Nat Commun. 2013;4:1998.

34 Imachi H, Sekiguchi Y, Kamagata Y, Ohashi A, Harada H. Cultivation
and in situ detection of a thermophilic bacterium capable of oxidizing
propionate in syntrophic association with hydrogenotrophic metha-
nogens in a thermophilic methanogenic granular sludge. Appl Environ
Microbiol. 2000;66:3608–15.

35 Imachi H, Imachi H, Sekiguchi Y, Kamagata Y, Hanada S, Ohashi A,
et al. Pelotomaculum thermopropionicum gen. nov., sp. nov., an
anaerobic, thermophilic, syntrophic propionate‐oxidizing bacterium.
Int J Syst Evol Microbiol. 2002;52:1729–35.

36 Kosaka T, Uchiyama T, Ishii S, Enoki M, Imachi H, Kamagata Y, et al.
Reconstruction and regulation of the central catabolic pathway in the
thermophilic propionate‐oxidizing syntroph Pelotomaculum thermo-
propionicum. J Bacteriol. 2006;188:202–10.

37 Sekiguchi Y, Kamagata Y, Nakamura K, Ohashi A, Harada H. Syn-
trophothermus lipocalidus gen. nov., sp. nov., a novel thermophilic
syntrophic fatty acid‐oxidizing anaerobe which utilizes isobutyrate. Int
J Syst Evol Microbiol. 2000;50:771–9.

38 Qiu Y‐L, Sekiguchi Y, Imachi H, Kamagata Y, Tseng I‐C, Cheng S‐S,
et al. Identification and isolation of anaerobic, syntrophic phthalate
isomer‐degrading microbes from methanogenic sludges treating
wastewater from terephthalate manufacturing. Appl Environ Micro-
biol. 2004;70:1617–26.

39 Qiu Y‐L, Sekiguchi Y, Hanada S, Imachi H, Tseng I‐C, Cheng S‐S,
et al. Pelotomaculum terephthalicum sp. nov. and Pelotomaculum
isophthalicum sp. nov.: two anaerobic bacteria that degrade phtha-
late isomers in syntrophic association with hydrogenotrophic
methanogens. Arch Microbiol. 2006;185:172–82.

40 Qiu Y‐L, Hanada S, Ohashi A, Harada H, Kamagata Y, Sekiguchi Y.
Syntrophorhabdus aromatica gen. nov., sp. nov., the first cultured
anaerobe capable of degrading phenol to acetate in obligate syn-
trophic associations with a hydrogenotrophic methanogen. Appl
Environ Microbiol. 2008;74:2051–8.

41 Nobu MK, Narihiro T, Tamaki H, Qiu Y‐L, Sekiguchi Y, Woyke T, et al.
Draft genome sequence of Syntrophorhabdus aromaticivorans strain
UI, a mesophilic aromatic compound degrading syntroph. Genome
Announc. 2014;2:e‐01064‐13.

42 Nobu MK, Narihiro T, Hideyuki T, Qiu Y‐L, Sekiguchi Y, Woyke T, et al.
The genome of Syntrophorhabdus aromaticivorans strain UI provides
new insights for syntrophic aromatic compound metabolism and
electron flow. Environ Microbiol. 2015;17:4861–72.

43 Sekiguchi Y, Imachi H, Susilorukmi A, Muramatsu M, Ohashi A,
Harada H, et al. Tepidanaerobacter syntrophicus gen. nov., sp. nov.,
an anaerobic, moderately thermophilic, syntrophic alcohol‐ and
lactate‐degrading bacterium isolated from thermophilic digested
sludges. Int J Syst Evol Microbiol. 2006;56:1621–9.

44 Sekiguchi Y, Takahashi H, Kamagata Y, Ohashi A, Harada H. In situ
detection, isolation and physiological properties of a thin filamentous
microorganism abundant in methanogenic granular sludges: a novel
isolate affiliated with a clone cluster, the green non‐sulfur bacteria
subdivision I. Appl Environ Microbiol. 2001;67:5740–9.

45 Yamada T, Sekiguchi Y, Hanada S, Imachi H, Ohashi A, Harada H,
et al. Anaerolinea thermolimosa sp. nov., Levilinea saccharolytica
gen. nov., sp. nov. and Leptolinea tardivitalis gen. nov., sp. nov.,
novel filamentous anaerobes and description of the new classes
Anaerolineae classis nov. and Caldilineae classis nov. in the bac-
terial phylum Chloroflexi. Int J Syst Evol Microbiol. 2006;56:
1331–40.

46 Yamada T, Imachi H, Ohashi A, Harada H, Hanada S, Kamagata Y,
et al. Bellilinea caldifistulae gen. nov., sp. nov. and Longilinea arvor-
yzae gen. nov., sp. nov., strictly anaerobic, filamentous bacteria of the
phylum Chloroflexi isolated from methanogenic propionate‐degrading
consortia. Int J Syst Evol Microbiol. 2007;57:2299–306.

47 Mayumi D, Mochimaru H, Tamaki H, Yamamoto K, Yoshioka H,
Suzuki Y, et al. Methane production from coal by a single metha-
nogen. Science. 2016;354:222–5.

48 Imachi H, Nobu MK, Nakahara N, Morono Y, Ogawara M, Takaki Y,
et al. Isolation of an archaeon at the prokaryote‐eukaryote interface.
Nature. 2020;577:519–25.

49 Nakamura K, Takahashi A, Mori C, Tamaki H, Mochimaru H,
Nakamura K, et al. Methanothermobacter tenebrarum sp.
nov., a hydrogenotrophic, thermophilic methanogen isolated from
gas‐associated formation water of a natural gas field. Int J Syst
Evol Microbiol. 2013;63:715–22.

50 Enoki M, Shinzato N, Sato H, Nakamura K, Kamagata Y. Comparative
proteomic analysis of Methanothermobacter themautotrophicus ΔH
in pure culture and in co‐culture with a butyrate‐oxidizing bacterium.
PLoS One. 2011;6:e24309.

51 Sakai S, Imachi H, Hanada S, Ohashi A, Harada H, Kamagata Y.
Methanocella paludicola gen. nov., sp. nov., a methane‐producing
archaeon, the first isolate of the lineage ‘rice cluster I’, and proposal
of the new archaeal order Methanocellales ord. nov. Int J Syst Evol
Microbiol. 2008;58:929–36.

222



52 Imachi H, Sakai S, Sekiguchi Y, Hanada S, Kamagata Y, Ohashi A,
et al. Methanolinea tarda gen. nov. sp. nov., a methane‐producing
archaeon isolated from a methanogenic digester sludge. Int J Syst
Evol Microbiol. 2008;58:294–301.

53 Mori K, Iino T, Suzuki KI, Yamaguchi K, Kamagata Y. Aceticlastic and
NaCl‐requiring methanogen “Methanosaeta pelagica” sp. nov., iso-
lated from marine tidal flat sediment. Appl Environ Microbiol. 2012;
78:3416–23.

54 Mori K, Yamamoto H, Kamagata Y, Hatsu M, Takamizawa K. Meth-
anocalculus pumilus sp. nov., a heavy‐metal‐tolerant methanogen
isolated from a waste‐disposal site. Int J Syst Evol Microbiol. 2000;
50:1723–9.

55 Kurth JM, Nobu MK, Tamaki H, de Jonge N, Berger S, Jetten MSM,
et al. Methanogenic archaea use bacteria‐like methyltransferase
system to demethoxylate aromatic compounds. ISME J. 2021;15:
3549–65.

56 Cheng L, Qiu T‐L, Yin X‐B, Wu X‐L, Hu G‐Q, Deng Y, et al. Meth-
ermicoccus shengliensis gen. nov., sp. nov., a thermophilic, methyl-
otrophic methanogen isolated from oil production water, and
proposal of Methermicoccaceae fam. nov. Int J Syst Evol Microbiol.
2007;57:2964–9.

57 Mochimaru H, Tamaki H, Hanada S, Imachi H, Nakamura K, Sakata S,
et al. Methanolobus profundi sp. nov., a new methylotrophic metha-
nogen isolated from deep subsurface sediments in a natural gas field.
Int. J. Syst. Evol. Microbiol. 2009;58:714–8.

58 Katayama T, Yoshioka H, Mochimaru H, Meng X‐Y, Muramoto Y,
Usami J, et al. Methanohalophilus levihalophilus sp. nov., a slightly
halophilic, methylotrophic methanogen isolated from natural gas‐
bearing deep aquifers, and emended description of the genus
Methanohalophilus. Int J Syst Evol Microbiol. 2014;64:2089–93.

59 Mochimaru H, Tamaki H, Katayama T, Imachi H, Sakata S, Kamagata
Y. Methanomicrobium antiquum sp. nov., a hydrogenotrophic
methanogen isolated from deep sedimentary aquifers in a natural gas
field. Int J Syst Evol Microbiol. 2016;66:4873–7.

60 Hattori S, Luo H, Shoun H, Kamagata Y. Involvement of formate as an
interspecies electron carrier in a syntrophic acetate‐oxidizing anae-
robic microorganism in coculture with methanogens. J Biosci Bioeng.
2001;91:294–8.

61 Luo H‐W, Zhang H, Suzuki T, Hattori S, Kamagata Y. Differential
expression of methanogenesis genes of Methanothermobacter ther-
moautotrophicus (formerly Methanobacterium thermoautotrophicum)
in pure culture and in cocultures with fatty acid‐oxidizing syntrophs.
Appl Environ Microbiol. 2002;68:1173–9.

62 Hattori S. Syntrophic acetate‐oxidizing microbes in methanogenic
environments. Microbes Environ. 2008;23:118–27.

63 Imachi H, Sekiguchi Y, Kamagata Y, Loy A, Qiu Y‐L, Hugenholtz P,
et al. Non‐sulfate‐reducing, syntrophic bacteria affiliated with De-
sulfotomaculum cluster I are widely distributed in methanogenic en-
vironments. Appl Environ Microbiol. 2006;72:2080–91.

64 Imachi H, Sakai S, Ohashi A, Harada H, Hanada S, Kamagata Y, et al.
Pelotomaculum propionicicum sp. nov., an anaerobic, mesophilic,
obligately syntrophic propionate‐oxidizing bacterium. Int J Syst Evol
Microbiol. 2007;57:1487–92.

65 Qiu Y‐L, Sekiguchi Y, Imachi H, Kamagata Y, Tseng I‐C, Cheng S‐S,
et al. Sporotomaculum syntrophicum sp. nov., a novel anaerobic,
syntrophic benzoate‐degrading bacterium isolated from methano-
genic sludge treating wastewater from terephthalate manufacturing.
Arch Microbiol. 2003;179:242–9.

66 Sekiguchi Y. Anaerolinea thermophila gen. nov., sp. nov. and Caldi-
linea aerophila gen. nov., sp. nov., novel filamentous thermophiles
that represent a previously uncultured lineage of the domain Bacteria
at the subphylum level. Int J Syst Evol Microbiol. 2003;53:1843–51.

67 Yamada T, Sekiguchi Y. Cultivation of uncultured Chloroflexi sub-
phyla: significance and ecophysiology of formerly uncultured Chlor-
oflexi “subphylum I” with natural and biotechnological relevance.
Microbes Environ. 2009;24:205–16.

68 Yamada T, Sekiguchi Y, Imachi H, Kamagata Y, Ohashi A, Harada H.
Diversity, localization and physiological properties of filamentous
microbes belonging to Chloroflexi subphylum I in mesophilic and
thermophilic methanogenic sludge granules. Appl Environ Microbiol.
2005;71:7493–503.

69 Qiu Y‐L, Muramatsu M, Hanada S, Kamagata Y, Guo RB, Sekiguchi
Y. Oligosphaera ethanolica gen. nov., sp. nov., an anaerobic,
carbohydrate‐fermenting bacterium isolated from methanogenic
sludge, and description of Oligosphaeria classis nov. in the phylum
Lentisphaerae. Int J Syst Evol Microbiol. 2013;63:533–9.

70 Qiu Y‐L, Hanada S, Kamagata Y, Guo R‐B, Sekiguchi Y. Lactivi-
brio alcoholicus gen. nov., sp. nov., an anaerobic, mesophilic
lactate‐, alcohol‐, carbohydrate‐ and amino‐acid‐degrading bac-
terium in the phylum Synergistetes. Int J Syst Evol Microbiol.
2014;64:2137–45.

71 Sakai S, Imachi H, Sekiguchi Y, Ohashi A, Harada H, et al. Isolation of
key methanogens for global methane emission from rice paddy fields:
a novel isolate affiliated with the clone cluster rice cluster I. Appl
Environ Microbiol. 2007;73:4326–31.

72 Katayama T, Nobu MK, Kusada H, Meng X‐Y, Hosogi N, Uematsu K,
et al. Isolation of a member of the candidate phylum ‘Atribacteria’
reveals a unique cell membrane structure. Nat Commun. 2020;
11:6381.

73 Shigematsu T, Tang Y, Kobayashi T, Kawaguchi H, Morimura S, Kida
K. Effect of dilution rate on metabolic pathway shift between ace-
ticlastic and nonaceticlastic methanogenesis in chemostat culti-
vation. Appl Environ Microbiol. 2004;70:4048–52.

74 Rodrigues‐Oliveira T, Wollweber F, Ponce‐Toledo RI, Xu J, Rittmann
SK‐MR, Klingl A, et al. Actin cytoskeleton and complex cell archi-
tecture in an Asgard archaeon. Nature. 2022;613:332–9.

75 Cole JR, Tiedje JM. History and impact of RDP: a legacy from Carl
Woese to microbiology. RNA Biol. 2014;11:239–43.

How to cite this article: Kamagata Y. Cultivating the

unseen: Lessons from James Tiedje. mLife. 2023;2:217–223.

https://doi.org/10.1002/mlf2.12083

© 2023 The Authors.mLife published by John Wiley & Sons Australia, Ltd. on behalf of Institute of Microbiology, Chinese Academy of Sciences.

223

https://doi.org/10.1002/mlf2.12083

	Cultivating the unseen: Lessons from James Tiedje
	MICROBIAL DEGRADATION OF 2,4-D
	THE DAWN OF HALORESPIRATION AND SYNTROPHY STUDIES
	CULTIVATING THE UNSEEN MICROBES
	CONCLUDING REMARKS
	ACKNOWLEDGMENTS
	ORCID
	REFERENCES




