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Abstract: The year 2023 marks the centenary of the publication of the Bergey’s Manual of
Determinative Bacteriology. Bergey’s Manual of Determinative Bacteriology was created to
establish clear criteria for the classification of prokaryotic microorganisms and to initiate a
mission to explore the taxonomy of prokaryotic microorganisms. With the innovation and
promotion of biology, physics, chemistry, molecular biology, bioinformatics and related
research techniques, and the interdisciplinary nature of microbial taxonomy, which is based on
phylogenetic relationships and polyphasic taxonomy, the study of the evolution and biology of
microbial species and interspecies correlation has led to a rapid increase in the number of
newly discovered microbial species and information on their biological characteristics. The
Bergey’s Manual of Determinative Bacteriology was renamed to Bergey’s Manual of
Systematics of Archaea and Bacteria in 2015 and made available electronically, allowing for
quick updates and a new dynamic in the field of systematic taxonomy of prokaryotic
microorganisms. The “Bergey’s International Society for Microbial Systematics (BISMiS)”
was established in 2009 to enhance the dissemination of systematic microbiological
biotechnology and to promote international academic exchange in the field of microbiology.
This review provides a comprehensive overview of the history and recent developments of the
Bergey’s Manual of Determinative Bacteriology and “Bergey’s International Society for
Microbial Systematics (BISMiS)”, as well as an outlook on their future directions.

Keywords: Bergey’s Manual of Determinative Bacteriology; Bergey’s International Society for
Microbial Systematics; microbial taxonomy; microbial systematics
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Table 1 The information on the series meetings of BISMiS

Year Theme Place Sessions
2011 Microbial Systematics: Beijing, China 1. Microbial Systematics and Diversity
Concepts, Practices and . Technological Advances in Systematics and Biotechnology
Recent Advances . Archaeal Systematics and Diversity
. Microbial Systematics and its Impact on Biotechnology
2014 Defining Microbial Edinburgh, . Use of Genomic Sequences in Microbial Taxonomy
Diversity in the Genomic Scotland . Chemotaxonomy in vitro vs. in vivo
Era . Microbial Systematics in the Classroom

1
2
3
4
1
2
3
4. Lessons for Systematics from Metagenomic Studies
5. New Approaches and New Taxa
2016 Microbial Systematics and ~ Pune, India 1. Genomic/Metagenomic Description of Novel Taxa
Metagenomics 2. Cultures and Culturing of As-Yet-Uncultivated Microbes
3. The Role of Cultures in the Twenty First Century
4. Modern Approaches to Identification/Diagnosis
5. Minimum Standards for the Description of New Taxa
6. Cyanobacterial Taxonomy

2018 Capturing Species Diversity Johannesburg, Not present

South Africa
2023 Microbial Systematics in Guangzhou, 1. Cultivating Previously Uncultivated Microbes
Meta-data Era: China 2. Changes in Microbial Systematics
Opportunities and 3. How to Name Uncultivated Prokaryotes
Challenges 4. Intra- & Inter- Species diversity and Speciation
5. Microbial Systematics and Its Impact on Biotechnology Research
6. Bridging the Gap Between Microbial Systematics and the Larger

Microbiology Community

2 2021-2022 FER BISMIS HAMGEIR B & EZARFTRER
Table 2 Detailed information on the monthly seminars of BISMIS in the past two years of 2021-2022

2R Bl IE TAEAL P e 3R
— Prof. Philip HERERPLFEL, B2 K% MKFIE  The Genome Taxonomy Database (GTDB)
Hugenholtz —lessons learned
- Prof. Lain Sutcliffe EFr R AW RE ¥ ZE & KE Microbial taxonomy: Where are we now
(ICSP)E & . TEAR L K2 and where are we going?
= DA BRA P EREE R YR i E GCM 2.0: WDCM 10K sequencing project
for type strains
g Y HR HriliReE h Mining the microbial dark matter:
Challenges and opportunities
E Prof. Aharon Oren  HFEHH0A 75 (A K 2F YRRl Naming new taxa of prokaryotes in the 21st
Century
7N Prof. Brian N AR R - 0 4 fin s 40 # S| Taxonomy of uncultivated microorganisms:
Hedlund The good, the bad, and the ugly
+ Dr. Marike Palmer N4k K2R 4 fin il 4 F 1= Microbial species concepts-the status quo in

the-omics era

(154%)
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2237 2)
2% B E TAERAL EP3 ety 32
VAN Prof. Kostas TR HE T2 ARSI TR EH Classifying prokaryotic genomes using the
Konstantinidis 27 95% ANI threshold and the Microbial
Genomes Atlas (MiGA) webserver
Ju Prof. Ramon BRI R R 2 il e R T BT P BESF Lessons learned from the LTP that
Rossello-Mora reinforces the robustness of the 16S as
phylogenetic marker for biodiversity studies
+ Prof. Martha BERL S R KA A W2 s AL TEESF Taxonomic descriptions and reviews: In
Trujillo 2R need of a new working frame
+— Prof. Mark Pallen DU BFSERT . AR 967 FI R g/ Nomenclature of archaea and bacteria in the
age of genomics: From pedantry to
pragmatism
+= Prof. William TRIRE R 2 EH Why we need the International Code of
Whitman Nomenclature of Prokaryotes Described
from Sequence Data or the SeqCode
+= FH5 A Prof. lain ¥ A% HLAV K2F [ SeqCode: An alternative code for naming
Sutcliffe the uncultivated
Prof. Fanus Venter %7514 HLIV k2% [ZEIS
Prof. Henrik FIA AR K2 P
Christensen
Prof. Dr. Jorg A P DA D R U SRAT B kAT
Overmann i
Prof. William TR R ES
Whitman
g FFEA: Prof. N AR FC - R 4 I o A% S| Implications of including the rank of phyla
Brian Hedlund in the rules of ICNP
Prof. Aharon Oren  HREHGA A AR K2 SRyl
Dr. Karen Lloyd ~ HZHPG K2~ ES
+H Dr. Taiki Katayama H A=\ 8 ARG WF5E SN Cultivation and characterization of a
member of novel bacterial phylum
Atribacterota (formerly OP9 or Atribacteria)
RIVAY Dr. Mauricio i E YR [HES EzBioCloud: An evidence-based sequence
Chalita identity database for microbial drug discovery
+t Dr. Maria A ey N HACHI. Short lessons on the etymology of
Chuvochina prokaryotic species or when Latin is not
your mother tongue
+A Prof. Patrick L T A 5% i P The position of Asgard Archaea in the tree
Forterre of life: Evidences for ancient genes
exchange between Asgard and
proto-eukaryotes
+h Dr. Luis M. TR AR 5 v K T | The SeqCode Registry, a semi-automated
Rodriguez-R platform for the proposal and exploration of
names of prokaryotes described from
sequence data
e Prof. Paul A. e P B R 2E U E Y A Y 35 Genome inferred taxonomic analysis:
Lawson EYE R Beyond gene inventories

Dr. Krithivasan
Sankaranarayanan
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