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Outline of SAJ: Activities and Membership

The Society for Actinomycetes Japan (SAJ) was established in 1955 and authorized as a
scientific organization by Science Council of Japan in 1985. The Society for Applied Genetics of
Actinomycetes, which was established in 1972, merged in SAJ in 1990. SAJ aims at promoting
actinomycete researches as well as social and scientific exchanges between members domestically and
internationally.

The Activities of SAJ have included annual and regular scientific meetings, workshops and
publications of The Journal of Antibiotics (the official journal, joint publication with Japan Antibiotics
Research Association), Actinomycetologica (Newsletter) and laboratory manuals. Contributions to
International Streptomyces Project (ISP) and International Symposium on Biology of Actinomycetes
(ISBA) have also been SAJ's activities. In addition, SAJ have occasional special projects such as the
publication of books related to actinomycetes: “Atlas of Actinomycetes, 1997”,“Identification Manual
of Actinomycetes, 2001 and “Digital Atlas of Actinomycetes, 2002 (http://atlas.actino.jp/). These
activities have been planned and organized by the board of directors with association of executive
committees consisting of active members who belong to academic and nonacademic organizations.

The SAJ Memberships comprise active members, student members, supporting members
and honorary members. Currently (as of May, 2025), SAJ has 269 active members including 36
oversea members, 7 honorary members, 1 oversea honorary member, and 12 supporting members.
The SAJ members are allowed to join the scientific and social meetings or projects (regular and
specific) of SAJ on a membership basis and to browse The Journal of Antibiotics from a link on the
SAJ website and will receive each issue of Actinomycetologica, currently published in June and
December. Actinomycete researchers in foreign countries are welcome to join SAJ. For application of
SAJ membership, please contact the SAJ secretariat (see below). Annual membership fees are
currently 5,000 yen for active members, 3,000 yen for student members and 20,000 yen or more for
supporting members (mainly companies), provided that the fees may be changed without advance
announcement.

The current members (April 2024 - March 2026) of the Board of Directors are: Kenji UEDA
(Chairperson; Nihon Univ.), Kenji ARAKAWA (Vice Chairperson; Hiroshima Univ.),
Hideki YAMAMURA (Secretary General; Univ. of Yamanashi), Moriyuki HAMADA (NITE),
Makoto HASHIMOTO (Musashino Univ.), Yohei [IZAKA (Toho Univ.), Yoshimasa ISHIZAKI
(BIKAKEN), Shinya KODANI (Shizuoka Univ.), lkuko KOZONE (N2PC), Takuto KUMANO
(Tsukuba Univ.), Takuji NAKASHIMA (Waseda Univ.), Shinya NISHIWAKI (Taiho Pharmaceutical
Co., Ltd.), Miyuki OTSUKA (Tamagawa Univ.), Natsumi SAITO (NIT, Tsuruoka) and
Yoshikazu Fujii (MicroBiopharm Japan Co., Ltd.).
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Copyright:

The copyright of the articles published in Actinomycetologica is transferred from the authors to the
publisher, The Society for Actinomycetes Japan, upon acceptance of the manuscript.

The SAJ Secretariat

c/o Institute of Microbial Chemistry, 3-14-23 Kamiosaki, Shinagawa, Tokyo 141-0021, JAPAN
E-mail: info@actino.jp
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List of new scientific names and nomenclatural changes in the phylum

Actinomycetota validly published in 2024

ABBREVIATIONS

1JSEM, International Journal of Systematic and Evolutionary Microbiology
LCTO, List of Changes in Taxonomic Opinion
VL, Validation List

Ref, Reference

References of 'List of changes in taxonomic opinion (LCTO)' and 'Validation List (VL)' are shown
on the below.

LCTO39, LCTO no. 39 [IJSEM, 2024, 74: 6145]

LCTO40, LCTO no. 40 [LJSEM, 2024, 74: 6482]

VL2135, VL no. 215 [IJSEM, 2024, 74: 6173]

VL216, VL no. 216 [IJSEM, 2024, 74: 6229]

VL217, VL no. 217 [IJSEM, 2024, 74: 6275]

VL218, VL no. 218 [IJSEM, 2024, 74: 6398]

VL219, VL no. 219 [IJSEM, 2024, 74: 6452]

VL220, VL no. 220 [IJSEM, 2024, 74: 6501]

NEW SUBORDER

Mycobacteriineae Val-Calvo and Vazquez-Boland 2024, subord. nov.

Type genus: Mycobacterium Lehmann and Neumann 1896 (Approved Lists 1980)
Ref: mBio 2023; 14:¢0220723, VL216

A member of the order Mycobacteriales Janke 1924 (Approved Lists 1980).

NEW FAMILY

Kribbibacteriaceae Bai et al. 2024, fam. nov.

Type genus: Kribbibacterium Bai et al. 2024

Ref: IJSEM 2024; 74:6382

A member of the order Coriobacteriales Stackebrandt ef al. 1997

Quadrisphaeraceae Chuvochina et al. 2024, fam. nov.

Type genus: Quadrisphaera Maszenan et al. 2005
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Ref: FEMS Microbiol Lett 2023; 370:fnad071, VL215

A member of the order Kineosporiales Kémpfer 2015

Speluncibacteraceae Lee et al. 2024, fam. nov.

Type genus: Speluncibacter Lee et al. 2024

Ref: IJSEM 2024; 74:6267

A member of the order Mycobacteriales Janke 1924 (Approved Lists 1980)

NEW GENUS

Amorphoplanes Roman et al. 2024, gen. nov.

Type species: Amorphoplanes auranticolor (Couch 1963) Roman ef al. 2024

Ref: IJSEM 2024; 74:6464

A member of the family Micromonosporaceae Krassilnikov 1938 (Approved Lists 1980)

Halostreptopolyspora Li et al. 2024, gen. nov.

Type species: Halostreptopolyspora alba Li et al. 2024

Ref: IJSEM 2024; 74:6484

A member of the family Nocardiopsidaceae Rainey et al. 1996

Paractinoplanes Roman et al. 2024, gen. nov.
Type species: Paractinoplanes brasiliensis (Thiemann et al. 1969) Roman et al. 2024
Ref: IJSEM 2024; 74:6464

A member of the family Microbacteriaceae Park et al. 1995

Paramicrobacterium Lee et al. 2024, gen. nov.

Type species: Paramicrobacterium agarici (Young et al. 2010) Lee et al. 2024

Ref: Front Microbiol 2023; 14:1299950, VL217

A member of the family Micromonosporaceae Krassilnikov 1938 (Approved Lists 1980)

Rhodococcoides Val-Calvo and Vazquez-Boland 2024, gen. nov.

Type species: Rhodococcoides fascians (Tilford 1936) Val-Calvo and Vazquez-Boland 2024
Ref: mBio 2023; 14:¢0220723, VL216

A member of the family Nocardiaceae Castellani and Chalmers 1919 (Approved Lists 1980)

Ruicaihuangia Liu et al. 2024, gen. nov.

Type species: Ruicaihuangia caeni Liu et al. 2024
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Ref: IJSEM 2024; 74:6302

A member of the family Microbacteriaceae Park et al. 1995

Speluncibacter Lee et al. 2024, gen. nov.

Type species: Speluncibacter jeojiensis Lee et al. 2024

Ref: IJSEM 2024; 74:6267

A member of the family Speluncibacteraceae Lee et al. 2024

Svornostia Kapinusova et al. 2024, gen. nov.

Type species: Svornostia abyssi Kapinusova et al. 2024
Ref: [JSEM 2024; 74:62432

A member of the family Baekduiaceae An et al. 2019

Symbioplanes Roman et al. 2024, gen. nov.

Type species: Symbioplanes lichenis (Phongsopitanun ef al. 2016) Roman et al. 2024
Ref: IJSEM 2024; 74:6464

A member of the family Micromonosporaceae Krassilnikov 1938 (Approved Lists 1980)

Winogradskya Roman et al. 2024, gen. nov.

Type species: Winogradskya consettensis (Goodfellow et al. 1990) Roman et al. 2024
Ref: IJSEM 2024; 74:6464

A member of the family Micromonosporaceae Krassilnikov 1938 (Approved Lists 1980)

NEW SPECIES

Actinacidiphila polyblastidii Somphong et al. 2024, sp. nov.
Type strain: NBRC 115865; TBRC 16209; V4-01
Ref: IJSEM 2024; 74:6598

Actinomadura monticuli Lee et al. 2024, sp. nov.
Type strain: DLS-62; DSM 116424; KACC 23345
Ref: IJSEM 2024; 74:6609

Actinomyces acetigenes Tian et al. 2024, sp. nov.
Type strain: ATCC 49340; CCUG 34286; CCUG 35339; VPI D163E-3
Ref: BMC Genomics 2023; 24:734, VL217
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Actinomyces stomatis Tian et al. 2024, sp. nov.
Type strain: ATCC 51655; CCUG 33930; PK606
Ref: BMC Genomics 2023; 24:734, VL217

Actinomycetospora aeridis Suriyachadkun et al. 2024, sp. nov.
Type strain: NBRC 116543; OC33-EN06; TBRC 18349
Ref: IJSEM 2024; 74:6505

Actinomycetospora aurantiaca Suriyachadkun et al. 2024, sp. nov.
Type strain: NBRC 116542; OC33-EN08; TBRC 18318
Ref: IJSEM 2024; 74:6505

Actinomycetospora flava Suriyachadkun et al. 2024, sp. nov.
Type strain: NBRC 116544; OC33-ENO07; TBRC 18350
Ref: IJSEM 2024; 74:6505

Actinomycetospora lemnae Saimee et al. 2024, sp. nov.
Type strain: DW7H6; NBRC 115294; TBRC 15165
Ref: Curr Microbiol 2024; 81:92, VL218

Actinoplanes aureus Song et al. 2024, sp. nov.
Type strain: CCTCC AA 2019063; JCM 33971; NEAU All
Ref: Antonie Van Leeuwenhoek 2021; 114:1517-1527, VL216

Actinoplanes oblitus Yushchuk et al. 2024, sp. nov.
Type strain: SM 116196; NRRL 3884
Ref: IJSEM 2024; 74:6271

Actinoplanes pyxinae Somphong et al. 2024, sp. nov.
Type strain: CGMCC 4.7854; DSM 101017; M416
Ref: IJSEM 2024; 74:6215

Actinotalea lenta Lu et al. 2024, sp. nov.
Type strain: GDMCC 1.3827; KCTC 49943; SYSU T00b441
Ref: IJSEM 2024; 74:6436

S7



Adlercreutzia shanghongiae Liu et al. 2024, sp. nov.
Type strain: GDMCC 1.4458; KCTC 25861; R25
Ref: IJSEM 2024; 74:6531

Adlercreutzia wanghongyangiae Liu et al. 2024, sp. nov.
Type strain: GDMCC 1.4459; KCTC 25860; R7
Ref: IJSEM 2024; 74:6531

Agromyces chromiiresistens Liu et al. 2024, sp. nov.
Type strain: CGMCC 1.61332; H3Y2-19a; JCM 36199
Ref: Front Microbiol 2023; 14:1289110, VL219

Amycolatopsis carbonis Oyuntsetseg and Kim 2024, sp. nov.
Type strain: 2-15; JCM 30563; KCTC 39525
Ref: IJSEM 2024; 74:6511

Amycolatopsis cynarae Deng et al. 2024, sp. nov.
Type strain: HUAS 11-8; JCM 35980; MCCC 1K08337
Ref: Front Microbiol 2024; 15:1359021, VL219

Amycolatopsis heterodermiae Somphong et al. 2024, sp. nov.
Type strain: NBRC 115837; TBRC 16208; V23-08
Ref: [JSEM 2024; 74:6598

Amycolatopsis melonis Xu et al. 2024, sp. nov.
Type strain: JCM 35654; MCCC 1K08677; NEAU NG30
Ref: IJSEM 2024; 74:6559

Amycolatopsis mongoliensis Oyuntsetseg et al. 2024, sp. nov.
Type strain: 4-36; JCM 30565; KCTC 39526
Ref: IJSEM 2024; 74:6266

Amycolatopsis nalaikhensis Oyuntsetseg and Kim 2024, sp. nov.
Type strain: 2-2; JICM 30462; KCTC 29695
Ref: IJSEM 2024; 74:6511
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Amycolatopsis solani Wannawong et al. 2024, sp. nov.
Type strain: JCM 36309; MEP2-6; NBRC 116395; TBRC 17632
Ref: Front Plant Sci 2024; 15:1346574, VL218

Arthrobacter burdickii Simpson et al. 2024, sp. nov.
Type strain: DSM 115933; IIF3SC-B10; NRRL B-65660
Ref: Sci Rep 2023; 13:19207, VL216

Arthrobacter horti Park and Kim 2024, sp. nov.
Type strain: JCM 36483; KACC 23300; YJM1
Ref: [JSEM 2024; 74:6459

Bifidobacterium apicola Wang et al. 2024, sp. nov.
Type strain: CCTCC AB 2024129; F806-1; JCM 37002
Ref: IJSEM 2024; 74:6599

Bifidobacterium aquikefiricola Breselge et al. 2024, sp. nov.
Type strain: DSM 116074; LMG 33105; WKO041 4 12
Ref: [JSEM 2024; 74:6549

Bifidobacterium apis Jiang et al. 2024, sp. nov.
Type strain: CCTCC AB 2023227; F753-1; JCM 36562; LMG 33388
Ref: IJSEM 2024; 74:6358

Bifidobacterium favimelis Li et al. 2024, sp. nov.
Type strain: GDMCC 1.4189; IMAU50987; JCM 36315
Ref: IJSEM 2024; 74:6573

Bifidobacterium fermentum Breselge et al. 2024, sp. nov.
Type strain: DSM 116073; LMG 33104; WKO012 4 13
Ref: IJSEM 2024; 74:6549

Blastococcus brunescens Hezbri et al. 2024, sp. nov.
Type strain: BMG 8361; CECT 8880; DSM 46845
Ref: IJSEM 2024; 74:6317
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Blastococcus montanus Wang et al. 2024, sp. nov.
Type strain: GDMCC 1.4386; HT6-4; KCTC 59234
Ref: IJSEM 2024; 74:6546

Brachybacterium sillae Ganbat et al. 2024, sp. nov.
Type strain: EF45031; KCTC 49702; NBRC 115869
Ref: Antonie Van Leeuwenhoek 2023; 116:791-799, VL215

Brevibacterium metallidurans Manzoor et al. 2024, sp. nov.
Type strain: CGMCC 1.62055; JCM 18882; NCCP 602
Ref: Antonie Van Leeuwenhoek 2024; 117:111, VL220

Brooklawnia propionicigenes Akita et al. 2024, sp. nov.
Type strain: DSM 116141; NBRC 116195; SHO051
Ref: IJSEM 2024; 74:6320

Cellulomonas alba Park et al. 2024, sp. nov.
Type strain: KACC 23260; MW4; TBRC 17645
Ref: IJSEM 2024; 74:6235

Cellulomonas edaphi Park et al. 2024, sp. nov.
Type strain: KACC 23261; MW9; TBRC 17646
Ref: IJSEM 2024; 74:6235

Cellulomonas endometrii Abou Chacra et al. 2024, sp. nov.
Type strain: CECT 30716; CSUR Q7820; Marseille Q7820
Ref: Arch Microbiol 2023; 205:377, VL219

Collinsella acetigenes Han et al. 2024, sp. nov.
Type strain: CCUG 73987; KCTC 15847; KGMB02528
Ref: Curr Microbiol 2021, 78:3667-3673, VL218

Collinsella ureilytica corrig. Oh et al. 2024, sp. nov.
Type strain: AGMB00827; GDMCC 1.2724; KCTC 25287
Ref: Arch Microbiol 2023; 205:156, VL217
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Corynebacterium ihumii Padmanabhan et al. 2024, sp. nov.
Type strain: CSUR P902; DSM 45751; GD7
Ref: Stand Genomic Sci 2014; 9:1128-1143, VL219

Corynebacterium mendelii Koublova et al. 2024, sp. nov.
Type strain: CCM 8862; LMG 31627; P5891
Ref: IJSEM 2024; 74:6271

Corynebacterium ramonii Crestani et al. 2024, sp. nov.
Type strain: CCUG 76912; CIP 112226; FRC0011
Ref: Res Microbiol 2023; 174:104113, VL216

Demequina lignilytica Gao et al. 2024, sp. nov.
Type strain: GDMCC 1.3838; KCTC 49954; SYSU T00068
Ref: Front Mar Sci 2023; 10:1244849, VL218

Demequina litoralis Gao et al. 2024, sp. nov.
Type strain: GDMCC 1.3840; KCTC 49956; SYSU T00192
Ref: Front Mar Sci 2023; 10:1244849, VL218

Demequina muriae Gao et al. 2024, sp. nov.
Type strain: EGI L300058; GDMCC 1.3270; KCTC 59052
Ref: Front Mar Sci 2023; 10:1244849, VL218

Demequina zhanjiangensis Gao et al. 2024, sp. nov.
Type strain: GDMCC 1.3841; KCTC 49950; SYSU T00b26
Ref: Front Mar Sci 2023; 10:1244849, VL.218

Geodermatophilus maliterrae Ben Tekaya et al. 2024, sp. nov.
Type strain: ATCC TSD-376; DSM 116197; NCCB 100957; NCIMB 15483; WL48A
Ref: IJSEM 2024; 74:6603

Glycomyces luteolus Duan et al. 2024, sp. nov.
Type strain: CGMCC 4.7394; DSM 104643; NEAU A15
Ref: Antonie Van Leeuwenhoek 2019; 112:703-710, VL216
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Glycomyces niveus Yang et al. 2024, sp. nov.
Type strain: CGMCC 4.7890; JCM 33975; NEAU S30
Ref: IJSEM 2024; 74:6265

Glycomyces tritici Li et al. 2024, sp. nov.
Type strain: CGMCC 4.7410; DSM 104644; NEAU C2
Ref: Antonie Van Leeuwenhoek 2018; 111:1087-1093, VL216

Gordonia prachuapensis Suphannarot et al. 2024, sp. nov.
Type strain: NBRC 116256; PKS22-38; TBRC 17540
Ref: IJSEM 2024; 74:6401

Gordonia sesuvii Suphannarot et al. 2024, sp. nov.
Type strain: LSel-13; NBRC 116396; TBRC 17706
Ref: IJSEM 2024; 74:6401

Gordonibacter faecis Kim et al. 2024, sp. nov.
Type strain: KCTC 25343; KGMB12511; NBRC 116190
Ref: Arch Microbiol 2024; 206:108, VL218

Halostreptopolyspora alba Li et al. 2024, sp. nov.
Type strain: GMCC 4.7636; KCTC 49266; YIM 96095
Ref: IJSEM 2024; 74:6484

Herbiconiux daphnes corrig. Deng et al. 2024, sp. nov.
Type strain: CPCC 203368; CPCC 203386; DSM 24546; 110A-01569; KCTC 19839
Ref: Front Microbiol 2023; 14:1119226, VL215

Herbiconiux oxytropis Deng et al. 2024, sp. nov.
Type strain: 110 A-02268; CPCC 203406; DSM 24549; 110A-02268; KCTC 19840
Ref: Front Microbiol 2023; 14:1119226, VL215

Herbidospora solisilvae Yu et al. 2024, sp. nov.
Type strain: CCTCC AA 2018041; JCM 33460; NEAU GS84
Ref: Antonie Van Leeuwenhoek 2021; 114:581-590, VL217
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Isoptericola croceus Ou Yang et al. 2024, sp. nov.
Type strain: GDMCC 1.2923; KCTC 49759; q2
Ref: Antonie Van Leeuwenhoek 2023; 116:845-853, VL216

Isoptericola luteus Bing et al. 2024, sp. nov.
Type strain: CCTCC AA 2019087; DSM 110637; NEAU Y5
Ref: [JSEM 2024; 74:6324

Janibacter alittae Kim et al. 2024, sp. nov.
Type strain: A1S7; JCM 36706; KCTC 49714
Ref: IJSEM 2024; 74:6557

Jatrophihabitans cynanchi Suh et al. 2024, sp. nov.
Type strain: KCTC 49134; NBRC 114108; SB3-54
Ref: Antonie Van Leeuwenhoek 2024; 117:19, VL218

Kitasatospora cathayae Zheng et al. 2024, sp. nov.
Type strain: HUAS 3-15; JCM 36274; MCCC 1K08542
Ref: IJSEM 2024; 74:6406

Klenkia sesuvii Chantavorakit et al. 2024, sp. nov.
Type strain: LSe6-5; NBRC 115929; TBRC 16417
Ref: IJSEM 2024; 74:6410

Kribbibacterium absianum Bai et al. 2024, sp. nov.
Type strain: KCTC 25709; NBRC 116430; YH-o0ls2217
Ref: IJSEM 2024; 74:6382

Leifsonia virtsii Simpson et al. 2024, sp. nov.
Type strain: DSM 115931; F6_8S P_1A; NRRL B-65661
Ref: Sci Rep 2023; 13:19207, VL216

Leifsonia williamsii Simpson et al. 2024, sp. nov.
Type strain: DSM 115932; F6_8S P_1B; NRRL B-65662
Ref: Sci Rep 2023; 13:19207, VL216

S13



Lentzea kristufekii Lara et al. 2024, sp. nov.
Type strain: BCCO 100798; DSM 116176
Ref: IJSEM 2024; 74:6335

Lentzea miocenica Lara et al. 2024, sp. nov.
Type strain: BCCO 100856; DSM 116177
Ref: IJSEM 2024; 74:6335

Lentzea sokolovensis Lara et al. 2024, sp. nov.
Type strain: BCCO 100061; DSM 116175
Ref: IJSEM 2024; 74:6335

Leucobacter edaphi Zheng et al. 2024, sp. nov.
Type strain: CGMCC 1.18747; C SA-2; JCM 34360
Ref: Antonie Van Leeuwenhoek 2023; 116:1433-1445, VL2217

Luteipulveratus flavus Xiong et al. 2024, sp. nov.
Type strain: CGMCC 1.61357; KCTC 49824; YIM 133132
Ref: IJSEM 2024; 74:6518

Microbispora maris Xie et al. 2024, sp. nov.
Type strain: CCTCC AA 2023030; JCM 36778; ZY X-F-249
Ref: IJSEM 2024; 74:6568

Microbacterium abyssi Ding et al. 2024, sp. nov.
Type strain: A18JL.241; JCM 33956; MCCC 1A16622
Ref: IJSEM 2024; 74:6299

Microbacterium aquilitoris Lee et al. 2024, sp. nov.
Type strain: KCTC 49623; KSW-18; NBRC 115222
Ref: Arch Microbiol 2024; 206:100, VL220

Microbacterium aurugineum Lee et al. 2024, sp. nov.
Type strain: DSM 112583; KACC 22272; KSW4-10
Ref: Front Microbiol 2023; 14:1299950, VL217
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Microbacterium algihabitans Lee et al. 2024, sp. nov.
Type strain: DSM 116381; KACC 23322; KSW2-21
Ref: IJSEM 2024; 74:6443

Microbacterium croceum Lee et al. 2024, sp. nov.
Type strain: DSM 112581; KACC 22275; SSW1-49
Ref: Front Microbiol 2023; 14:1299950, VL217

Microbacterium dauci Zheng et al. 2024, sp. nov.
Type strain: CCTCC AB 2023103; LMG 33159; LX3-4
Ref: Arch Microbiol 2024; 206:102, VL219

Microbacterium galbinum Lee et al. 2024, sp. nov.
Type strain: DSM 112584; KACC 22276; KSW2-24
Ref: Front Microbiol 2023; 14:1299950, VL217

Microbacterium galbum Lee et al. 2024, sp. nov.
Type strain: DSM 116383; KACC 23323; KSW4-17
Ref: IJSEM 2024; 74:6443

Microbacterium helvum Li et al. 2024, sp. nov.
Type strain: CCTCC AA 2018026; JCM 32661; NEAU-LLC
Ref: Arch Microbiol 2021; 203:3287-3294, VL216

Microbacterium horticulturae Choi et al. 2024, sp. nov.
Type strain: CIN36-1N; KACC 23027; NBRC 116065
Ref: IJSEM 2024; 74:6384

Microbacterium limosum Ding et al. 2024, sp. nov.
Type strain: JCM 33960; MCCC 1A16747; Y20
Ref: IJSEM 2024; 74:6299

Microbacterium memoriense Santos et al. 2024, sp. nov.
Type strain: CECT 30366; LMG 32350; PMIC 1C1B
Ref: IJSEM 2024; 74:6271
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Microbacterium phycohabitans Lee et al. 2024, sp. nov.
Type strain: KACC 22350; KSW2-29; NBRC 115221
Ref: IJSEM 2024; 74:6443

Microbacterium salsuginis Su et al. 2024, sp. nov.
Type strain: CFH 90308; DSM 105964; KCTC 49052
Ref: IJSEM 2024; 74:6362

Microbacterium sufflavum Lee et al. 2024, sp. nov.
Type strain: DSM 112582; KACC 22279; SSW1-47
Ref: Front Microbiol 2023; 14:1299950, VL217

Micrococcus lacusdianchii Wang et al. 2024, sp. nov.
Type strain: CGMCC 1.17508; JXJ CY 30; KCTC 49378
Ref: J Antibiot (Tokyo) 2024; 77:163-169, VL218

Micromonospora cathayae Long et al. 2024, sp. nov.
Type strain: HUAS 3; JCM 36275; MCCC 1K08599
Ref: [JSEM 2024; 74:6332

Micromonospora robiginosa Back et al. 2024, sp. nov.
Type strain: 281SP2-46; DSM 111791; NCIMB 15402
Ref: Mar Drugs 2023; 21:214, VL219

Micromonospora rubida Sun et al. 2024, sp. nov.
Type strain: CGMCC 4.7479; JCM 32386; NEAU HG1
Ref: Antonie Van Leeuwenhoek 2021, 114:697-708, VL216

Myceligenerans pegani Li et al. 2024
Type strain: CCTCC AA 2019057; LMG 31679; TRM 65318
Ref: IJSEM 2024; 74:6179

Mycobacterium barrassiae Adékambi et al. 2024, sp. nov.
Type strain: CUG 50398; CIP 108545; N7
Ref: J Clin Microbiol 2006; 44:3493-3498, VL220
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Mycobacterium salfingeri Musser et al. 2024, sp. nov.
Type strain: 20-157661; BCCM/ITM 501207; DSM 113368; ITM 501207
Ref: Front Microbiol 2022; 13:992610, VL217

Mycolicibacterium acapulense Gupta et al. 2024, sp. nov.
Type strain: AC-103; ATCC 14473; CECT 3026; JCM 6402
Ref: Front Microbiol 2018; 9:67, VL220

Mycolicibacterium arseniciresistens Zhu et al. 2024, sp. nov.
Type strain: CGMCC 1.19494; JCM 35915; KC 300
Ref: IJSEM 2024; 74:6221

Mycolicibacterium cyprinidarum Matsumoto ef al. 2024, sp. nov.
Type strain: ATCC TSD-289; JCM 35117; NGTWS1803
Ref: IJSEM 2024; 74:6404

Nesterenkonia aerolata Song et al. 2024, sp. nov.
Type strain: GDMCC 1.3945; JCM 36375; LY 111
Ref: Antonie Van Leeuwenhoek 2024; 117:8, VL217

Nocardia implantans Liang et al. 2024, sp. nov.
Type strain: CDC 186; GDMCC 4.206; JCM 34959
Ref: IJSEM 2024; 74:6422

Nocardioides agri Huq et al. 2024, sp. nov.
Type strain: CGMCC 1.13656; KACC 19744; MAH 18
Ref: IJSEM 2024; 74:6407

Nocardioides bizhengiangii Zhou et al. 2024, sp. nov.
Type strain: GDMCC 4.343; HM61; JCM 36399
Ref: [JSEM 2024; 74:6437

Nocardioides renjunii Zhou et al. 2024, sp. nov.
Type strain: CGMCC 4.7664; JCM 33792; S-34
Ref: IJSEM 2024; 74:6437
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Nocardioides turkmenicus Saygin et al. 2024, sp. nov.
Type strain: CGMCC 4.7619; CGMCC T 4.7619; JCM 33525; KC13
Ref: Antonie Van Leeuwenhoek 2024; 117:25, VL219

Nocardiopsis akebiae Mo et al. 2024, sp. nov.
Type strain: HDS12; JCM 34708; MCCC 1K06173
Ref: Arch Microbiol 2022; 204:643, VL216

Nocardiopsis changdeensis Mo et al. 2024, sp. nov.
Type strain: JCM 34709; MCCC 1K06174; Mg02
Ref: J Antibiot (Tokyo) 2023; 76:191-197, VL216

Nocardiopsis codii Girdo et al. 2024, sp. nov.
Type strain: CT-R113; LMG 33234; UCCCB 172
Ref: IJSEM 2024; 74:6483

Nocardiopsis mangrovi corrig. Huang et al. 2024, sp. nov.
Type strain: CGMCC 4.7119; DSM 46665; HA11166
Ref: Antonie Van Leeuwenhoek 2015; 107:1541-1546, VL216

Nonomuraea rhizosphaerae Zhao et al. 2024, sp. nov.
Type strain: CGMCC 4.7431; DSM 105761; NEAU mq18
Ref: Antonie Van Leeuwenhoek 2018; 111:2009-2016, VL216

Nonomuraea sediminis Liu et al. 2024, sp. nov.
Type strain: CICC 25119; H16431; JCM 34852
Ref: Arch Microbiol 2023; 205:91, VL216

Olsenella absiana Paek et al. 2024, sp. nov.
Type strain: KCTC 25800; NBRC 116680; YH-o0ls2223
Ref: IJSEM 2024; 74:6579

Paenarthrobacter aromaticivorans Oh et al. 2024, sp. nov.
Type strain: KCTC 49652; LMG 32368; MMS21-TAE1-1
Ref: IJSEM 2024; 74:6389
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Paramicrobacterium agarici (Young et al. 2010) Lee et al. 2024, sp. nov.
Type strain: CCM 7686; CC-SBCK-209; DSM 21798
Ref: Front Microbiol 2023; 14:1299950, VL217

Paramicrobacterium chengjingii (Zhou et al. 2021) Lee et al. 2024, sp. nov.
Type strain: CGMCC 1.17468; GDMCC 1.1951; HY60; KACC 22102
Ref: Front Microbiol 2023; 14:1299950, VL217

Paramicrobacterium fandaimingii (Zhou et al. 2021) Lee et al. 2024, sp. nov.
Type strain: CGMCC 1.17469; GDMCC 1.1949; HY82; KACC 22101
Ref: Front Microbiol 2023; 14:1299950, VL217

Paramicrobacterium humi (Young et al. 2010) Lee et al. 2024, sp. nov.
Type strain: CC 12309; CCM 7687; DSM 21799
Ref: Front Microbiol 2023; 14:1299950, VL217

Pengzhenrongella frigida Liu et al. 2024, sp. nov.
Type strain: CGMCC 1.11116; HLT2-17; NBRC 110443
Ref: IJSEM 2024; 74:6433

Pengzhenrongella phosphoraccumulans Xie et al. 2024, sp. nov.
Type strain: CCTCC AB 2012967; M0-14; NRRL B-59105
Ref: IJSEM 2024; 74:6368

Phycicoccus sonneratiae corrig. Tang et al. 2024, sp. nov.
Type strain: CGMCC 1.18744; JCM 34337; MQZ13P-5
Ref: Curr Microbiol 2023; 80:393, VL217

Phytohabitans maris Yi et al. 2024, sp. nov.
Type strain: CCTCC AA 2023025; CGMCC 4.8025; JCM 36507; ZY X-F-186
Ref: IJSEM 2024; 74:6393

Plantactinospora soli Wang et al. 2024, sp. nov.
Type strain: CGMCC 4.7773; KLBMP 9567; NBRC 115787
Ref: IJSEM 2024; 74:6590
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Polymorphospora lycopeni Liu et al. 2024, sp. nov.
Type strain: CGMCC 25954; HBU208002; KCTC 49833
Ref: IJSEM 2024; 74:6543

Pseudarthrobacter quantipunctorum Carrasco et al. 2024, sp. nov.
Type strain: LMG 33620; RC-2-3; RGM 3538
Ref: IJSEM 2024; 74:6536

Pseudonocardia tritici Song et al. 2024, sp. nov.
Type strain: CGMCC 4.7474; DSM 106068; NEAU YY211
Ref: Antonie Van Leeuwenhoek 2019; 112:765-773, VL216

Rhodococcoides corynebacterioides (Serrano et al. 1972) Val-Calvo and Vazquez-Boland 2024, sp.
nov.

Type strain: ATCC 14898; CCUG 37877; CECT 420; CIP 104510; DSM 20151; IFO 14404; JCM
3376; JCM 3391; NBRC 14404; NCIB 9433; NCIMB 9433; NRRL B-24037

Ref: mBio 2023; 14:€0220723, VL216

Rhodococcoides fascians (Tilford 1936) Val-Calvo and Vazquez-Boland 2024, sp. nov.

Type strain: ATCC 12974; CFBP 2401; CGMCC 4.1817; CIP 104713; DSM 20669; ICMP 5833;
IFO 12155; JCM 10002; LMG 3623; NBRC 12155; NCPPB 3067; NRRL B-16937; VKM Ac-1462
Ref: mBio 2023; 14:¢0220723, VL216

Rhodococcoides kroppenstedtii (Mayilraj et al. 2006) Val-Calvo and Vazquez-Boland 2024, sp. nov.
Type strain: DSM 44908; JCM 13011; K-07-23; MTCC 6634; NBRC 103113; NCIMB 14317
Ref: mBio 2023; 14:¢0220723, VL216

Rhodococcoides kyotonense (Li et al. 2007) Val-Calvo and Vazquez-Boland 2024, sp. nov.
Type strain: CTCC AB 206088; DS472; DSM 45159; IAM 15415; JCM 23211
Ref: mBio 2023; 14:¢0220723, VL216

Rhodococcoides trifolii (Kémpfer et al. 2013) Val-Calvo and Vazquez-Boland 2024, sp. nov.
Type strain: CCM 7905; DSM 45580; LMG 26204; T8
Ref: mBio 2023; 14:¢0220723, VL216

Rhodococcoides yunnanense (Zhang et al. 2005) Val-Calvo and Véazquez-Boland 2024, sp. nov.
Type strain: CCTCC AA 204007; DSM 44837; JCM 13366; KCTC 19021; NBRC 103083; NBRC
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103115; YIM 70056
Ref: mBio 2023; 14:¢0220723, VL216

Rhodococcus chondri Girdo et al. 2024, sp. nov.
Type strain: CC-R104; LMG 33233; UCCCB 171
Ref: IJSEM 2024; 74:6483

Rhodococcus indonesiensis Kusuma et al. 2024, sp. nov.
Type strain: CCMM B1310; CSLK01-03; ICEBB 6; NCIMB 15214
Ref: IJSEM 2024; 74:6236

Rhodococcus navarretei Carrasco et al. 2024, sp. nov.
Type strain: EXRC-4A-4; LMG 33621; RGM 3539
Ref: [JSEM 2024; 74:6536

Ruicaihuangia caeni Liu et al. 2024, sp. nov.
Type strain: CCTCC AB 2022401; KCTC 49935; YN-L-19
Ref: [JSEM 2024; 74:6302

Saccharopolyspora ipomoeae Suksaard et al. 2024, sp. nov.
Type strain: NBRC 115967; TBRC 17271; T S4A08
Ref: Curr Microbiol 2024; 81:130, VL219

Saccharopolyspora oryzae Kammanee et al. 2024, sp. nov.
Type strain: NBRC 115560; TBRC 15728; WRP15-2
Ref: J Antibiot (Tokyo) 2023; 76:658-664, VL217

Salinibacterium metalliresistens Liu et al. 2024, sp. nov.
Type strain: CGMCC 1.61335; H3M29-4; JCM 36200
Ref: Front Microbiol 2023; 14:1289110, VL219

Salinibacterium sedimenticola Lu et al. 2024, sp. nov.
Type strain: GDMCC 1.3283; KCTC 49758; SYSU T00001
Ref: Curr Microbiol 2023; 80:142, VL216

Salinibacterium soli Wan et al. 2024, sp. nov.
Type strain: GDMCC 1.4011; JCM 36421; WY-16
Ref: IJSEM 2024; 74:6479
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Sanguibacter biliveldensis Kiel et al. 2024, sp. nov.
Type strain: 4.1; DSM 117505; LMG 33571
Ref: IJSEM 2024; 74:6560

Sciscionella sediminilitoris Teo et al. 2024, sp. nov.
Type strain: DSM 46824; S E31; TBRC 5134
Ref: Curr Microbiol 2024; 81:124, VL218

Sinomonas terricola Wan et al. 2024, sp. nov.
Type strain: GDMCC 1.3730; JCM 35868; JGH33
Ref: [JSEM 2024; 74:6375

Speluncibacter jeojiensis Lee et al. 2024, sp. nov.
Type strain: D2-41; DSM 101875; KACC 17930
Ref: IJSEM 2024; 74:6267

Sphaerisporangium fuscum Guo et al. 2024, sp. nov.
Type strain: CICC 25115; H8589; JCM 34848
Ref: Curr Microbiol 2022; 79:362, VL216

Streptomyces akebiae Mo et al. 2024, sp. nov.
Type strain: JCM 34922; MCCC 1K06895; MG28
Ref: Antonie Van Leeuwenhoek 2022; 115:1297-1305, VL216

Streptomyces albipurpureus Jiang et al. 2024, sp. nov.
Type strain: CGMCC 4.7758; CWNU-1; JCM 35391; MCCC 1K07402
Ref: IJSEM 2024; 74:6357

Streptomyces anatolicus Ates et al. 2024, sp. nov.
Type strain: BGOH; CGMCC 4.7699; DSM 110966
Ref: Antonie Van Leeuwenhoek 2023; 116:1073-1090, VL216

Streptomyces antioxidans Ser et al. 2024, sp. nov.
Type strain: DSM 101523; MCCC 1K01590; MUSC 164
Ref: Front Microbiol 2016; 7:899, VL.220
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Streptomyces beigongshangae Liu et al. 2024, sp. nov.
Type strain: GDMCC 4.193; JCM 34712; REN17
Ref: IJSEM 2024; 74:6392

Streptomyces camelliae Yaxi et al. 2024, sp. nov.
Type strain: HUAS 2-6; JCM 35918; MCCC 1K04729
Ref: Arch Microbiol 2024; 206:256, VL219

Streptomyces castrisilvae Widén et al. 2024, sp. nov.
Type strain: CCUG 77596; DSM 117248; Mutl
Ref: IJSEM 2024; 74:6514

Streptomyces cathayae Mo et al. 2024, sp. nov.
Type strain: HUAS 5; JCM 36055; MCCC 1K08552
Ref: Antonie Van Leeuwenhoek 2024; 117:31, VL219

Streptomyces cavernicola Chamroensaksri et al. 2024, sp. nov.
Type strain: B-S-A6; NBRC 116118; TBRC 17074
Ref: IJSEM 2024; 74:6563

Streptomyces changanensis Wu et al. 2024, sp. nov.
Type strain: CGMCC 22674; HL-66; JCM 35800
Ref: Curr Microbiol 2023; 81:2, VL216

Streptomyces glycanivorans Widén et al. 2024, sp. nov.
Type strain: Alt3; CCUG 77600; DSM 117252
Ref: IJSEM 2024; 74:6514

Streptomyces herbicida Luo et al. 2024, sp. nov.
Type strain: CCTCC AA 2019088; DSM 113364; NEAU HV9
Ref: IJSEM 2024; 74:6263

Streptomyces luomodiensis Qi et al. 2024, sp. nov.
Type strain: GDMCC 4.340; JCM 36555; SCA4-21
Ref: Front Microbiol 2024; 15:1402653, VL219
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Streptomyces luteolus Chamroensaksri et al. 2024, sp. nov.
Type strain: B-S-A12; NBRC 116116; TBRC 17060
Ref: IJSEM 2024; 74:6563

Streptomyces ortus Williams et al. 2024, sp. nov.
Type strain: A15ISP2-DRY2; DSM 113116; NCIMB 15405
Ref: Microb Genom 2023; 9:000996, VL215

Streptomyces profundus Ribeiro et al. 2024, sp. nov.
Type strain: DSM 115980; LMG 33094; MA3 2.13
Ref: IJSEM 2024; 74:6341

Streptomyces pyxinae Somphong et al. 2024, sp. nov.
Type strain: Lp05-1; NBRC 115434; TBRC 15494
Ref: IJSEM 2024; 74:6364

Streptomyces pyxinicus Somphong et al. 2024, sp. nov.
Type strain: Lp11; NBRC 115421; TBRC 15493
Ref: IJSEM 2024; 74:6364

Streptomyces solicavernae Chamroensaksri et al. 2024, sp. nov.
Type strain: B-S-A8; NBRC 116117; TBRC 17072
Ref: IJSEM 2024; 74:6563

Streptomyces spinosirectus Wang et al. 2024, sp. nov.
Type strain: CRSS-Y-16; JCM 35007; MCCC 1K06950
Ref: Curr Microbiol 2022; 80:27, VL216

Streptomyces vulcanius Jia et al. 2024, sp. nov.
Type strain: CGMCC 4.7177; DSM 42139; NEAU C3
Ref: Antonie Van Leeuwenhoek 2015; 107:15-21, VL220

Streptomyces xiangluensis Zhao et al. 2024, sp. nov.
Type strain: CGMCC 4.7466; DSM 105786; NEAU LA29
Ref: Antonie Van Leeuwenhoek 2018; 111:2249-2256, VL216
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Svornostia abyssi Kapinusova et al. 2024, sp. nov.
Type strain: CCM 9300; DSM 113746; J379
Ref: IJSEM 2024; 74:6432

NEW SUBSPECIES

Kocuria marina subsp. indica (Dastager et al. 2014) Ghodhbane-Gtari et al. 2024, subsp. nov.,
comb. nov.

Basonym: Kocuria indica Dastager et al. 2014

Type strain: CCTCC AB 2011129; DSM 25126; NCIM 5455; NIO-1021

Ref: IJSEM 2024; 74:6586

Kocuria marina subsp. marina (Kim et al. 2004) Ghodhbane-Gtari et al. 2024, subsp. nov.
Type strain: CCUG 51442; DSM 16420; JCM 13363; KCTC 9943; KMM 3905
Ref: IJSEM 2024; 74:6586

Kocuria rosea subsp. polaris (Reddy et al. 2003) Ghodhbane-Gtari ef al. 2024, subsp. nov., comb.
nov.

Basonym: Kocuria polaris Reddy et al. 2003

Type strain: CMS 76or; DSM 14382; JCM 12076; MTCC 3702; NBRC 103063

Ref: IJSEM 2024; 74:6586

Kocuria rosea subsp. rosea (Fliigge 1886) Ghodhbane-Gtari et al. 2024, subsp. nov.

Type strain: ATCC 186; CCM 679; CCUG 4312; CIP 71.15; DSM 20447; IEGM 394; IFO 3768;
JCM 11614; LMG 14224; NBRC 3768; NCTC 7523; NRRL B-2977; VKM B-1823

Ref: IJSEM 2024; 74:6586

NEW COMBINATION

Actinacidiphila acidipaludis (Nammali et al. 2022) Komaki et al. 2024, comb. nov.
Basonym: Streptomyces acidipaludis Nammali et al. 2022

Type strain: NBRC 114297; PLK6-54; TBRC 11250

Ref: Biosci Biotechnol Biochem 2024; 88:689-695, VL219

Amorphoplanes auranticolor (Couch 1963) Roman et al. 2024, comb. nov.
Basonym: Amorphosporangium auranticolor Couch 1963 (Approved Lists 1980)
Type strain: 253; ATCC 15330; DSM 43031; HAMBI 1975; IFO 12245; JCM 3038; NBRC 12245;
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NRRL B-3343; UNCC 253; VKM Ac-648
Ref: IJSEM 2024; 74:6464

Amorphoplanes digitatis (Couch 1963) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes digitatis (Couch 1963) Stackebrandt and Kroppenstedt 1988

Type strain: 33; ATCC 15349; CGMCC 4.2097; DSM 43149; JCM 3060; NCIB 10182; NCIMB
10182; NRRL B-3345; UNCC 33; VKM Ac-649

Ref: IJSEM 2024; 74:6464

Amorphoplanes friuliensis (Aretz et al. 2001) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes friuliensis Aretz et al. 2001

Type strain: CCUG 63250; DSM 45797; DSM 7358; HAG 10964; JCM 31203
Ref: [JSEM 2024; 74:6464

Amorphoplanes nipponensis (Wink et al. 2014) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes nipponensis Wink et al. 2014

Type strain: ATCC 31145; DSM 43867; FH 2241; IFO 14063; NBRC 14063
Ref: IJSEM 2024; 74:6464

Antrihabitans cavernicola (Lee et al. 2020) Val-Calvo and Véazquez-Boland 2024, comb. nov.
Basonym: Rhodococcus cavernicola Lee et al. 2020

Type strain: C1-24; DSM 109484; KACC 19964

Ref: mBio 2023; 14:¢0220723, VL216

Mpycolicibacterium grossiae (Paniz-Mondolfi et al. 2017) Zhu et al. 2024, comb. nov.
Basonym: Mycobacterium grossiae Paniz-Mondolfi et al. 2017

Type strain: CIP 111318; DSM 104744; PB739

Ref: IJSEM 2024; 74:6271

Mycolicibacterium palauense (Nouioui et al. 2019) Zhu et al. 2024, comb. nov.
Basonym: Mycobacterium palauense Nouioui et al. 2019

Type strain: CECT 8779; DSM 44914

Ref: IJSEM 2024; 74:6221

Paractinoplanes abujensis (Sazak et al. 2012) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes abujensis Sazak et al. 2012

Type strain: A4029; DSM 45518; KCTC 19984; NRRL B-24835

Ref: IJSEM 2024; 74:6464
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Paractinoplanes aksuensis (Ding et al. 2023) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes aksuensis Ding et al. 2023

Type strain: CCTCC AA 2021037; LMG 32622; TRM 88003

Ref: IJSEM 2024; 74:6464

Paractinoplanes atraurantiacus (Zhang et al. 2012) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes atraurantiacus Zhang et al. 2012

Type strain: CGMCC 4.6857; DSM 45850; JCM 17700; Y16

Ref: IJSEM 2024; 74:6464

Paractinoplanes bogorensis (Nurkanto et al. 2016) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes bogorensis Nurkanto et al. 2016

Type strain: InaCC A522; LIPI11-2-Ac043; NBRC 110975

Ref: IJSEM 2024; 74:6464

Paractinoplanes brasiliensis (Thiemann et al. 1969) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes brasiliensis Thiemann et al. 1969

Type strain: A/672; ATCC 25844; DSM 43805; IFO 13938; JCM 3196; NBRC 13938; NCIMB
12642; NRRL B-16714; VKM Ac-1320

Ref: IJSEM 2024; 74:6464

Paractinoplanes cibodasensis (Nurkanto et al. 2015) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes cibodasensis Nurkanto et al. 2015

Type strain: InaCC A458; LIPI11-2-Ac042; NBRC 110974

Ref: IJSEM 2024; 74:6464

Paractinoplanes deccanensis (Parenti et al. 1975) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes deccanensis Parenti et al. 1975 (Approved Lists 1980)

Type strain: A/10655; ATCC 21983; DSM 43806; IFO 13994; JCM 3247; NBRC 13994; NCIMB
12643; NRRL B-16715

Ref: IJSEM 2024; 74:6464

Paractinoplanes deserti (Habib et al. 2019) Roman ef al. 2024, comb. nov.
Basonym: Actinoplanes deserti Habib et al. 2019

Type strain: CCTCC AB 2018113; KCTC 39543; YIM CF22

Ref: IJSEM 2024; 74:6464
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Paractinoplanes durhamensis (Goodfellow et al. 1990) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes durhamensis Goodfellow et al. 1990

Type strain: ATCC 49800; DSM 43939; IFO 14914; JCM 7625; LA 139; NBRC 14914; NRRL B-
16689

Ref: IJSEM 2024; 74:6464

Paractinoplanes ferrugineus (Palleroni 1979) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes ferrugineus Palleroni 1979

Type strain: ATCC 29868; DSM 43807; IFO 15555; JCM 3277; NBRC 15555; NCIMB 12644;
NRRL B-16718; X-14695

Ref: IJSEM 2024; 74:6464

Paractinoplanes globisporus (Thiemann 1967) Roman et al. 2024, comb. nov.

Basonym: Amorphosporangium globisporum Thiemann 1967 (Approved Lists 1980)

Type strain: ATCC 23056; DSM 43857; DSM 43894; IFO 13912; JCM 3186; NBRC 13912;
NCIMB 12638; SS/37

Ref: IJSEM 2024; 74:6464

Paractinoplanes hotanensis (Ding et al. 2023) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes hotanensis Ding et al. 2023

Type strain: CCTCC AA 2021036; LMG 32621; TRM 88002

Ref: [JSEM 2024; 74:6464

Paractinoplanes lichenicola (Saeng-in et al. 2021) Roman ef al. 2024, comb. nov.
Basonym: Actinoplanes lichenicola Saeng-in et al. 2021

Type strain: JCM 33066; LDG1-01; TISTR 2982

Ref: IJSEM 2024; 74:6464

Paractinoplanes maris (Xie et al. 2023) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes maris Xie et al. 2023

Type strain: CGMCC 4.7854; DSM 101017; M416

Ref: IJSEM 2024; 74:6464

Paractinoplanes ovalisporus (Saeng-in et al. 2021) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes ovalisporus Saeng-in et al. 2021

Type strain: JCM 33067; LDG1-06; TISTR 2983

Ref: IJSEM 2024; 74:6464
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Paractinoplanes polyasparticus (Ding et al. 2023) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes polyasparticus Ding et al. 2023

Type strain: CCTCC AA 2021015; LMG 32389; TRM 66264-DLM

Ref: IJSEM 2024; 74:6464

Paractinoplanes pyxinae (Somphong et al. 2024) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes pyxinae Somphong et al. 2024

Type strain: NBRC 115836; Pm04-4; TBRC 16207

Ref: IJSEM 2024; 74:6464

Paractinoplanes ramoplaninifer (Marcone et al. 2017) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes ramoplaninifer Marcone et al. 2017

Type strain: ATCC 33076; DSM 105064; NRRL B-65484

Ref: IJSEM 2024; 74:6464

Paractinoplanes rhizophilus (He et al. 2015) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes rhizophilus He et al. 2015

Type strain: CGMCC 4.7133; DSM 46672; NEAU A2

Ref: IJSEM 2024; 74:6464

Paractinoplanes rishiriensis (Yamamura et al. 2012) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes rishiriensis Yamamura et al. 2012

Type strain: BCC 49184; DSM 45866; NBRC 108556; RCA 114; RI5S0-RCA114
Ref: IJSEM 2024; 74:6464

Paractinoplanes sediminis (Qu et al. 2018) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes sediminis Qu et al. 2018

Type strain: CCTCC AA 2016022; DSM 100965; M4147

Ref: IJSEM 2024; 74:6464

Paractinoplanes tereljensis (Ara et al. 2010) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes tereljensis Ara et al. 2010

Type strain: DSM 45572; MNO7-A0371; NBRC 105297; VTCC D9-10
Ref: IJSEM 2024; 74:6464

Paractinoplanes toevensis (Ara et al. 2010) Roman ef al. 2024, comb. nov.

Basonym: Actinoplanes toevensis Ara et al. 2010
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Type strain: DSM 45573; MNO07-A0368; NBRC 105298; VTCC D9-11
Ref: IJSEM 2024; 74:6464

Paractinoplanes tropicalis (Nurkanto et al. 2015) Roman ef al. 2024, comb. nov.
Basonym: Actinoplanes tropicalis Nurkanto et al. 2015

Type strain: InaCC A459; LIPI11-2-Ac034; NBRC 110973

Ref: IJSEM 2024; 74:6464

Rothia uropygialis (Braun et al. 2018) Ghodhbane-Gtari et al. 2024, comb. nov.
Basonym: Kocuria uropygialis Braun et al. 2018

Type strain: 36; DSM 101740; LMG 29265

Ref: [JSEM 2024; 74:6586

Rothia uropygioeca (Braun et al. 2018) Ghodhbane-Gtari et al. 2024, comb. nov.
Basonym: Kocuria uropygioeca Braun et al. 2018

Type strain: 257; DSM 101741; LMG 29266

Ref: IJSEM 2024; 74:6586

Symbioplanes lichenis (Phongsopitanun et al. 2016) Roman et al. 2024, comb. nov.
Basonym: Actinoplanes lichenis Phongsopitanun et al. 2016

Type strain: JCM 30485; LDG1-22; PCU 344; TISTR 2343

Ref: IJSEM 2024; 74:6464

Winogradskya consettensis (Goodfellow et al. 1990) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes consettensis Goodfellow et al. 1990

Type strain: ATCC 49799; DSM 43942; IFO 14913; JCM 7624; LA 97; NBRC 14913; NRRL B-
16688

Ref: IJSEM 2024; 74:6464

Winogradskya humida (Goodfellow et al. 1990) Roman et al. 2024, comb. nov.

Basonym: Actinoplanes humida Goodfellow et al. 1990

Type strain: ATCC 49801; DSM 43938; IFO 14915; JCM 7555; LA 6; NBRC 14915; NRRL B-
16690

Ref: IJSEM 2024; 74:6464

EMENDATION OF SUBORDER
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Corynebacteriineae corrig. Stackebrandt et al. 1997 emend. Val-Calvo and Vazquez-Boland 2023
Ref: mBio 2023; 14:¢0220723, LCTO40

EMENDATION OF GENUS

Jatrophihabitans Madhaiyan et al. 2013 emend. Suh ef al. 2024
Ref: Antonie Van Leeuwenhoek 2024; 117:19, LCTO40

Kribbella Park et al. 1999 emend. Avtukh et al. 2023
Ref: Microbiology (Russia) 2023; 92:609-621, LCTO39

Mycobacterium Lehmann and Neumann 1896 (Approved Lists 1980) emend. Val-Calvo and
Vézquez-Boland 2023
Ref: mBio 2023; 14:¢0220723, LCTO40

Mycobacteroides Gupta et al. 2018 emend. Val-Calvo and Vazquez-Boland 2023
Ref: mBio 2023; 14:¢0220723, LCTO40

Pengzhenrongella Kim et al. 2021 emend. Xie et al. 2024
Ref: IJSEM 2024; 74:6368

Rhodococcus Zopf 1891 (Approved Lists 1980) emend. Val-Calvo and Vazquez-Boland 2023
Ref: mBio 2023; 14:€0220723, LCTO40

Sciscionella Tian et al. 2009 emend. Teo et al. 2024
Ref: Curr Microbiol 2024; 81:124, LCTO40

EMENDATION OF SPECIES

Curtobacterium citreum (Komagata and lizuka 1964) Yamada and Komagata 1972 (Approved Lists
1980) emend. Osdaghi et al. 2024
Ref: Syst App! Microbiol 2024; 47:126489, LCTO40

Curtobacterium flaccumfaciens (Hedges 1922) Collins and Jones 1984 emend. Osdaghi et al. 2024
Ref: Syst App! Microbiol 2024; 47:126489, LCTO40

Kocuria marin Kim et al. 2004 emend. Ghodhbane-Gtari et al. 2024
Ref: IJSEM 2024; 74:6586

S31



Kocuria rosea (Fliigge 1886) Stackebrandt et al. 1995 emend. Ghodhbane-Gtari ef al. 2024
Ref: IJSEM 2024; 74:6586

Streptomyces goshikiensis Niida 1966 (Approved Lists 1980) emend. Mo et al. 2023
Ref: Antonie Van Leeuwenhoek 2023; 116:531-540, LCTO39

Streptomyces tanashiensis Hata et al. 1952 (Approved Lists 1980) emend. Ates et al. 2023
Ref: Antonie van Leeuwenhoek 2023; 116:1073-1090, LCTO40

SYNONYM

Actinomadura glauciflava Lu et al. 2003 pro synon. Actinomadura luteofluorescens (Shinobu 1962)
Preobrazhenskaya et al. 1975 (Approved Lists 1980)
Ref: IJSEM 2024; 74:6609

Curtobacterium albidum (Komagata and lizuka 1964) Yamada and Komagata 1972 (Approved Lists
1980) pro synon. Curtobacterium citreum (Komagata and lizuka 1964) Yamada and Komagata 1972
(Approved Lists 1980)

Ref: Syst Appl Microbiol 2024; 47:126489, LCTO40

Kineococcus aureolus Xu et al. 2017 pro synon. Kineococcus terrestris Xu et al. 2017

Ref: IJSEM 2024; 74:6504

Microbacterium ketosireducens Takeuchi and Hatano 1998 pro synon. Microbacterium terrae
(Yokota et al. 1993) Takeuchi and Hatano 1998
Ref: Front Microbiol 2023; 14:1299950, LCTO40

Microbacterium kitamiense Matsuyama et al. 1999 pro synon. Microbacterium aurantiacum
Takeuchi and Hatano 1998
Ref: Front Microbiol 2023; 14:1299950, LCTO40

Microbacterium maritypicum corrig. (ZoBell and Upham 1944) Takeuchi and Hatano 1998 pro
synon. Microbacterium liquefaciens (Collins et al. 1983 ex Orla-Jensen 1919) Takeuchi and Hatano
1998

Ref: Front Microbiol 2023; 14:1299950, LCTO40

Ornithinicoccus soli Jiang et al. 2020 pro synon. Segeticoccus rhizosphaerae Lee and Whang 2020
Ref: IJSEM 2024; 74:6504
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Rhodococcus electrodiphilus Ramaprasad et al. 2018 pro synon. Rhodococcus ruber (Kruse 1896)
Goodfellow and Alderson 1977 (Approved Lists 1980)
Ref: IJSEM 2024; 74:6236

Streptomyces demainii Goodfellow et al. 2008 pro synon. Streptomyces hygroscopicus (Jensen
1931) Yiintsen et al. 1956 (Approved Lists 1980)
Ref: Microorganisms 2022; 10:349, LCTO40

Streptomyces nashvillensis McVeigh and Reyes 1961 (Approved Lists 1980) pro
synon. Streptomyces tanashiensis Hata et al. 1952 (Approved Lists 1980)
Ref: Antonie van Leeuwenhoek 2023; 116:1073-1090, LCTO40

Streptomyces sporocinereus (ex Krassilnikov 1970) Preobrazhenskaya 1986 pro synon. Streptomyces
hygroscopicus (Jensen 1931) Yiintsen et al. 1956 (Approved Lists 1980)
Ref: Microorganisms 2022; 10:349, LCTO40

Streptomyces sporoverrucosus (ex Krassilnikov 1970) Preobrazhenskaya 1986 pro synon.
Streptomyces goshikiensis Niida 1966 (Approved Lists 1980)
Ref: Antonie Van Leeuwenhoek 2023; 116:531-540, LCTO39
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Introduction

Amino acids contain both amino and carboxylic acid functional groups. Among all
known amino acids, 22 (the 20 canonical amino acids along with selenocysteine and
pyrrolysine) can be incorporated into proteins and are classified as proteinogenic [Bock
et al. 1991, Rother et al. 2010]. Proteinogenic and non-proteinogenic amino acids serve
as precursors in the biosynthesis of secondary metabolites, including peptides generated
by the ribosome or non-ribosomal peptide synthetases. Because amino acids often
function as fundamental building blocks in these pathways, the discovery of novel amino
acids expands the chemical diversity of natural products. Accordingly, a deeper
understanding of amino acid biosynthesis can facilitate the identification of novel natural
compounds and the development of more efficient production strategies.

Streptomyces species are known to prduce diverse secondary metabolites, including
avermectin, cephamycin C, vancomycin, and daptomycin. These natural compounds are
biosynthesized using specific amino acids that serve as precursors [lkeda et al. 1995, van
Wageningen et al. 1998, Liras 1999, Miao et al. 2005]. Numerous genome sequences
from Streptomyces strains have been reported, enabling genome mining approaches to
uncover novel secondary metabolites and biosynthetic enzymes [Ziemert et al. 2016,
Scherlach et al. 2021]. Elucidating amino acid biosynthesis in Streptomyces may
therefore lead to the discovery of novel compounds and improvements in metabolite
production yields.

This review highlights amino acid biosynthesis that supports secondary metabolism

and enables the biosynthesis of peptide-based natural products in Streptomyces species.

A novel amino acid biosynthesis mediated by amino-group carrier proteins

Carrier proteins play central roles in the biosynthesis of natural products [Cane ef al.
1999, Hertweck 2009]. Acyl carrier proteins (ACPs) and peptidyl carrier proteins (PCPs)
participate in synthesizing fatty acids, polyketides, and non-ribosomal peptides. These

small proteins (approximately 9 kDa) undergo post-translational modification by
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phosphopantetheinyl transferases that attach a 4'-phosphopantetheine moiety to a
conserved serine residue [Beld et al. 2014]. The thiol group of the phosphopantetheine
forms a thioester bond with the carboxyl group of a substrate. After successive
modifications and chain elongation, the final products detach from the carrier protein.

Amino-group carrier protein (AmCP) was first identified as LysW, involved in lysine
biosynthesis in Thermus thermophilus, a Gram-negative bacterium adapted to extreme
heat [Horie ef al. 2009]. LysW is an acidic protein composed of 54 amino acids with a C-
terminal sequence of residues 50-54: EDWGE. In this AmCP-mediated pathway, the
enzyme LysX attaches the amino group of 2-aminoadipic acid (AAA) to the y-carboxyl
group of the C-terminal glutamate residue of LysW via an isopeptide bond. The resulting
LysW-y-AAA conjugate is enzymatically converted into LysW-y-lysine by LysZ, LysY,
and LysJ. Finally, LysK hydrolyzes the isopeptide bond, releasing lysine and regenerating
LysW.

A similar AmCP-mediated mechanism has been found in the arginine biosynthetic
pathway in Sulfolobus acidocaldarius, a thermoacidophilic crenarchaecon [Ouchi et al.
2013]. In this pathway, the LysX homolog ArgX attaches glutamate (Glu) in place of AAA
to the C-terminal glutamate of LysW, forming an intermediate that leads to ornithine
production. In the hyperthermophilic euryarchaecon Thermococcus kodakarensis, a LysX
homolog can attach both AAA and Glu to a LysW homolog, forming isopeptide bonds
[Yoshida et al. 2016]. In all known AmCP-mediated systems, AmCPs protect the a-amino
groups of AAA or Glu and function as carrier proteins, thereby facilitating enzyme
recognition of biosynthetic intermediates through electrostatic interactions [Ouchi et al.
2013, Yoshida et al. 2015, Shimizu et al. 2016].

Genome sequence analyses have revealed that some Streptomyces species possess
amcp genes and associated biosynthetic elements. Since these species also contain
canonical lysine and arginine biosynthetic genes, it has been proposed that AmCP-
mediated pathways may be involved in producing secondary metabolites. However, this
possibility was not experimentally confirmed until 2016.

In Streptomyces sp. SANK 60404, an AmCP-mediated pathway produces a novel
non-proteinogenic amino acid, (2S,6R)-diamino-(5R,7)-dihydroxy-heptanoic acid
(DADH) (Fig. 1) [Hasebe et al. 2016]. The LysX homolog Vzb23 catalyzes the formation
of an isopeptide bond between Glu and the C-terminal glutamate of the AmCP Vzb22,
forming Vzb22-y-Glu. Subsequent enzymatic steps, mediated by Vzb25, Vzb24, Vzb27,
Vzb28, and Vzb9, lead to the production of the Vzb22-DADH conjugate. Vzb26 then
hydrolyzes the isopeptide bond to release free DADH. This amino acid is further

incorporated into two novel dipeptides, vazabitide A and vazabitide B [Hasebe et al.
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2016]. Notably, vazabitide A contains a l-azabicyclo[3.1.0]hexane moiety, a rare
structural feature also found in azinomycin B [Zhao et al. 2008] and ficellomycin
[Argoudelis et al. 1976, Kuo et al. 1989, Fulke-Adel et al. 2011]. Although DADH,
vazabitide A, and vazabitide B exhibit neither antimicrobial nor cytotoxic activity, DADH
selectively inhibits hypocotyl elongation in Arabidopsis thaliana [Hasebe et al. 2016].

PCR-based screening has revealed that AmCP-encoding genes are widely distributed
among actinomycetes [Matsuda et al. 2017]. Furthermore, the novel compound s56-p1,
containing a putative DADH-derived structure and a unique hydrazone moiety, has also
been discovered [Matsuda et al. 2017].

Fig. 1 Biosynthetic pathway of DADH mediated by Vzb22 (AmCP) and formation of
vazabitides A and B derived from DADH.

Homopoly(amino acid) production enhanced by genetic engineering of the amino
acid biosynthetic pathway

e-Poly-L-lysine (e-PL) is a homopoly(amino acid) composed of 25 to 35 L-lysine
residues linked by isopeptide bonds. It is produced by Streptomyces albulus NBRC14147
[Shima et al. 1977, 1981-1,2]. e-PL exhibits antimicrobial and antiviral activity, is non-
toxic to humans, biodegrades readily, and penetrates intracellular spaces [Shima et al.
1982, 1984, Hamano et al. 2006, 2010]. Because of these attributes, e-PL is widely used
as a food preservative and a cell-penetrating agent [Hamano et al. 2007, Xu et al. 2016,
Wang et al. 2021, Takeuchi et al. 2022]. With its expanding applications, global demand
for e-PL continues to rise.

The homopolymerization of L-lysine in &-PL biosynthesis is catalyzed by &-PL

synthetase (Pls) [ Yamanaka et al. 2008]. In most bacteria, L-lysine is biosynthesized from
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aspartic acid via the meso-2,6-diaminopimelic acid (DAP) pathway. This pathway begins
with aspartate kinase (Ask), which phosphorylates the B-carboxyl group of L-aspartate.
The resulting 4-phospho-L-aspartate is converted by aspartate semialdehyde
dehydrogenase (Asd) into L-aspartic 4-semialdehyde, a common intermediate in
pathways leading to lysine, threonine, and methionine. In lysine biosynthesis, this
intermediate is transformed by dihydrodipicolinate synthase (DapA), whereas in
threonine and methionine biosynthesis, it is reduced by homoserine dehydrogenase (Hsd).
The product of DapA is further reduced by 4-hydroxy-tetrahydrodipicolinate reductase
(DapB), followed by four additional enzymatic steps catalyzed by DapD, DapC, DapE,
and DapF, ultimately yielding DAP. Finally, DAP is decarboxylated by diaminopimelate
decarboxylase (LysA) to form L-lysine. Notably, the addition of 2,6-
pyridinedicarboxylate—a known inhibitor of DapA and DapB—completely inhibited &-
PL production in S. albulus NBRC14147, suggesting that the lysine required for e-PL
biosynthesis derives primarily from the DAP pathway [Hasebe ef al. 2025].

Various strategies have been developed to improve e-PL yield. In mutagenesis-based
approaches, strains exhibiting tolerance to inhibitors such as S-(2-aminoethyl)-L-cysteine
(AEC) and glycine [Hiraki et al. 1998], high glucose concentrations [Li et al. 2012],
elevated &-PL concentrations [Zhou et al. 2015], or antibiotics (e.g., streptomycin,
gentamicin, rifamycin, geneticin, paromomycin, and lincomycin) [Wang et al. 2019] have
been selected for their enhanced productivity compared to the parental strains. In addition,
genetic engineering strategies have been applied to construct strains optimized for high
e-PL production. These include expressing a feedback-inhibition-resistant ask variant
[Hamano et al. 2007], overexpressing dapA or pls [Li et al. 2021, Wang et al. 2020], and
inactivating secondary metabolite biosynthetic pathways that compete with &-PL
production [ Yamanaka et al. 2020].

Transcriptional analyses using reverse transcription PCR (RT-PCR) and RNA-Seq
during e-PL fermentation in S. albulus NBRC14147 revealed weak expression of dapB
and dapE [Hasebe et al. 2023]. In fed-batch fermentations performed in jar fermenters,
strains engineered to constitutively express either dapB or dapE exhibited accelerated -
PL production. Notably, the strain overexpressing dapB achieved a 14% increase in

maximum &-PL yield compared to the control strain (Fig. 2).
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Fig. 2 Improved e-PL production by constitutive expression of low-expression genes in
the DAP biosynthetic pathway during fermentation. A. e-PL biosynthesis via the DAP
pathway. B. Transcriptional analysis of DAP pathway genes during e-PL fermentation in
S. albulus, detected using RT-PCR. C. Fed-batch fermentation of S. albulus transformants
constitutively expressing either dapB or dapE.

A novel methionine biosynthetic pathway conserved among Streptomyces species

Methionine is a sulfur-containing proteinogenic amino acid. It also functions as the
immediate precursor to S-adenosyl-L-methionine (SAM), a universal methyl donor used
in primary and secondary metabolism [Cantoni 1975, Ikeda et al. 1995, 1998, Oster et al.
2006, Zhang et al. 2007, 2008, Pickens et al. 2010]. Because methionine biosynthetic
pathways are attractive targets for metabolic engineering and antibiotic discovery, they
have been studied extensively in microorganisms and plants [Ravanel ez al. 1998, Ferla
et al. 2014].

In the canonical bacterial methionine biosynthetic pathway, L-homoserine is
synthesized from L-aspartate through sequential reactions catalyzed by Ask, Asd, and Hsd,
as described above. Subsequently, L-homoserine undergoes O-acylation mediated by
either MetA or MetX. The resulting O-acylated L-homoserine is then converted to

methionine via L-homocysteine through the action of three enzymes: cystathionine y-
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synthase (Cgs), cystathionine B-lyase, and homocysteine S-methyltransferase. Beyond
this conserved pathway, alternative methionine biosynthetic pathways have been
identified in archaea and plants. For example, in archaea, MJ0099 and MJ0100 catalyze
the conversion of the intermediate generated by Asd to L-homocysteine [Allen et al. 2015],
while in plants, a plant-type Cgs converts O-phospho-L-homoserine—generated by
phosphorylation of L-homoserine via homoserine kinase (Hsk)—into L-homocysteine
[Ravanel et al. 1998].

Interestingly, genome sequence analyses have revealed that genes encoding MetA
and MetX are absent in many Streptomyces species. Since these genes are essential for
the conversion of L-homoserine to L-homocysteine in the canonical bacterial pathway,
these species are presumed to possess alternative, previously uncharacterized genes that
fulfill this biosynthetic function.

In S. albulus NBRC14147, a novel L-homocysteine synthase, designated MetM, has
been identified as the enzyme responsible for this key conversion in methionine
biosynthesis (Fig. 3) [Hasebe et al. 2024]. MetM catalyzes the direct conversion of O-
phospho-L-homoserine, which is also involved in threonine biosynthesis, into L-
homocysteine. In this reaction, the sulfur donor is a post-translationally thiocarboxylated
sulfur carrier protein encoded by metO, a downstream gene adjacent to metM.
Bioinformatic analyses have revealed that metM homologs are highly conserved among
Streptomyces species and are also found in certain members of Archaea (e.g.,
Euryarchaeota and Thaumarchaeota) and Bacteria (e.g., Actinomycetota, Cyanobacteria,
Acidobacteriota, Nitrospirota, and Aquificota). Moreover, a putative SAM riboswitch has
been identified in the upstream region adjacent to metM, suggesting that its expression
may be regulated by intracellular SAM levels. Although MetM interacts with MetO, the

specific amino acid residues that mediate this interaction remain unclear.
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Fig. 3 Methionine biosynthetic pathways.

Conclusion

Streptomyces species are attractive producers of structurally diverse natural products,
many of which are biosynthesized using amino acids or chemically modified, often with
methylation, to expand chemical space. This review has highlighted the role of amino
acid biosynthesis in supporting secondary metabolism, particularly peptide natural
product biosynthesis. In addition, this review has described a methionine biosynthetic
pathway conserved among Streptomyces species, representing a novel route for
methionine production. Continued investigation into amino acid biosynthetic pathways
in Streptomyces may lead to the discovery of novel compounds and support the
development of new strategies to enhance both the yield and structural diversity of

secondary metabolites of interest.
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Announcement of the 2025 Annual Meeting of the Society for Actinomycetes Japan
(SAJ)

Conference Chair: Dr. Shinya Kodani
(Faculty of Agriculture, Shizuoka University)

We are pleased to announce that the 2025 Annual Meeting of the Society for
Actinomycetes Japan (SAJ) will be held at the Shizuoka Convention & Arts Center,
Granship. Located along the historic Tokaido route, Shizuoka enjoys a mild climate and
offers an ideal setting for welcoming all participants. The meeting will take place over
three days, from September 3rd (Wed) to 5th (Fri), 2025. Presentations will be held
on September 3rd and 4th, and on September 5th, we are planning a special lecture
related to Shizuoka's sake culture and a soil sampling excursion to sites such as
Kunozan. We, the organizing committee, look forward to welcoming many of you to
Shizuoka.

Official Website: https://actino.sakura.ne.jp/39th/about.html

Overview

o Dates: September 3 (Wed) — 5 (Fri), 2025

e Venue: Shizuoka Convention & Arts Center “Granship”
(5-minute walk from JR Higashi-Shizuoka Station)
https://www.granship.or.jp/

Registration Fees

Category By July 31 From August 1
Regular Member ¥12,000 JPY ¥14,000 JPY
Student ¥7,000 JPY ¥9,000 JPY
Non-member ¥15,000 JPY ¥17,000 JPY
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Program Schedule

September 3 (Wed) 9:00-17:00: General Presentations, Special Lectures, Award
Lectures, General Assembly, Award Ceremony
19:00-21:00: Banquet

September 4 (Thu) 9:00-17:00: General Presentations

September S (Fri) 9:00-16:00: Special Lecture & Soil Sampling Tour
(Dismissal at JR Shizuoka Station)

Banquet

e Date & Time: September 3 (Wed), 19:00-21:00
e Venue: Hotel Grand Hills Shizuoka, 5th Floor
https://grandhillsshizuoka.jp/

Banquet Fees

Category By July 31 From August 1
Regular Member ¥10,000 JPY ¥12,000 JPY
Student ¥5,000 JPY ¥7,000 JPY
Non-member ¥13,000 JPY ¥15,000 JPY

Special Lectures
Dr. Jae-Hyuk Jang, Korea Research Institute of Bioscience and Biotechnology (KRIBB)

Dr. Wasu Pathom-aree, Faculty of Science, Chiang Mai University
Participation and Presentation Registration Guidelines

1. Please register for participation and presentation via the conference website:

https://actino.sakura.ne.jp/39th/recruit.html

Deadline for presentation registration and abstract submission: Friday, July 11,
2025, Deadline for advance conference registration: Thursday, July 31, 2025

2. Presenters must be members of the society. For membership procedures, please
refer to the society's official website.

3. Important Notes Regarding Presentation Registration

S45



o The format of each presentation (oral or poster) will be determined by
the Organizing Committee based on the submitted abstract.
o Due to a limited number of oral presentation slots, only one oral
presentation will be accepted per research group.
4. Abstracts must be submitted using the template provided in the registration
system.
5. Details regarding presentation formats and other relevant information will be
announced on the conference website:

https://actino.sakura.ne.jp/39th/index.html

6. Presentation slides and posters must be prepared in English. Presentations may

be delivered in either Japanese or English.

Contact Information
Secretariat of the 39th Annual Meeting of the Society for Actinomycetes Japan (2025)
E-mail: inqury2025saj@googlegroups.com
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Please access to ‘My Page’!

‘My Page’ for SAJ members is available on the web, where you can update your contact
information, pay annual membership fees by credit card, and have free access to the SAJ's official
journal, the Journal of Antibiotics. Please log in the page, confirm/update your registered information,

and pay the annual membership fee every year. Below is a brief description of how to use ‘My Page’.

First login
1. Access the following URL (My Page).
https://member.actino.jp/mypage/index.php
2. Click "Create new password".
3. You will move to the ‘Password Issue’ page. Enter your membership number (10-digit number
starting with 154)* and registered e-mail address**, and click ‘Issue’.

4. You will receive your password at your registered e-mail address.
5. Return to ‘My Page’, enter your ID (membership number) and the password, and click ‘Log in’.
6. You can change your password by ‘Change your password’ on the left banner.

* If you are not sure of your membership number, please contact us at service@actino.jp.

** [f you are not sure of or cannot use the email address that has been registered to SAJ, please contact

us at info@actino.jp.

Confirmation/update of your registration information
Click the banner ‘Confirm/update your registered information’ on the left, confirm the contact

information, update it if needed, and click ‘Update’ at the bottom.

Payment of membership fee

1. Click the banner ‘Payment Status’ on the left.

2. This fiscal year's annual membership fee is displayed.

3. Click ‘Online payment’.

4. Select ‘credit card payment’ (or ‘convenience store payment’ if you live in Japan) and click
‘Payment’.

5. According the instructions on the GMO Epsilon’s page, enter your credit card number and expiration
date, and click the icon to make the payment.

The annual membership fee is 5,000 yen for regular members and 3,000 yen for student members.
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Free access to the SAJ’s official journal, The Journal of Antibiotics

1.

2
3.
4

Click the banner ‘Online Journal (JA)’ on the left.

Click ‘Get access’.

You will move to the page of The Journal of Antibiotics.

Contents are freely available if you have paid the annual membership fee every year. Members can
find articles from links such as ‘All Volume & Issues’ and ‘All Articles including Advance Online

Publication’. Click 'Download PDF' of each article to read full contents or read it on the webpage.

Please refer to the user manual (PDF) on the login page of "My Page’ for details.

If you have any questions, please contact us at info@actino.jp.

Sincerely yours,

Secretariat of The Society for Actinomycetes Japan (SAJ)
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Online access to The Journal of Antibiotics for SAJ members

Eligible members of SAJ can access to online issues of The Journal of Antibiotics (JA) via ‘My

21

Page’. The steps are described in the previous page titled “Please access to ‘My Page

Please note;

Your membership number and password for ‘My Page’ is only for yourself, a eligible member of
SAJ. Members are not allowed to distribute them to the third person or third parties.

Depending on the network environment, there's a case where access to full contents is not permitted
even though you try to access JA via ‘My Page’. In such case, please contact the RBA Helpdesk in
addition to us at info@actino.jp by email for alternative access method. When contacting, please provide
your membership number and password for ‘My Page’, and specify name and version of your Internet

browser.

RBA helpdesk -The Journal of Antibiotics

E-mail: ja@natureasia.com
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T 3 EMORARRESRS RS, 2022 EE (FEHRERSRSME, S kS
B, 2023 FEE (BIKEZMbAR—L, BEIBIEKSE) . 2024 FE (—BRY —1i6
L, EERZKRESR) OBMEBHEOCRFZHIIV TN RESRTHo72Z 2R LT
Do HIRIAT 2024 FERZIIBIMNE2004 HE Y . BRENIOERER, KA X —HEHf
BT 121 HEDZ L Tholz, BN RI RN bES LEI D, EEBRELRNLE
27D LTCWER, ZARDEITERCThHo7-, FAIALBIZLEHFOAE N T 2 DEK
T D IR e SRR IS RS &2 32 I LTz, S RE Ot 25 TH Y0 | ok
FROMITHD,

EHEL, TOHx LFECFEROE, BARICE 1971 Fi2, HERMED E L ToR#
W (AAMEPRFM) LV APy AT, DEABHICK2HMEORE] LEL
T MESCAE ORI & FEE U7, IRk O TS, R AR, Bk S BV IX B
DlaF, REFEAICETOEET DT, WFFERE, TOERLIMHNRTERELZ,
A NTHE TSNS S T, EEIL. S ORLUR, BERE OB IR o7z,

2011 4EIC AAKRRFE S 25 AFER&E LTHiTEN T Ti@E L Ex 5 (REEE
Ro H R o BAEZTHID TBEREBRA] EBLTERDOZ L2 LIEbNT
W5,

ZOMFHITNS 14 FEREE T, O, PRIERD A ABHELE T R40EF LA F
L LT Mt i L&D O 2025 FHTTEZ BT S,

1952 0 T E Ofme (A DR) ] BN b, FNHEE L TOBBE S
(1985 4F) £ TORIME, TOHOTFENCOWTOREMA, THE L 4£& 5] Tk
TWND, BEAETIZONT, 72K SADTTORHRE~DBNRZE L & ARE~O5
W23 B 72 %

EFX, A0 T BREEAEX D FfTooOHRIIEZEERO—B L LTEBT
BNESE TN TVND,

Z O, FRERERIZEHAADZ L ZDOHKRERDH T, 2 TH, 2015 F0
KAE B ) — VAR - EREZEIIAFESND Z L ThD, HREBEETD /) —
~UVEHZEIE, 1952 DU v 7 A AR LIZE DA R LT b~ A LU DAL ] H
Thb, JEE, THESHEERRE T, [ZA—2 7 FUAIRMNH OV TH Y |
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2024 FIZERBR I N BRERL —EIZOWT

H ARKRR 72 ORI UER B2 Tld, 4 Actinomycetologica % 1 (2T, AIFEFIZ
International Journal of Systematic and Evolutionary Microbiology (IISEM) 7t L CIERIEEK i
7= 18R (phylum Actinomycetota (25 £ 5 6 D) DFLEFEIT L TR Y £7, A MList
of new scientific names and nomenclatural changes in the phylum Actinomycetota validly published
in2024) & LT LIZOTEO IR EE 0 (84~836),

2024 4F1%. 1 #H (order) . 3 £t (family) . 10 J& (genus) . 166 F& (species) . 4 HfifE (subspecies)
DBTITARGRSNVE Lz, 7o, BOMEICEY 37 ERMLORBIZEBITLE Lz, ZHITHED
¥4 75 8 1% new combination (BT DRRITH LUWEA 2352 5472355 13 new nomenclature)
ELTHE L TWET, 2024 FiX Actinoplanes @S FDHEIC L 0 BEI S CTHIB
Paractinoplanes J&. Symbioplanes J&. Winogradskya J& D HE"S S 40, Actinoplanes JBI\Z 8 £ 5
27 TR Z D OFB~BAT LT2T2, FAZEHE (new combination) 2MFERIZHL TS
RERD E LT, o, MB~OBITR EICK Y PANERIT -T2 56 BITHIO 41T
N =2 (basonym, IH4) EIFONET, F7o, BApD94 & L TKR IV TW 0 58REN
—ODFEREE LTELDONIEGA, ELDOLNTZENENDOFHILY /) =2 (synonym,
BA) LREONE T, B ZIX. Streptomyces demainii I X Streptomyces hygroscopicus & > =D
BIfRICH D Z LB OOBNE L, 2FV, ZALDO2MIFRMTHY | ¥4 L LTI

FEME U7 S, hygroscopicus I3MESE S 4UE T, Emendation &1, EDOEMEA ER L TV

LR TFE# (description) | 2MBFD - BIESNTZZ L 2B LET,

[List of new scientific names and nomenclatural changes in the phylum Actinomycetota validly
published in 2024 TiX, LA FOEOIERBNEIZ 2024 412 IERFEER ST o O %4 —E %
B L TV ET, R=UHEIRIOZD, ISEM R Ref 72 & —REVLIEEHEICIN A, Rkl 3h
(VL: Validation List %) & Zi1 5 D& S KL K DFREZITV, reference DL LA X > T
WET,



. 2020 05 2024 AT IERITFEE ST B E O Sy FEREEL

RSN HEREK
2020 4F 2021 4F 2022 4F 2023 4F 2024 4F

New phylum 0 1 0 0 0
New class 1 0 0 0 0
New order 16 1 2 1 0
New suborder 0 0 0 0 1
New family 12 3 2 1 3
New genus 13 23 19 17 10
New species 211 196 178 209 166
New subspecies 3 0 1 3 4
New combination 7 14 4 16 37
New nomenclature 1 0 2 5 0
Emendation of class 0 0 1 0 0
Emendation of order 2 0 0 0 0
Emendation of suborder 0 0 0 0 1
Emendation of family 2 3 0 2 0
Emendation of genus 13 8 4 3 7
Emendation of species 22 30 4 8 6
Emendation of subspecies 0 0 0 1 0
Synonym 17 38 6 3 12
&t 320 317 223 269 247

ST 6 A BEEERS FAR M (GRS AR AS)
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2022 £ HABRERS KFNEZE

B ZEE K OREKRZEY) * 8- FERERFE

" Unlocking hidden bioactive compounds: from indolocarbazole and RiPP biosynthesis to the

activation of cryptic secondary metabolism via microbial interactions "

(The University of Tokyo) Gakushuin University

Dr. Hiroyasu Onaka

J Antibiot (Tokyo). 2025 May 16.



2024 HEJE HAKRRE F R a5 B B i L

AFI G D53 & & D53 FARTSE
—Z DR & ATREE—

A JETT

NS E NS A 9E SR A L A FE
T 141-0021 FHRCARA N X RIRF 3-14-23

Isolation and taxonomic studies of untapped actinomycetes

-The attractiveness and potential-
Atsuko Matsumoto

Microbial Chemistry Research Foundation, Institute of Microbial Chemistry
3-14-23, Kamiosaki, Shinagawa-ku, Tokyo 141-0021

1. ZC®IZ

R AEMIEEDE OVERIRE L COBERE OB, B, A7 ) —=r 7% 7L iin
EFETHSTRIE, ZERTH LW A FF OB, T 7205 £ 72500 S 70TV W ARFIH
WO O A BEET & & bICE ORI N 2N, ROBEBERE Z KO T & B
FEEHCHOA B8 T AUIHERRICAEB UICGHEM A PE LA 7R Streptomyces JEHRK & D & |
BRRNR THRHPED BN DRVRIZIZE D ELS ZEBZ 0, Wb D 2 b [/ DR E |
IFREPIZZEAAE L O FTIZRE ORI END X ICR o724 TOMEFRMRE LW
DLW, Z 2 TIEHIA T MHER D BEEERVE TG O AL 2 B8 6O T 72 W BOR B R
Z I RMRE] EERTDHE, ZNDLDOELIINERET LI2H 2 WITHE D L ITE ) 7215 E
MULETHY , ZHOEKRZE—IZEERE L, £ OEERZIEEHMEICER T 2227 ) —=
YIIZIZMADIRN, T EOIZEIRE LTHEAT 2008 K& 2ETH D, ITHFTIEE
BTL2L 7 LEBRDOEFEMEOHENTELHDOBIEX TEN, x5
ROVAHRBICEMEHEE T D 2 LITRTEREENR 2V, g O RT — 2 N—2
DEENPOERDOA T ) == T ORI ICKREITHER URBICAEESE DL Z Lo HEx i
ETEDLLIToTe, L L, BB TE AMEMEROEIF IC LV Z < OFERBE L,
BERERE L TCOMEILREE D, REDAZ Y —=2 7P TN ERD LR ORITHE
M Z ZICRRL TR ZE T, R~ WAEMRHOE » ML TWeZIT 26N TH
Do

CHIFTE ¢ RGE ANACEIERT AL HRAEMRIARIERT (B RN RC&RITSERT)
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2. JOERE D5 B

BRI DS B 72 UL BERR OB IZ R 2 5, £ 515 U T2 #iT T& 70, ARREN RN
IR BELTH D, WEOWHI D I 2 BRSO D, BIENHIEZ L O TF7D R
B OSHBLL 2, WEHEREY 0 S I3 0BT D e b o DIF L A D TR IRE ] Th
ST, THEREHIAZE 2 D720 THBERS R2 2 OIXEF D Z L 7203, HUBRE A water agar
(1.5% agar, tap water) CTHIREIRDBHAEFT T HAMNICE S, NI 1% proline Z Nz 7272
T OBEREEAE EF OBV BEREEO B RERMA L TE e, LUTIC, 2BERC RS
IZOWNTORITERR 2 W < ORI T %,

1) HHERPRIN A 6 O 53 ¥

8K R LT b NI  WWINE 2k, HIEEMPRINEAE T D, Vargas R. & Hattori T.
&b, MBIz < OB H Y . K 100 pm BLT O/ S 72 FIBRITERAKMED & 0§54
WMIDSEAES 2 N FRAEBIIR E WO THRNIZIZ AR, T7bb, S LT8R > T2
BOMAET DN H 2 EBE L, HBLONIANLH LIl THIWEEZ T, bk
O EZ DI, BWEREEM A2 A7 % 5REeMEE MK (available chlorine 57 mg/L, pH 2.5, ORP 1173
mV; Hoshizaki Electronic Co., Tokyo, Japan) # AFT A2 H 7O TENERHTHZ LI
L7e, THRERZ I X —12MT THENRWERIO 59 5 160 um - 990 pum D H A X %Y
LU, RIEMEBAKICEIET 2 2 & TREHER., BEERIC X VB £ ORI b+
FRLN DGR & FRZh & KB L Tl L 72 (1, A)o MFE, LW — X &7 D wlietk
LEEE XAV —= 2 T OB E“HRE" D5 Gram-positive high G+C bacteria (Z/A1F X 9 &
L7ZFE e QER 72D T, 5 & ST T2 Mycobacterium J&X° Micrococcus JEE THE
T¢ Actinobacteria (Bl phylum Actinomycetota) \Z & 77BN SR % T 5 Z L2 LTz, H¥KFIAIF
& DNA ¥ — 7 = A3 FHEITHRIT T & DRI Tl3 722 o 720 T Z ORRINCIE PCR &
72, Actinobacteria 1% 23S rRNA &{5+® domain III FEIK(ZHI 100 bp DFFAERNLA & D D T,
A ETRHEEZ PCR ICE VRS 2 2 & T Bacteria & O S FAINEZ HESL L TNz
O Ak A W EERRINA OFENDN S D Actinobacteria 3Bk % Hels U7-FE R, B2 5
PFEND 2 2R LTz, 2 ORHkE 227 ) —= 7% T ARRD b5 R T
MRIREE DAk CE R Do 7223, D LO LR THBRO LN T RVWTZE LB 2 T

A) B)

washed sterilized ground cultured with medium
—  —  —- —  ———— |so|ates
DW  70% EtOH 1% NaClO

Plant root

C) Isolates
Soil cultured cultured
samples 27°C, 2 weeks 27°C, 2 months

1 R O oy
A) HHERIRIN 2 5 03
B) REDARN 5 D5y
C) MR L Do HE

Electrolyzed
NaCl solution



5o

ARG T HERRIN X 0 538 L 7= Rhodococcus jostii KO1-BO171 226 1%, U ETIEMEZ R~
LTGS2 AT D7 F R lariatin BRERH SN 7, @1%753%f_gbf:?ﬁ§%f‘%é
B A7 V== T XD MEROHENERD TEHRMEDH 54 TN % KREIZERT 25
D ZERICON - TE I,

2) T OMA S Oy

— R 72 T DR E & 0 BET 5 £ 90%LL EDY Streptomyces JETH D, Tid Z
TS e TR DT | LA T E Tz, DEHRZ R OIRIZT 5 2 & T [FDHHkE | D4y
BEZ I L QORI E 2 @I BB o 72, X 2 (2R Le £ 5 IS5 T D B |
D3 Streptomyces % L[V FEES L. T 16 slEI B IAWSHBEOREK DB DB S v, 7
BEFEIIIRD LB Th D, BRILTCARZUEF L, 710%=% 7 —/L 143, 1%IKRIEEFERET &
oA 1 OIETREKE R, € OWROT D D58 UIRE Sy HEREFHICIN A, 27°CT2
AU EREST 2 (K1, B), HRINHEELE FIEE. FEMAD ORI SEET 2 A TH 5,
ZIZTC, 2 r HDOBEEAREICLEER E LCUTO 4 SN b5, (OZEREM &y
YU NERRLEZEICEY an=—DAFRHE S 7z, (2)1% proline #SHI water agar
Z DTS CEREODHER A2 R Lz, G)Streptomyces D X 5 7o EBEWERK R HE RNV 72
molz, @REHR TOEEN DRV HB o =—Hn3 Iz bz, Q@IZoWTid
P TN THRBED Z ENEZ 50BN HON TR, REAFEIZE Y Streptomyces J&FRREE 7
B Lzl bExbND, @IIFERRTH LM, TN O BMREZ 0BT 28318 1 g
HZY 10~10° an=—OHHRLHE L TIHOERT L— M 100 =7 =—LUF OB
272D XIS D, L, MY o 7V TIIEREICL K 5 &9 25 EROD D EiR

Phytohabitans flavus sp. nov.

T Phytohabltans houttuyneae sp. nov.
Phytohabitans suffuscus gen. nov., Sp. Nov.

100 Actinoallomurus liliacearum sp. nov. Phytohabltans rumicis sp. nov.
Actinoallomurus vinaceus Sp. Nov.

T Rhlzocola hellebori gen. nov., sp. nov.
80 . ..
Actinoallomurus radicium sp. nov.
R t\
8\3 60 Streptosporangium oxazolinicum sp nov
(0]
e
S 40 \
(=}
L
20
o, ,,
45 6 7 .
Tt e L, L
Plant 19 20 2= u Acrocarpospors
Source Rhizospheric ¢

soil
Ref: Matsumoto A. and Takahashi Y.: J. Antibiot. 70: 514-519, 2017
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ETHLAEN DT OMNRE TOMZER L2 LRAEN LD TIERWNEEZLTND

REEERICOWTIFRE T 508, HETIT 2 » AEET 2720 ﬁﬂ%k%iwumP<%
WAIR L TS 2, 2o & &, 2BM TORBEK & XR RS TZHHRPAEFOND Z LB L
72 HEBEEOKINFEN LD L7, KFIEIZ XY Phytohabitans J& °.  Rhizocola
J& 9 Actinorhabdospora J& V3 X O Rhizohabitans J& 2@ 4 #H g (X 3, A-D) #ILUHEHK
DFREOFFAIZE ST,

ET, 2N OBMREITEZ THEY T T—HMOIZDIZED L ST LTERLMZ L TWD
DIEAH D, W L IERMRITH 2 D0, HEITEET DR K fElRns & ki 7o i
RO, ZOEZDARACT LMY EFE T TR TLE-T, —T7. wHRIbEHm~—
ADEEFE, physicochemical screening (21 H S 4V, Actinoallomurus fulvus MK10-036 225 12 B
Bt~72 17 A R actinoallolides'?, Allostreptomyces sp. K12-0794 /15 22 Efg~7/ 127 A KT
& % hamuramicins'®, Polymorphospora rubraK07-0510 735 hLosxg—R 1 3L 70 Y=l

JIFE 2 5315725 trehangelins'>, Streptosporangium oxazolinicum K07-0460" 7> 5 44> —
Ve FT =G ﬁ@#é%%ﬁf%é spoxazomicins'®72 & DFHIME DI RIZ D723 o T2,
IhoiFning @EOEMENERIEL LA ) —=0 7 “Cﬁ’)ﬁ)o 72H DO TR,

B AHPEM DO APER G D7 [/ HRE ) %, 4 OFERIZE L2 7iETREIC
B L., baW % BEEE ., ISR RH SN b D TH S, HTS (High Throughput Screening) &
(ZHER D8 LOMERE OIE RIS S, AEM T A7 7 ) —ORENEZ ik d 5 &
ST ERo T,

A o

Actinorhabdospora filicis K12-0408T

Phytohabitans suffusucus K07-05237 Rhizocola hellebori K12-06027
D E F
Rhizohabitans arisaemae K14-02477 Longispora albida KO7-0003" llumatobacter fluminis YM22-133"

3 BB O EAE M T E

3) EHIREERIC X B0k
Janssen P. H. S X HEEREI NSO T U 7T OSEHCBWNT, DB L — b Foan=—¥
ZRBEFEFCBELIGTAZ L EZHE LD, 220, i lEE A2 BE T, AF
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DBVBHRE OB i A T, — IS, 2 BT 1 L — bl it an=—23HET 5
REICTHE LT L— b 2ERT 208, 2N TIIAEFTORBOEOHBR T 5720, 21|
BIOEET 1 77— NI 5 an=—PFICRD X5 CnB7 L— &R L, 2 BEEERL
FRICHBLL T ban=—Dh%a 2 r ARICHEEL. (K1, O, MM 2 AR TR O
emolzan=—nNHE LT 5, 2D GLHEHE Actinocatenispora sera KV-744" %15
7=, FEAD vsera” LI BV ZEWKT ST 7 UREICHRT D, FIIAREITHRE L <
HEO TN, &R LI —HEBNEZEY Actinocatenispora J&DFFEDOREIZH A Uiz,
WIRDAEBBENC LIz, FAOFFERE» > TIRIROFRE ThH 72, LnL., KEiE4
D LB @EHEOERIZB T DAEFITENS, REHBVIRTZE T2 » AT L 2 L3R
SHET B, AEBDERER Streptomyces F DRDFEEEZ MR 7o Z & TABENAIBEIZ/R 572D
D, 8D WIFARRDBIMEDS B DEEHD FdL72 g, 2o &9 2MRIEZ < O BRI Y
TixEo7c, RAIMHBBEZE2 —2DOFE & L TREERIEICIIRE R BERH 5, ik
PR BT 1~2 B ET 2008 —KH7TEN, o LRMZET 58O L FET 5 DIEM
EWRW, KA OBESRZE X 2 2 038 LWBERE ~ & D03 %,

4) Patulibacter JTHZEE OZEP7HE

B B RAT DIEMMBREOREIC LV B S W88 Patulibacter minatonensis KV-
614" [ ZHE} Patulibacteraceae & L TGRS 2, BIETH 1 B S ERAMOLA TV DHIZIBE
T, WD W BRBRE” TIiL7Z < phylum Actinomycetota O DR 72 pFERETH b,
Patulibacter J& % & 15 Solirubrobacterales HH F72 7 Bt 8 ook S5 25, 1IERUTAGR
NTODDEFLTN2ETHD, 2T, 2OV 72 Solirubrobacterales B HRED /3B % B
R LTo, ZO5HEnE & L COBEROER @07 L — PO @nlan =—0ik

1. Selection of isolating sample I:> 2. Selection of isolating plate I:> 3. Selection of isolating colony

Soil samples Replica plate Original plate
PCR
l F: 5-TCAGTTGGGACGAAGCTTC-3’
R: 5’-AGGGAAGACGTGTTTCCAC-3’
Soil samples v E,C:zllgc’:tis;n of colonies 5
M P 12 3 4 SoSL SN NN ¥ Colony PCR
Colony number
M 1 2 3 4 56 7
E ¥ PCR
= —  |&500bp Plate number
—_ M 1 2 3 45 —_
M: Size marker ; E [a— ‘ -
P: Patulibacter Isolation — 590bp -
minatonensis - M
A/ - \J
- Target strain
+
12345 Selection of colony

4  Solirubrobacterales B BIFE DR 7
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W D3IAT vy T THRMHEET D2 25272 (K4),

2000 FEDOHIFH, FAIZE S TERERAZYT ) LENTBES TR0 T, A 72 Bk

SYBET A T2 OFEIOBRIRIZ . Solirubrobacterales H @ 16S IRNA B FEEANC IS < KrH
77 A4 ~— (F: 5-TCAGTTGGGACGAAGCTTC-3’, R:5-AGGGAAGACGTGTTTCCAC-3’)
RO, ETII0EER & 72 2 TEOBRINZ R AT, AFEICLY | 86 Ot DNA 2 H
Wiz PCR THI 70%0D HHEHIZ BRI DO RIED AN RIR S LT, 1id THb 72 L ek L T
wk@f:@ﬁ@ﬁ%@iﬁu%ﬂf B RS DAFAED /RIR S e BB Doyl %
RAD & e U, mBESRMCKAFEL CHHBlan=— 3825 b, an=—lEL2 AT 5
MW, EDL Eb\@éﬁﬁgfﬂjﬁ?é WEL TRTE oo, WIC, mBEL— 1k k
TOar=—DFROA ML PCR IZTHA L, T hbbii4ioan=—3HEl L7 L
—rOVFI BT V— bR TTER L, an=—2/FFSEE, toan=—z
£ PCR 2T Solirubrobacterales BHEIEN 7L — K ETHIFE L TWA D2 MR LT, T?T—ﬁ
MR TS L= DAY VI NT L —FOeEan=—%PCR L, AL T 5EKROIRG
R LTz, Z O5BERKIL Solirubrobacterales B Conexibacter J&® 2 i H @ Conexibacter arvalis
KV-962" & LCAR SN, BUELARBIZ 3L MONTE LT, MR EENZ TR
LR THY |, #HY L TSNP AEIZIETEN TR 5, REHTH D 35558 flae CFIH T6E
REREEEE LIRS TW D, (FEEUE 2025 4 2 H BITE)

53 FERIFSE
1) AMAaEE O E AT
e 4E T & D 0Bk 2 BUS T2 O BRI EZ 6T LT, ERIIA 7 U —=
/&ftybbk%_owf%mbfwt# PAEIT, 16STRNA AR F-BLH B BTN
(ZHERI T & 2 O THBUEN @O BER Z G S ORI # o 7e, "z IEL <
ﬁb‘iﬁ‘fé ETRRDIERIZEZA BND, EORE, FEEIC %%iﬁ@ﬂ?ﬁﬁjﬁ BB S
ZENTE R, HREDRE L~ VOMEICHW SN L RBEEEIC R DA HE, a8
@%ﬁ%@%ﬁ\@%%@ﬁﬁ\m%@@%@@ﬁﬁ&e_mz\ﬁﬂ_ DIYEFIT R 7 B
ANT-EITHARBEFR O T X WD Streptomyces J& TlE LL-DAP %, 2 < O AV R A X
meso-DAP Z#H T2 DT, AFEEDORIEIXZEALEDFZEYT I/ BOFEL T TTATH
oo LU, Z< O [H/DHHRE ) D8 S DRMUIZEAT 5 & MR T IC & Db
SEOT — X EREPHER, JFETIEA YTV A Rx >0 U UARE. BRI, MifalEc
i«7%%7)ﬁ/’aihé?:/%@%b?i/&@?y»g®&47 LR HIC
B ENDPEMRA DI D, BRI TIE. GC &, 16SRNA #is1123E5<
SR, S B @@Hm’iL%ﬁk@ImADMAA47)§4t~Va/ﬂ%w6hto
A TILRHMNT S DNA OMFEMES 7 AT —2 bR SND K 927 o 7o, BIFE, H
T AR THEESNDEOKEE DNA "ML E E S5 DNA-DNA A 7 U Z A B —2 3 UIZid
EERY g
Micromonosporaceae F: AR E TIiX., HICH TS0 LZ 4 BOWN
Actinorhabdospora J& % % < Phytohabitans J&. Rhizocola J&. Rhizohabiatns J&D 3 J&, S HI|Z
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Longispora J& *® (X 3, E) O#EEILHEED > TV, Z Ok THolafieEn /b 7s  EBHEH
WRELTWD EFEKL, REMO—oODEEL R Z LA HIEL, MlBETF 7 U %
DT X BESIENTICER O ALA TS, 7T DGIEME OMIBES TS R 7Y I ix, 7Y 0
VEHERTTF FHIC I VRS BEEZ TR L. T XV BRICIIYT I B EEN. 20
VT X BOMEEPBE D OBRERBE CH L, EHICEDOMOT I BRFED 3 EEE
ELTHWONDZ Ebd DN, ZFORIEILY I VBHAROE VL GHEEINL TV, £
T BREONTF R U D AEEEMEES 5 2 & TREBISEVD AHERWES S 2
& Micromonosporaceae FHZJES % Micromonospora, Catenuloplanes 35 & O Couchioplanes J&
WA BN SRR B o 7, MRBER T R 2770 J1 o 2R3 L. 6M HCI, 100°C T84
KGR, 7 2/ B AR L 2 B % L RIREIC, 4M HCI, 60°C TER/Y K iR %43 C
FDLA F72i3 PMP (ZK 5 T~ LCMS FEITICE D . T F R FIASXTF R T b
T RTTF R L UNE L OREG 2R LSRN 21T o 72, T OMRILT I/ B H D
HEMY OEE TH T2, WRAEDXTTF KT U B A I TE D Z bl
DT F BTV Ty OFFHTIEPTENL TE | FPk, 28R TR LI O3 RIS S 20 8ICTE i
TEHLEZTND D,

HIEE D53 ¥A1% domain (R A A >) | phylum (F9). class (#f). order (H). family (£}). genus

(). species (f) DPHARSRIT/IT HID A, I, 7 DITED RBMAT AR & 72
0 R DR LS 2 HEFE ST 5, Domain Bacteria [XFF530%H &AL, class Actinobacteria
&R AT OB & BT K & 72 7V — 713 2021 45 IEUZ phylum Actinomycetota & 73> 7229,
T DINBARLNDIERITEKRTH L3, RENLITT ) L EITE R DG ARIER1HEH
N5 EELTND,

2) @ Humatobacter DFERE

WA AT 7 7 a P —#F7EET (MBI, 1988 4Eg% 7, Hi - LR KFHEENS AT 7/ ay
—ZOHFZERT) OAEma L7 g O GHERE THFENZET D Z L1240 | class
Actinobacteria (Bl phylum Actinomycetoa) \ZJ&T 5 b DD HME & 1=, T LARIHO
Patulibacter JEIZIT < | ITRIBA R Y72 B2 WERICEIR 2 R H 35| 51T L7z, 2006 £ Z A7
ST LB DEGHITEEZ T T2 DODOREE LR DNT-DIIEEREEZHB L THHTH-o T,
16STRNA B FIZEDS S KM TIEH L NITHIR, HDWITHFE Y 7 A TH LD T, EIEITE
WMBEEPEESCIFRE, AFMEIR 22 EO KRBT — X OB Z TIUZR OO0 BN HEL W,
ZNHEEERO—2THLIOTEIUIZN TRV, L L, L0 TG O F A &3
WL D, ML LT 3RO D bRbEBNRIUZ 1 BRTHIEBHHE llumatobacter fluminis
(X3, F) OB E D EFENTZDIE 2009 178> T P, 5 2 L IAE 2 Hifl &3
NRHED TN 2 B E BABRMIREN 20-23°C &<, EB AR CRIFREEESMN Y
PTEARNEEDN AL L7, f5R. 1 BRIZFERFARA 200~300 % 6 M HE L 2w =—%2%D
LB LTWND, Loo<, mxXEfmTsE, =7 4% =75 IDNA-DNA A 7 U XA
B—va VX DMHEEMEE T L DI EDa 2y RS TE 2, FO[REIZIX DNA-DNA
FREMEDS 70% LA & DEHMERSH O | Z OFEEL G2 THEN 720 2 & TR DO KD —D L 72

13



%, E72. 16SIRNA BT DT —FX—ANFKESTLHH, ZOHHENHE 98.7% b £z, [F%ED
FUEL LTSN D L9 o TN 9, 2010 FFIZZ DEUEE 97%IZ T 5 & L DO
HEHHTWE D, MEO 2 BRIZEITLTHRE LI 1R | B L fluminis YM22-133" & @ 16S
rRNA Bs T ORFEIPEIX 95.6% BLN95.5% &+l -7=23, 2 A #REL LS &7
% &2 D 2 KM OMIFEEIE 97.7% THY 97% % klo7-, KK/ 57 <12 DNA-DNA
AT VEAC— a2 T uREtenZn, YRHIEE Y = v N TEBET LR, EhE
THERDERBEOBHEENLIEZ D20, 2T 98.7% DORUELZ S| L Cls 125 ST
ARG > T, T 4 X —Darr Mibob b Thotz, LvL, 2 A2 Madfi
Wholz, TN 77 2SN HWTIRIT T2 X 512, | FET b ORITREZ, Az
1T BoiE S H T R R A 45 7 ) m P —F%  Z— (NBRC) 1T L - TH / MRk
MFET L TR, DR EUETY ) AT — XIS AN, TV EA = a vz
WZER ST RTe 2 R hoTe, LI, =27 4 F—02 b0 a Xy MNEb & NBRC Oifi)ll
Bt REEZELICBEVT D &RV 272 & 9 <IT ANI (Average Nucleotide Identity)
& MUMIi (Maximal Unique Matches index) O#fERZ Mz, LFIZA > T2 7z B TR,
SHIN, £ TS 2ESNCEEDS S A EiR & 2o 723, M3 72 < &b phylum
Actinomycetota COHWEIFHIDO T Th o7 LR L TWDH, RROAGRRIZZ O 3 THER S
nCHH (2025 42 ABIE) | A7 BEES IE L < SN MBI RF SN L B A
LTWb,

4. 16S IRNA Hfn 1% FA\W 2B o 7V O s
SRR AR T E R WUEMTRIT 99% LA
R EFEDLIVTA LW, KHIHHHRE DER
RuEAT O EPT“ﬁ&%%a:ou\fu\za:f &
I IRDN, L OEERITKTT D EIE AR
<. j:i%%ﬁ”‘oﬁ&w‘?l% THET D & FIRFIC
[—Y > TN HONWT, IFERS IR -
T AB AT (16S IRNA {51, VI-V2
fEk) AFEmLZ, 2 HEICHEDD
phylum Actinomycetota DE|5 13K 60%
6 LN 45%. phylum Actinomycetota \Z /5
W5 Streptomyces J&ITIOT ) 3.3%F
LN 0.7% T, BABRD LR ED
L& -T2, ZD 2T ADBITIE
Y T T T X5 EHEOMIRHE & S HERk
Streptomyces 75 51 ¥R 46 Bk (90.2%) 35 L OV 100 £ 98 Kk (98.0%) & . Bk E L Cix—
MR EE 2 s Lz (IX5) 20, b2 B TV OffiflTh v | & s TN Ot S
16S rRNA i85 7D V1-V2 ik (8 300bp) TH 2 7= OREBIZME L7V 23, EECE T
“HRE " H L < 1% phylum Actinomycetota \ZJ& 7 % N 25 AA1E L. BIED 3 BEE N
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Streptomyces JBIZIE L TV DIZIHE RN L 2 BTF0R LT Y | BBIEOEEMEAZFEHL T
W5,

5 BbVIZ
I A 277 7 MEATIEE FSFIZ L CTODMERWRICHOT N TH L0 E W) FEELEX
DT B, b &#F 2 Tz Solirubrobacterales H HEMKITEREHTIZIAS FAET H 2 b0 |
Streptomyces JEIIHRE O TEEIRTIX /W2 E &2 -T2, T T Streptomyces JE LS D
BRE % [P HERE ] EFEFATRWDIEAS S, ZIRGHIEEY OFi - 72 BRFER E LT T4
DIEREE ] OB D 2T E 12, MEERT ORI RIL. & Mo lEEE L TRt
TWHDIZOLTNTHHLZLERLTND, LnL, BBEHEMIEEME ORKER E LT
DR O THECEE D D D T EH & IR B> TE 1o, s oER, it > 7
— 2 O, BIZFHEROFIM, £ LU TGEETIT Al BB AL TE 2, KEICEEL TEEY
Z HEER T L OG22 U E T DR & 97 )N FRE S v, AR BRI T O MEE S b kS
MEEPFESHDZEHAREE RS TEZ, LU, “BSETE A LIIREIVERETHD, —
TT, RO LI ICKREOEZE—ANIHEE L TRAY U == 74 5 HIEIFEZ TONRT
AUXDT 220, BERIEZ A ICEZX TRICT 2 DOITEHE L WA, A F TLES T, DEOHRE
WBTILEMDORIENTE, ¥—F vy MEAWNRENZTT ) DMEHR O BB IE 52 &
HARARETIE A< Ip o 7o, HEEL 728 LWMAE OTERIEDRZE D> T, 4 F TIZRWE
EZ BT 72013V L THEFE L TEOMBEZ ML Z LN TENEL < DIF#R PG L
2o
HRFIH 722 B 2 FTR A TR T E ORFRIRICRIA T2 72 D12 Kk & 72 0y BEIRC o0 BTk 2 5K
Fr, BERICKFM 2 BT RIS HE > TE e, — RIS, Streptomyces JEFHRFIL 3 H b 1%
BTIVUIER AT 2R T, BRSO L0, [HDBHEE) OFTE < OA&FEYE T
HV% Nocardia JEAREILEAVE D 2-3 fERERIN DD Z & 3%\, —J7, fME ORFERED
E. coli —WETRIFICHGET 5 Z & %% 2T Streptomyces JBHUIRE D55 TH Z OF
DR ZET 5 Z LI/ %, WIFEATEB NS JAMSTEC) 13, RIBHERIM DA 4 U 7
7 B — B AU 8 L C 7 — 7 Prometheoarchaeum syntrophicum MK-D1 D43 BfEIZ 52D
L. # kingdom 723EKFE &7z 3030 FAN Z OFEEEZ M- HOEEIIRE VW, 7T—F7 Th
DO THIE & T 25 2 EBRIE LW E 9 2NERNS . ARRO AL ORI EIEAY 14~25 AT
bole, REEBORHZEERETH LWV Z LT HIEBELEZXRTNTH L DIFELN
RN, TR, REEEBOEE S ) AESINIRE 4L, SeqCode 12 L D FAKRAMBIRE S LT
% P, ESTEFICHEE, BERSLENE I DT LWERTH D, L L, REEEOME
o, BER L, R THEIMAL EBICELIRGFT S Z L, fRkoBEERIEHIZK
EERETHD,

6. HiEF

AT T X TR R TIT O DTH YD | TOWEZ 52 TV & LI KA
AEERARIRE BRI EH R L BT £, 72, =20 TIHRBWIZE £ LiomfiE
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FALBRRFAEBIRICIT, HITH LN Z L) BB 2 H 52 b o TRV EEE L,
S TR EHB L BT E9, RUFSEARIIFHAEMEEME ORBO—BRTH Y | HHE
Sek . HEEPESEA . HRAEAGE AL U oAb BAFSCET KIRMAIEE 7 L — 7 D I 73 & T 4LH

LEFDEEBIE, — B2 LN LHICTIYMALMHHELFAERK R LTI LET S
NIRRT D2 LW LR £,

HRREFERTIE, RETHRETDEEDEEFTNORBENTWVIZTEE, ARIAILE
TWelEEE L, F£72, 2000 F0lie HHESE A2 RISt S v o7 THORE Y — X%’:%
z 5% Tk, EEFOEMRZEZ THEARCEYOBRERE L TOBBRERR OHE Y FE
MWEILSLHDXBHV ET, TIWXBMTELIETRWRDLFME X TWEExFE L
7o %< OFRBRE OBERRIZHBILE L B ET,
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19:00 ~ 21:00 ZREIE

9H4H (K
9:00 ~ 17:00 %

9ASH (&)
9:00 ~ 16:00  FrRlEEEEs, HEEERINESOR R
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SRS 20249 H3H (K) 19:00-21:00
DY IRTIVT T e )L RERR 5 B (https://grandhillsshizuoka.jp/)

=8
7TH31HET 8 H 1 HLIK
E£E : 10,000 [ 12,000 [
FA 5,000 4 7,000 1
=B - 13,000 4 15,000 M
ReR\EETE

Dr. Jae-Hyuk Jang, Chemical Biology Research Center, Korea Research Institute of Bioscience and
Biotechnology (KRIBB)

Dr. Wasu Pathom-aree, Faculty of Science, Chiang Mai University

BB K UGHEEE LIAKER

1. K& =744 b (https://actino.sakura.ne.jp/39th/recruit.html) X ¥ . SH0 - FEE &L
TREWY,
K H LiAZ, EEESRHOMEIA 2025 427 H 11 H (&)
* RESBIMOFEFTH LIAZOFKETIR 2025 4£7 A 31 H (OK)

2. BREFFEFBIEWHETCWELZEET, ABFRIIIOVTUIFRF—L—T%
TRETSW,
3. [FEEEHHAICEI T 2 B ]
s ORI (HEE - RAZ—) 13, EHEEZ S LICKRFTEERITIVIRE
SHTCWEEEET,
s RERAT Y MIIBY RSV T OT, 1HEEHT-V O NFERREERIL1EE T
ESHTWEREEET,
4. HEERIL, KEBEVATAIHLT T L— e v an— KL T WEB Bty A
TAMBAFRLTREN,
5. RBEIXNOFEHZIL., K&V =794 b (https://actino.sakura.ne.jp/39th/index.html) |Z

TIREHNLET,
6. HRRATA FBIORNALZ —ZIGRICTER L, BRSHITHAGE - JGEOLHHTH
BOEE A

BREE

2025 R (BB 39 [Bl) A AHRA TSRS FH R
E-mail: inqury2025saj@googlegroups.com
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2025 E HABRMAFZRNEREE ORE

202544 H30H
2k LtH BE

HABHRE 2 E, Taio X 5 1IC2025F  HABRH AR EREE ZIRELE L DT
AT CHEERL £,

HABERE A AANE (FRE) B X CHABEREAAED T EEHE covwTid,
H, iEA, BEEB LU0 oRBEDSHEET 2 LA TE T, HARREYSERYE F
RENE) L OHRBHE A BEEREME IOV TR, BEDEO TTIX oA
BCTE5ZLIlhoTH Y ET DT, 5H%d, BB CHEZBHOHEL LI LT,
[(RE (28 ]

EE OET K @EHRELRY)

(R IC 3BT 2 7 F 4 VERER Y 7 2 BOEABEEREAE & Mg EELE S~
JEH

Chigzh 7 E]
GH T K GRERY)
N FERRBINTZE D S A A = 7 HE R E 3 & OB BUEBE Y E o FE R &S

(EEE @FERBE) ]
mikE B I (BEISRS)
[TBORR TR 23 AR E 3~ 5 — RARHEEY D L bk X OBREMEOIE R HIE L 27 S A N4 oF

o Y — 5 |

A OEM K GERRY)
[ B S altemicidinEi 5 X CMlincosamidefE 4= & B EE L RE O i EHERERZAT |

(&:3%)
HA7 L
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TR
The 5th International Conference on Natural Product Discovery and Development
in the Genomic Era

2025 £ 1 H 5 H~9 BIZ 5 MH®DBFME L 72 % International Conference on Natural
Product Discovery and Development in the Genomic Era 23K[EH U 7 4 V=T NH 7 4 =3
> Manchester Grand Hyatt 87 /LI T, AU 74 /V=7 KFrH B/ AKD Yi Tang
B, W) 7 N=T KEY T 0 =IO Bradly S. Moore #d%, A U /A KF 0 TKD
Alessandra Eustaquio (%, =% K5O Jaclyn Winter 4% DO A4 — A4 A CHfE S E L1z,
REBWEFITET DEBREFE T, 2023 F£0 1 AIATORIZHIFIRE & RIS, KEO
Society for Industrial Microbiology and Biotechnology (SIMB) & H AR 2, #HIE D the
Korean Society for Microbiology and Biotechnology (KMB) D IL[EIBH{E T, A ENL 17 » H 5
ARF 215 £OBMENRH Y £ Liz, milEIRESE, o v oA L 2 EYYE (COVID-19)
5 HADOBATRE T LA, SRR TIHRISRI b HAE S, BHISHIMNER TX SR
WCTORETH ST & BnET,

IR, 2020 4/ —~ AL EZEE TH S Jemifer Doudna 2% () 741 =7 K
FN—7 L—F%) 12X % “CRISPR Genome Editing: From Biology to Biotechnology” & & L7z,
7 ) AREICHV B D CRISPR-Cas9 X 7 L 7 —F OREE S AR & Al aE 12 B~ 2 HEH
WEHAD Y, ZOHEMELICI A 2o AT RS TADAL— IRELNE LT, £, &
DHNG 6 DOE v a THE 45 FEODERENH Y . 4 HEICE> TABALZHE
R KT ONE L, ZORZT—2DORGTITONL 120, BEITHN WK 5 72K
RCF O # 72 B OHRAM 2N TE, AMREROKRZERVES 70 F L,

HAD G OABEFERIT, KA B BB K 5 ~TF FRMEACEESE OMEEREREMAT IC B3
L3, AH W— FAEOXTF FEBER OIGHIC X 2 IFRVEULEBE R, A Bl—
BS SeADUEET VT b A RRIN O LA A ORI B 258k i ER EAED%
WHHERR Y = =T LB O EG ORI T 28 L1 H Y . RADRKIRWES
5B DB TS H RN EELH IR HETORRD T LE L ZZHE LT Th
SlhEBnEd, £, RRAY—FRRICOWTHLREZERE VSR ED 112 [HE
NV JEFRREREMTONE Lic, RAZ—RBRTIL, Ly a b LT ORKRR
S —EIT® T, BARNTIINENR S A GUBRFEAIIZEE) N XEILE Lz, B
TEHITINET, . BERZ LT HEAPDL 204 b DL OSMRH 722 L T,
RRICEAEICOW T, AT R0 5 HORBRE~DIRE DM N o722 & T, £<
DHEDPFEROER /O, ROBBREMOIZOTII R0 L BnEd,

A, AL RAZ =25 DETE ORERD, BBEHRORAMET 26D THY |
R O EEMEZ WEE > TOVET, BB EFTIE, ZHIVETO, B0, BIRTFHIZR T
WA NAFA T =T 47 A AEEBUET. o TEWF, MEEWT MS R ED
I DER 57 B TOMEHAN 2 A B D TR A & 72 D | R OERDO X v —
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Nt ER>TWET, 72, SRRy 77 —2 b0 iR, B oA ) —=27
Al ZAWTIFZE 72 EDRFENEL L A% ORI FE DML DOER %2 RI-ZAN” LE Lz,
72BL WENX 2027 A1 A 10 H~ 14 BIZY > T4 2T TITbb PEEDZ L TT,
WEIHHHIZ T SADH 4 L EHEBFETEHZ L2 LACLTEY 7,
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% 74 Bl H AR E P2 RES
HIRF: HIRF:3F0 6 4 10 H 24 H OK) 13:30~17:40
Bir A B RFAHET v /SR TIFFHT— 12 3125 REERBIO, A T1
(Zoom)
SN ERE: 29324 ArT7A4334

AN =37 AN
1. DY TR HFEI AR D EER
i GURRFPRKUEHE ST
2. TRIFRIRET FROBAFE L& 2 /R EREREFRMT ~D I
g R (B BRFRFPLEFIERD
3. [SHRANMR LD T &~ KRB L BRI L AT 7 e —F
T 1 YEFRIET/ RO KRR FRE)
4. TTHREEHAI LT~ 2 3 S CHDDNT T DM E « 28 A O I RO )
AR thi— (RO KRFRFPER G SUEFERL)
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RHEEE
St THREE BRI AEY D LSRR
T2 ¥
R R R KA FERT/ R B 5T SRR R FA JE )

HIERAE BRI, el o7, Kb eSSt x ¥ —%# &L TRZL T
WD, MEERE TIE, BEOITO A R EBL TR T O bR E N EESI, Yo
B CHFLEAERERICT R F—NATe, LINLARRE, o K= RLE —TEL
B | RO DA e A DR I35 2 < E BT 5, GFP A&z
FIL DT BB AN THAR I BLCUIRZ L L TR/ NSV A THD
IHE 2 ETHD, WLEDFEIKIEIT 3,800m THY, KFEDIFEAEE D DZEMIT KL
HDJEDP7RNERZEM ThD, ZOZEEEBET DL, 0DIFE | WHETIIFILITRALID
ARERRR B RN ZIEL VI ZENR G B TED, TR T, EWFR e RE
REBRENT LR DERE S 2 D250 ? <D NIT, FHITED D FF 15D THRBI 7R
BEEETHY . ELWBIRTIEH DM, WIEARRRICBIT D EEE &R WG T 57259,
— T, KO RLJED 72 WEMICAERTHREBEBL T2 &0, OISR
EHERFT 2R HHTZAI D 2 1 AW LI A BT 58 DIZEAE N B EFf>TH
Do Flo, FavF o7 raynisrFav s o TENEBOEXTELEVIOF LRI, <D
MNTHRDOZEEL TZTF ANLILTND, ZOFUEL, AT E T EBNDLEVIRTTRICE
DD, HFEVEDLNDHI L7 EL TRASNTNDRANL TWD, ZILHLDZ &,
AERERICBWTEDDEV I THEIENIEOH, MBEIZG T HA A— U VG EEE NG
WZEZRIBLTWDTEAD ARIEE T MHER MO T THRICHOCHIBEIZIER L, 3
St oA SR ERRYZRAITE 2D | G O EFI A RRIZ DUV TR IASFE T L 720,

2235 3CHK
Susumu Yoshizawa, Hajime Karatani, Minoru Wada and Kazuhiro Kogure. Vibrio azureus emits
blue-shifted light via an accessory blue fluorescent protein. FEMS microbiology letters, 329, 61-
68. (2012)

Illuminating the Ocean: The Role of Bioluminescence in Marine Life

Susumu YOSHIZAWA.

Atmosphere and Ocean Research Institute/ Graduate School of Frontier Sciences, The University
of Tokyo
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FFRIRIERTF R OB LZ I BB REMRT~D G A
g R
(% E B RFRZER - L RFEHFER)

A SCERE MR L D2 o S AR FERANI N AF MR L OVE LB AR TR T
HO AT T1 - ARG NT TR ILKH AT E R EFETED L, A X B
TR KRBEFRNT D ERLICE DR 2 225 CHEE T 5 EERFREO — 2> ThDH, EAIL,
B 718 By B — RO R 2 R TEA RCR DB S E A, 2R i b RO
BT AR —EALE R L TEY LB OBE T E &RV AT L CRIASELIENHSIC
7o TETWD, Lol ERBRICIK, A7 ae—2— bt baR 2L TheEnE
PEMEAMEWE A RDY, ZNSITEER LY L R E LIS, SHFZES v —7 Tk, KIGH
RO FRER ORIV THEE Bl & XV DA FEME A I SGE T 572010, N R
Ser-Lys-lIle-Lys (SKIK) &) 4 7 FEINSIR DT FRET AT INT HF1EEBFEL . i
HR G IR BIRR DR O [f]_ EXETODZEEHLNICLTERE 1), HBlbld, KBEREH .0
(2 DRI L ONE FH i O BARIZ M TR 2 TsY | SKIK 22 —R 328 51
TIERLAATFRELTOBESINEE THLHIE, N Kl TR CThORI AR T 2L, #l
IR AEZ T LI TLNDERE Pro 7T RESIZREIER T 2FRIEHERZD
HEDZEREEWHLNLE 2),3), BUEIL, SKIK OXHZRFHFRIEHEREE A 5T FRDE
SRALFR LA F O A B L 22 B DA FENZ ] S DT DEATBIF A2 3 278
STWD, AFEE TIX, BIRIEE T F R X ERESRERRAT ~ DS IO W TR 5,

BE R

1) Ojima-Kato, T et al. (2017) J. Biosci. Bioeng.123: 540

2) Ojima-Kato, T. et al. (2023) J. Biol. Chem. 299:104676

3) Nishikawa, Y. et al. (2024) bioRxiv. doi.org/10.1101/2024.02.28.582505
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FRAN TR O T H & I~ CT:RREE (L ERIC AT S a—F
w2 7
(BULZERT AmEEER 2t 7 —, R KRS A B eses)

BT AT MFBREEENS U TEDONERIRAEA LI B (S 2RI L Tl
I LT DRE N EFED, — T, TOWBRIZB T DR ELITEE DO F AL LD TIX
72 BT/ RS E T I IS FIE T D0 T DM R ZBRL , WS AT 2
YN FLR 35050 B REE 552813, TOIREE(LE FRILHIE 32565 D B
FEANZ D720, SHITIEZANMHE R O BN 70 & 28 U TR - 37~ Ui FH B H#F
TXD,

Fex DT N—TTIEIHILIZEZD F T, TRA—b A= a2 H UM A O KR TE
EFEBRZREL TWD, AWEEEE T AT A, 7V —2 7 — R R ESNI iR & U
sz~ A7a 7L —RN —X = DRSS, 16,000 282 2558 R 522 E)C
HERF T DZEMATRE THD[1], 2OV AT LE O, Bk 2 IZRIR DX AT DA RBREE T TD
KIGHE OHEALFERAEAT O, O LR O R B BB T RA AT LT [2]), 20T — %%
ERTIbAY - i e =t A N N NN 12 T): VUL = YA 5 ki N R e 1301 R/ ST N (O E eV
TWDTZE, SRR IR B LT R BN 2 5 | SR 2 2R ER RS TnD,
TINDOFERIE, EHED D BRI A RESR R BE LA LB D A R IC K
STRIBRTEXAHIEARIBLTEY, 20 HHEZEBEU CGROELEEE T HILHE A FE T
HIENTREND, ZZTH A DT LV—T T, 5@1!:3%5&@3%_%#@%1%L:‘%@Jr‘x74%h“/<y
JHEZINZ D8 ED =5y R 2R B (O IEA~DMHET =7 7 A ) (2T
THEALHUR A I 2 FIEA BRI L7 [3], AFER TIE, THOULIe KBS L FERIZ IV AEY)
AT LOEALFTRENENE D LR AT RE CTh D) E ki T 2.

PN

[1] Horinouchi et al. Jour Lab Automation 19(5): 478-82 (2014)
[2] Maeda et al. Nature Commun. 11(1):5970 (2020)

[3] Shibai et al., in prep.
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TR EHRIE T~ 43 J TGN T DM - 53 A OB I B TR
FEAR th—
CRERZERZBeMe A AL FER)

AR TR % 7o ARV ZBR BRI U CRIDIR BB A 2 S | AW TAEZ SZRE N
HINREZFF o CUND, ZD L7 IR BV IS REZ B I TR TEHBIG L LT M0
AR I A OB A B 72 & DO FRFN 2 $ 5 LT BRI L5305 [ i O T4 (Adaptive
resistance) | EVVIYEIR NSNS, W ISIIMES . B/ E B IR RS DA %2 a—
VHIFRAERNIC B 535 L, LIESL OB O HEFE TR D HAVZRNDS 20y TRl 4R [ A3 F
HIHICERL COBR THD, ZO LI FHEERICIIZDOGEERFEDHN T, Y
SEAE R DT X IRV E R T /:n%T%/?iﬁ%fl IZEDEBL WD EE LD, T2

TSRO Skl 2 BRI~ 57201213, M gE o fE 2 Ofla DR BRLDTHHX
RLIUTTFE DB, SHITITHA EE/Q J#Oﬂ( AL DFEMIRE ZHBINNT T DU E DN D
50

AEOFE CIXET RIS, RKIFFEEZET VELTZ7aT b7 c=a— LZxb$ 5 s i
Mt HEER G2 D TREFRAEHT IZ DWW TRRAT L7V, B IZBRZE L7 R VARG -4 328135~
AT BFART SAA(N) 2 T, 77— O I Tl 2 15 U IR CL DMl o
FFEIZOWTHBNTT D, KRS, EH PO T X TOMIE A EFEICERC 2010 Tlded &
—IOILD RN FHIE TEDHIE, TL T, TDOIIREAIB 5 T CORERED[AIE D
TR TIEHBLB A RAOKRERVETIV I PECTNDIE, KM Z2 R T 5B s 1
FEBURREIXRICBRBE IS E L7 RIS CO IR OE NI RE BB 2 b7n b %

n)[ﬁﬁ‘é

FIREH OB T, RO MHEBLS S0 AR 2 B-S Tz s AR W) T
HLRLNDHZ k%fmm“é SHICZOWI BT PEB G TH RO 5 A MR N O KB B8R
THRBOEEBEZWONCT D, T~ e WA I AHEEEIR 2, 3)OEZECISHIZD
WTHFRIT LTV,

PN

1) Hashimoto, M., Nozoe, T., Nakaoka, H., Okura, R., Akiyoshi, S., Kaneko, K., Kussell, E., &
Wakamoto, Y. (2016). Noise-driven growth rate gain in clonal cellular populations. Proceedings
of the National Academy of Sciences, 113(12), 3251-3256.

2) Kobayashi-Kirschvink, K. J., Nakaoka, H., Oda, A., Kamei, K.-I. F., Nosho, K., Fukushima,
H., Kanesaki, Y., Yajima, S., Masaki, H., Ohta, K., & Wakamoto, Y. (2018). Linear Regression
Links Transcriptomic Data and Cellular Raman Spectra. Cell Systems, 7(1), 104-117.¢4.
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3) Kamei, K. F., Kobayashi-Kirschvink, K. J., Nozoe, T., Nakaoka, H., Umetani, M., &
Wakamoto, Y. (2024). Revealing global stoichiometry conservation architecture in cells from
Raman spectral patterns. BioRxiv. https://doi.org/10.1101/2023.05.09.539921
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% 75 Bl B AR E Z X FITEES
HEf: SR 7452 A 27 H (OK) 13:30~17:40
Gt AEM LRI e BIEE 2 B S BEON AT A (Zoom)
BINEGRAE: D344 AT 614

A =/ BN

L. TAEMENE Sy 1L L CORBEARD FLA MO FTRENE )
B (bR G R R e 2 —)

2. [AZ AT —F TN AT DB Nl R O3 R
B AE (ESZHFZEBRSE 15 N EE RN S A S8R

3. THE PN 5 30 KL OVE DR PEY) O£ FR I 43 12 LA il
TR CERKR AR T N)

4. AP EFITEE ST
FH #®s ((REDLFFTERT)
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HBEER
EYEHES TFLELTOREBEIYRILE YO RN
HE BF
G LEHZEET REERBEHE R Z—)

(R F | EFWTHBT2HDIXEDIIRE /- ahThHAD ? HHEA BRI WD - fil
D, HE R, WO B DB BT, I E RV BEE] F el Th A
I, R TIL, FURB)—RFBOMEEA TLHEEARYFZ LA DOEYEME > F-EL
TORBEMEAABIT LIV,

ARV FEAEMET B—C #WEaER ML EWORMHTHY, B—C fta DEUTHIEL T
Na g, RV, RTATHM RS ND(TH-E). AERYZCEV ORI THR e %
X EUALFEMNC R E TEAREMETH DT80, 2000 4 HAIFE B FWCTEMIHER
R DERIZDIMED 53U TE 7=, Bortezomib <X° Tavaborole (2 FINHI012, Fix DFRmy
FRah B AN EER S L U RSN TRY, Ra AR IR E RN Z D TWDHENRD.

R BOENT-AEWTEIEDIRE ) L7200, kUi 2 E oK E sz <, &l
BRELIS U CTRIWICE L T AR RIE T EOFE S THAH(F-A). ZOBHIFEEPENR,
2RI EDREG MO B M OBy R E AR AR e BRI AT B 5. R, R
WEME Sy FE L TORa RO RTREMEIZE HL T, ZOMPE = ~DEMEZ WD BIED T
X2, ZETIE, MBORaBILAEWTAT V=D hdn, O L BIREDRELT-5
7T SK818 ZfFDHZLITHIIL T 5. BITEZ DVEHERE DRI Z D THsY, (EHERZ
NIBORIEICKITHEEHIT, 2O T it TR FRBMENI DAL ESI DA A
FITHIEV O 2OHDH. AFEH T, RO PR I OBIEEMIEZH L =0 BT, FahE
D5 E L RO FBAR T I D BT R AR LTV,

OH OH OH R” + OH pH, OH
B B B B . B Lewis base S
HO”  ~OH R” "OH R" "R’ R™R" ! R "OH =~ R~ bl—ll\lu
Boric acid Boronic acid Borinic acid Borane Dynamic covelent bonds
B CER

1)S. Kusano, Y. Yamada, S. Hagihara, J. Org. Chem. 2024, 89, 6714.
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AZERT —X T ICHET BB NEEDOFER
BE KRE
(B SLAFFEBR Fe ¥k NEESEEATRE BT FEFT - £ 7 B AR FEERFY)

Candidatus Patescibacteria L <|Z Candidate Phyla Radiation (CPR) (LA T, CPR #iF#) 134
FNZTIT DERZHEETHY, BRBRERECBEKLEY; 728 0 N TARRR NI E &I
TFEL TS D, CPR AHEE I, AHIRSCS ) A AR08/ NTHY, HEFEIC M B A A ik %
RLZEND MDA FAL LT BT 2AEERKL L2 EN T RIS TWD, T4,
ERESLCHMEB RS ITLIY, KK (Actinobacteria ) Z15 £ & T % Ca.
Saccharimonadia (I[H4 TM?7), Gammaproteobacteria il D & M E %15 £L 35 Ca.
Gracilibacteria (IH4 GNO02), &5 MEBEKULEE 7 1t R\ JALAFAET D Betaproteobacteria i
D Zoogloea JEME %15 L& T2 RFBHAEE JAEDAMOL (IH4: BD1-5)? 728 DR AL PNt
EDRFAESIN TS, — T, Ca. Paceibacteria (IH4 OD1/Ca. Parcubacteria) |, EAZAY) D
HBENICAFTET DI ENMESILTEY, CPR ME OfE EFFHIHE ST I 672028
DIURRSIV T, Fox 1, 16S IRNA B FELFMEHRIZIE SRy M —Z#HTIC LY, Ca.
Paceibacteria 23BfSUMEBEAKALER S 27 MM LU CTIE(EL,, BEAKLBRO EER 7L A —TC
DAL MR T —F T IR E BRI NS L RN LT, T —FX T EDOR A 2 B 2 T2 3
AERRDMFIET DRI REMEZ B 2, 18 BEMEL TAX AT — X T 2L, A6 Ak
% /K< Ca. Paceibacteria DR K FL LT 4 FFHOXIVA TR U8, 7K, BERE
b HH R 2 S IN U 7 Jofe S 1 SR S 6% 2 FH O T UM BE K AL BR VB YR DD D EEFE RS 38 A3 A
T2o TORER, WEFREALMEAZ LR T —F T Methanothrix J& LK FZEALMEAS AT —
X7 Methanospirillum J& \ZF45 % 3 Fi$HD CPR M A A CHIO CHEME £ TH2E
(R LTz, SHICEE /BT BRMEBIBIEE LT ) DA, AZNT U AT )T N — MR AR P
BOELIET, INOOARRNFAETHLZLAHRB LI Y, A TIE, CPR MIEET
—XT LDOR A AT IANT BT 5 2 DWFFEIZOWT, CPR Ml D 3 BiERT & 12K Y)
L, #M48% (Minisyncoccota M) AT > I fT O RE OB & O THRIT T 5,

BE TR

1) BHES, HAMAEDAREFEE 38(1), 2-13, 2023., 2) Fujii ef al., Environ Microbiol Rep,
16(5), 70007, 2024., 3) Kuroda et al., mBio, 13(5), e01711-22, 2022., 4) Kuroda et al.,
Microbes Environ, 37(4), ME22063, 2022. 5) Kuroda and Nakajima ef al., mBio, 15(3),
€03102-23, 2024. 6) Nakajima et al., Int J Syst Evol Microbiol, 75(2), 006668, 2025.
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55 PR B8 32 3 L OV E DA EEM) D& i FH SRR A 12 S 5 il
R
GEBRZF - EWE T FH)

VTAE, T « BEFRIF « B BIESSE D2 B MO BN, MBI #E O SRS B4 A2 &M
WESIL BNE LSO — DOl | EFETI TS, Fox 1d, B NATE 302 O
FER) (M N AR BE S e MG NIZE TR SL AR 0 A2 B U CREAE 328D 3ME EDORERRIZ 52

LR EZ RGN, BN & OB R FEM O FEA B4 B ST IC K R kL | eR
ftRE AT A2 L2 HEL T, LU RO EIT -7,

FT°. HRROEMENIZHIET DI #1231 DIcEES 80 D H D AT A HEZe 60 #FE
D5 51 FTE (85%) A [FIRFIZHEE T2 FIELBFEL, Znb 51 FWflA 96 )X 7L—h LT/
AAN—TyNIEEE L, 51 WO % 2T D& bRgds O EED 2 fE i rTRE7e
REMELELIZ(1),

BT LTI DOR5 38 S A7 D& VTR DAV 8 RIEAMRITLI=EZ A 5 HERENTT
BT W R I R (AADC) 259~ 2 SOGIZ R . 7 =3 F 73 (PEA) ZEEAE TS
ZEBHGNEIR Tz, EBICENDFEY TV E RN RS N R IC LY BER R
Z81F% Ruminococcus gnavus O aadc 2 —4#& PEA OPEA B EDRICHFHFIICHER
IEOFBEDRSH T, £z, BIn T HAELTZ Enterococcus faecalis % EAESET-ET N~ T A%
RWT, BB D aade D> KIGEab=2 CBHERIECRBUIEGIE R Z B 5-95) OFEAL
HRET DT ERHLN G T, SHIT, RO AADC #PHET ARSI THL L ER N
ERUBTURIL, E. faecalis D PEA FEAZTLEL (2),

BFH RO LIRS OB, /NG TSIV TICRIGIZRIZE L CTHE N & 7L/ B
HEOMBITEE 5.2 5, HLIEREE LT IV A A T4 7 AL L TEALESN TS
I, EREBEFZDOFEY —ODIFE X L B O LTER 5 1OV TIE, AFZENIZEAL
HEA TR, Tz 1, TREHSREREMERT TR (R R G2 VB ET VBRI
XDV TF T RUTBE O AREME I 77) D3 KIS E NI CT BRI RS iv, SHIC4E
BEMEZ AT 27 I HERT D, JEWVHRERA LT, TRy (TAF = A RIEMAEL
Bk TR E N RN E S CQWD T RY) M &L CTIFGE AT o 7o, KIE HRERH LI
NI FREFRMUT BTN EE 2B R L7282 A, 30% O 0 © KT HSREH Lt~
FRIZED BIEPFOT IV AR, KD 70%DEMEIZIBNTT My DR
EBRIRCHDT 7 ~F L BNEEINUT-, RIS, T~ F L 2T Moo AR D Re e 457
N—F—XHKHILEE Levilactobacillus brevis FB215 & KRG HSEEEM(LE~T7FR% BR
FERERIRICIINLTZE A BIRD 80%DHEETT Py UM EINL, 10 BED T Iy
DR EL RIS E (p = 0.0377) I1TH) 3.8 fE I INL 7=,
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ZOREHREEH LT F RGN E OH5EIZ 5 2 5 8% LRI AT 2% H
WCIRHTL T2 2 A BB VT 2 iE T 2 FTREVED 8D Bacteroides caccae ZI1IUHELTZ
Bacteroides J& M pE OFEFH DN ERANHINHI S A7, ZOZIRANHI LRI, e M EEZ Az
BEEBEERICBWTHOEZ 7o, SO, FUAEMELZRE N #& 5 L2~ T RIZ, B. caccae &3
FIGNHIE O Bifidobacterium longum % 7E 35 SH . KR EHSREHLERTFRHLWDITEY
ke CHEH LMERE D) 2R INL 7268 C 4 BB LIZE A B AL gL TR E
HUOREEHALE T FRAMBETIEL, #EF O B. caccae D EHRNAEIZHAD LI (p =
0.008), — /7. B. longum O A ZRITHFH FRI7R BT 707>,

BT FFE DR NANE (3 ) 28 RIS E 5 TR IR L A F T 4 7 R
LR R VAT LMW T HIBAVIRENOAI) == T LTl AH BT A XA
Bifidobacterium infantis % B A HTEIEE T DR IR TV ASAAT AV A THLAT T 7R
JV-B1,4-7 2/ —A (GalRha) DRFES IV, Fo, ZOE 7 4 RAAR IZEIRBY 7o e E D e 7
AR AR RIN 37T D ABC N7 AR —2 — DG RE A4 737 BII0SA_0502 (Z{&KAF9
HIEHE T A AR DBAR T KA AV TORLT, S512, GalRha % 51250 B. infantis O
HEBE A Ry B E S HZ LT Clostridioides difficile DEGIZE>THIEEIENH~T A
DREB A ZAEIT D LITEILTZ (3),
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Microbes 13:1973835. (2021)
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WA LRTERELNT
RH #2Z
WA AL ERF FERT

AL F ORI, APFEE OTBENDIAEY, BOTEZ AT 720 DRI —=
7 FROMESLALE W OREERRNT . SOITIE B B EMEFRIE L% A6 o s
TIEBLOMRNT . VEFBETENF 070 & 25 H AR~ LB 32, FA, B b (A
B) W RE LR T DT INNAA A ey — A BT CEIZR, [ EBNG PR
L&KL TD,

AR T, TP EOMAEY LT ORE R AL | T x 2T TEIZH A AR RS
IBHLT AV ABIB R [T TR FEIS DV TR 5,

v T A L AREYE (COVID-19) 14, 2020 —2023 (23 Ty 7 L7220 R HT6
BAZHZ DG L 600 7 ALL EOSETCFEEH LT, BUETIHIZTHEEL TWDE0, il
PRIEYE S F T2 BT DGR IAFAE T D, COVID-19 O GHIE LT, ARG LDk,
TR D 2 %2 L CTRMERHD,

Tz 13 10 LU EATIC, FIAAFIERLEL T MYC 258 B L T D2 B (IR
AR HL-60 2 W T, 2053 bafdds KO A IC L Te A ) — =0 T 5T o T, &
DR BRAF R IR B8 237 (NPDepo) DT7A 7 ZV—{LE WK 7000 FEEED H1755, ECso
0.8 nM &V IR TIRIREEC HL-60 M4 BERR ~bihE 357 rr~<V RbAGY
NPD723 %R L7 [1], R L EMEAMRFILIZAE K. NPD723 1ZAEAKNTELE =T, H-
006 | HINADZENILN o7z, T 72 b, H-006 AEYEARIRT, NPD723 (32D~ 1
N =T N

NPD723/H-006 OIERAEZfEHTLIZEZ A, H-006 DFER) /) T 1dveRatahigTeR e
47} —+¥ (DHODH) THHIENRRIBINT-OT, FEHL7-th DHODH (Zxf7 AHEE
M2 E L2, NPD723 1% 1000 nM CThEERTE 2R E L7220 72035, H-006 (X ICso B 2.8
nM CTFHEL, 512, DHODH & H-006 O 3L A1 HZ LN TEIZDT X kG b i i i
WrafTo7-fE %, H-006 1%, DHODH Ot /U fEG A NMIFEG T HZERBHLMNT o7
[1,2],

COVID-19 23t TLIZRE, SARS-CoV-2 (Tt T 2HVANAFNIDAT ) —=20 T %4T > T
T2 [E LR GEMF T O 155 — B DR IES T, H-006 A2 HEL 72, ZDfE R H-006
1L in vitro TENTZHIVANVAIEMEAZ R LUTZ, SARS-CoV-2 O BLRIZHL AL THY ., T3
LALTFAETE R TN B2 50T AR XM EAE R A REMED AR W EN TR TE D, Fo,
WHO % Mpox (IHFR= P /L) [3] OREGMRFEA L TR, -7 a8 2 LR O FE
L2 5 TUVBA, H-006 13 Mpox A /L AR THEBENIZHTY A L AIEMEA 7R LIZ, H-006
BIUOFHEROPITANAEEIZ DN THHE T2,
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dihydroorotate dehydrogenase inhibitor that inhibits cancer cell growth by proteomic
profiling. Oncol Res 31, 833-844 (2023)
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Hashimoto H & Watanabe K: Structural and functional analyses of inhibition of human
dihydroorotate dehydrogenase by antiviral furocoumavirin. Biochemistry 63, 1241-
1245 (2024)
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