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Zhuo Mengna  [Studies on the functions of plant-specific Dof transcription factors in phytohormonal and nutritional
responses of Arabidopsis thaliana] (EE#HE HE 18—)
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Liu Kexin  Functional analysis of GARP-type family transcription factors in the regulatory network of nitrogen starvation
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Functional analysis of GARP-type transcription factors involved in nitrogen deficiency response in rice.
Kexin Kiu, Yoshiaki Ueda, Namie Ohtsuki, Yasuhito Sakuraba, Shuichi Yanagisawa

Involvement of Chloroplastic Sec14-like Protein in the Regulation of Phosphorus Acquisition.
Mailun Yang, Namie Ohtsuki, Yasuhito Sakuraba, Shuichi Yanagisawa

The Role of Dof1.7 Transcription Factor in NIGT1-Mediated Nitrogen Starvation Responses in Arabidopsis.
Mengna Zhuo, Yasuhito Sakuraba, Shuichi Yanagisawa

A AEYEEESSEAS 2021 F9A16~20H (F>S5q4 V)
S[ALHAE{EEAF SCAP1 DR EMAGRBICHEL 2 DOMILEFHFRVAILA Y FORE
B, EB—. 115 B, iE EZEAE

w2021 £ (F35[E) BARKREFERE 2021 F9A18~198 (31 V)
Streptomyces lydicus 28517 % AmMCP #/t L TEE R SN2 FR L EWDIER
MEKXK, SRHH. SHEF. dB Y. AL E

nE3MIESIYTL/ A4 FHAESE 2021E9A8218 (Fr314Y)
A R2DCTIRUB D74 T LIV VEEFEICEITAEE4I#Ry b 07—
2| X8, BY HE, dH B, LA B, 57 FE. @H FH

Phytobiome [CEIFBEZISHT DA 2T +
EH FH

w3 8B HPCI S X T LFIFAMRRERRBRESE 2021 FE10H8298 (07314 V)
MD<Zal—YarviERANSHIEEE S5 U RR—4 —AcrB-EE R O F 3RS HE DA
EREF

nE A ERARELFEERES 2021F11B48 (FvS51Y)

ZHEIPH LS URAR—E—MATE DR FEHFE LI alb—ar A4 VA TIVUITRBRBIZEF 2 DILKRFIL—D
RE| (L URTIL)

&R EF. )G F

nE 19 BIMAEYMRFES 2021E11 8138 (Av3514Y)

BEMOESEEICE TS TSRS FORBTEEREEDHEH
# RE, B BF. 85 &, W% &, kO T, [B 58, FR F8

Impact on pyrene degradation by differential interspecies interactions within pyrene-degrading consortia
Yuanhao Zhu, Felipe Vejarano, Chiho Suzuki-Minakuchi, Kazunori Okada, Hideaki Nojiri
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Functional analysis of GARP-type transcription factors involved in nitrogen deficiency response in rice.
Kexin Liu, Namie Ohtsuki, Yoshiaki Ueda, Yasuhito Sakuraba, Shuichi Yanagisawa
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Emerging interspecific relationships on PAH degradation of the pyrene-degrading consortia
Yuanhao Zhu, Felipe Vejarano, Chiho Suzuki-Minakuchi, Kazunori Okada, Onruthai Pinyakong, Hideaki Nojiri
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Microdroplet-based system for cultivation and acquisition of naphthalene-degrading bacteria
Chongyang Yang, Kahori Kishigami, Yuri Ota, Tetsushi Suyama, Masamune Morita, Satoko Matsukura, Chiho
Suzuki-Minakuchi, Kazunori Okada, Naohiro Noda, Hideaki Nojiri
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Involvement of Chloroplastic Sec14-like Protein in the Regulation of Phosphorus Acquisition.
Mailun Yang, Yasuhito Sakuraba, Toshiki Ishikawa, Namie Ohtsuki, Maki Kawai-Yamada, Shuichi Yanagisawa



The Role of Dof1.7 Transcription Factor in NIGT1-Regulated Nitrogen Deficiency Responses in Arabidopsis.
Mengna Zhuo, Yasuhito Sakuraba, Shuichi Yanagisawa
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mPlasmids around the Globe 2021 2021 &£ 6 A8 H (>34 V)

Adaptation process of host to plasmid carriage revealed by transcriptome analysis

Aya Takashima, Huiting Zhang, Hibiki Kawano, Chiho Suzuki-Minakuchi, Kazunori Okada, Hideaki Nojiri

mWorld Microbe Forum 202156 A 20~24 H (>34 V)

Transcriptional Fluctuation of Catabolic Genes of a Plasmid Results in the Variation of Catabolic Activities at Single-Cell
Level in Host Bacterial Population

C. Suzuki-Minakuchi, N. Yamamoto, S. Takahira, M. Yamaguchi, Y. Takeda, K. Okada, S. Shigeto, H. Nojiri

mThe 31th International Conference on Arabidopsis Research (ICAR) 2021 4 6 A 21~25 H (Seattle, USA)
Identification of two independent cis-acting elements required for the guard cell-specific expression of SCAP1, which is
essential for late stomatal development

Kosuke Moriwaki, Shuichi Yanagisawa, Koh Iba, Juntaro Negi

Shoot-to-root long-distance signals found in an Arabidopsis thaliana ecotype improve growth under nitrogen deficient
conditions

Atsushi Mabuchi, Keina Monda, Michitaka Notaguchi, Hiroki Tsutsui, Yasuhito Sakuraba, Juntaro Negi, Mitsutomo Abe,
Shuichi Yanagisawa, Koh Iba

m2nd Japan-Switzerland-Germany Workshop on Biocatalysis and Bioprocess Development 20219 A 5-8 H (# >3
1)

Function and regulation of acyl-CoA synthetases from Thermus thermophilus.

Ayako Yoshida, Makoto Nishiyama

m18th International Symposium on Rice Functional Genomics (ISRFG) 2021 £ 11 A 3~58 (#3514 )

Impacts of bioactive terpenoids of rice on living companions in phytobiomes
Kazunori Okada
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Ochi K, Tokuda M, Yanagiya K, Suzuki-Minakuchi C, Nojiri H, Yuki M, Ohkuma M, Kimbara K, Shintani M : 2021 & BBB
WXH

REE 2021 FE RRXFAFZREFEMHFNRR HARBRE (ED)
HHPF  E2EBRCHAY RO LRREME

Mailun Yang : BARTIZEE#¥4 2021 FELEGEASEFOERRESTE



BT FT AR
W3R - ZEEY

@ HX. FERF O

10



@ X

Hashimoto T, Hashimoto J, Kagaya N, Nishimura T, Suenaga H, Nishiyama M, Kuzuyama T, Shin-ya K.

A novel oxazole-containing tetraene compound, JBIR-159, produced by heterologous expression of the cryptic trans-AT
type polyketide synthase biosynthetic gene cluster.

J Antibiot. 2021;74:354-358.

Jin J, lwama R, Takagi K, Horiuchi H.
AP-2 complex contributes to hyphal-tip-localization of a chitin synthase in the filamentous fungus Aspergillus nidulans.
Fungal Biol. 2021;125:806-814.

Kubo K, Itto-Nakama K, Ohnuki S, Yashiroda Y, Li Sheena C, Kimura H, Kawamura Y, Shimamoto Y, Tominaga K,
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Jerveratrum-Type Steroidal Alkaloids Inhibit $-1,6-Glucan Biosynthesis in Fungal Cell Walls.

Microbiol Spectrum. 2022;10:e0087321.

Mahanil K, Sattayawat P, Pekkoh J, Kameya M, Ishii M, Pumas C.
Simple transformation of the filamentous thermophilic cyanobacterium Leptolyngbya sp. KC45.
Algal Research. 2022;66:102758.

Nagata R, Suemune H, Kobayashi M, Shinada T, Shin-ya K, Nishiyama M, Hino T, Sato Y, Kuzuyama T, Nagano S.
Structural Basis for the Prenylation Reaction of Carbazole-Containing Natural Products Catalyzed by Squalene
Synthase-Like Enzymes.

Angew Chem Int Ed. 2022;61:€202117430.

Noguchi T, Isogai S, Terada T, Nishiyama M, Kuzuyama T.
Cryptic Oxidative Transamination of Hydroxynaphthoquinone in Natural Product Biosynthesis.
J Am Chem Soc. 2022;144:5435-5440.

Ogawa M, Wada H, Yoshimura T, Sato A, Fukuda R, Koyama Y, Horiuchi H.

Deletion of Aspergillus nidulans cpsAlrseA induces increased extracellular hydrolase production in solid-state culture partly
through the high osmolarity glycerol pathway.

J Biosci Bioeng. 2021;131: 589-598.

Shao X, Zheng C, Xu P, Shiraishi T, Kuzuyama T, Molinaro A, Silipo A, Yu B.
Total Synthesis and Stereochemistry Assignment of Nucleoside Antibiotic A-94964.
Angew Chem Int Ed. 2022;61:€202200818.

Shiraishi T, Xia J, Kato T, Kuzuyama T.

Biosynthesis of the nucleoside antibiotic angustmycins: identification and characterization of the biosynthetic gene cluster
reveal unprecedented dehydratase required for exo-glycal formation.

J Antibiot. 2021;74:830-833.

Tenagy, lwama R, Kobayashi S, Shiwa Y, Yoshikawa H, Horiuchi H, Fukuda R, Kajiwara S.
Acyl-CoA synthetases, Aal4 and Aal7, are involved in the utilization of exogenous fatty acids in Yarrowia lipolytica.
J Gen Appl Microbiol. 2021;67:9-14.

Tsuboi Y, Sakuma T, Yamamoto T, Horiuchi H, Takahashi F, Igarashi K, Hagihara H, Takimura Y.
Gene manipulation in the Mucorales fungus Rhizopus oryzae using TALENs with exonuclease overexpression.
FEMS Microbiol Lett. 2022;369:fnac010.

Watanabe N, Iwama R, Murayama R, Suzawa T, He Z, Mizuike A, Shiwa Y, Yoshikawa H, Horiuchi H, Fukuda R.
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@ F IR
i TR
F0OFih [HREOAOTILR/ A FEERICRESN-FREBZAHHCETIHME] (BEHE B EAR)
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¥AE &KER  [Trichostatin £ &R D in vitro BERRZFA L -FHREZAOE L] (BEHE BWER)
il & TEER Yarrowia lipolytica |IZE 1T 2 EIEE DA & SEMMELICEAT 21 (BEHE ER #B2)
I sF  TEER Yarrowia lipolytica IZE 115 n-7IL A VIREICET 5% (BEHE ERNHZ)

B ER  THRIRE Aspergillus nidulans |IZE 17 28R VIBE/NS D AOFIEEEICRET 2K (BEHE EA #
Z)

Bt BEF [RFOKFBREOCRSBREICEITIEAEBERBFEICETIHR] (BEHE FH EHR)

IWA $%KX  THydrogenophilus thermoluteolus TH-1 4@ PHB &RIchhh B RERB L MELEICET 2] (58
HE AHIEAR)

BiE A TEAF NV BICKDEBARRIEEMZER LTz Saccharomyces cerevisiae & Saccharomyces eubayanus
DNAT)y FRIZBITARBATREEDOHEN (BEHE BFAB—)

IWT =t TSaccharomyces eubayanus M4 74/ L% 5D Saccharomyces cerevisiae IZB 9 5 %1 (REHE T
B BE-)

nFEERT
e & [REERINAEYE caprazamycin EDAEA KLl (FEHE EILER)

KHE THRRENLEETHIHLVEMEERAKRVBOLAESRKICEYT 5% (EEHE B ER)
N £R  TRKE Aspergillus oryzae DA F LAEHTIZHE 115 VEEERIEICEYT 58K (BEHKRE ER#B)

EM ¥ T2FHERD D Acetobacter pasteurianus & Saccharomyces cerevisiae D HEDIEE & . BEFNEE & REERK
H D A. pasteurianus DEELIRTH R (BEHE HAH ER)

#HE 5¥  [Saccharomyces eubayanus IZ¥EMICHEET 5EEFOMHEN (BE#%HE FHHAB)

OENFEEHRKF

i 68 Bl A AEREYFEELHNES 2021 E 5819218 (514 )
BEM@EICEMIEEERTRKBEEERICHE TS5 YU RBERNEEEOFFHE

EHBERE. mE. bE HE. KEBE. BIIB—. BLUEA. A X, /NI HEh, ABEE

m3rd Global Innovation Workshop 20216 H24 B (#5414 Y)
Structural study of aromatic prenyltransferases homologous to squalene synthases
Ryuhei Nagata

wITEMTAEE I TEARY THA V] £EEREFIURTDDLAL 2021 2021FE8RA7H (Fr34 )
BEEEDAOTILR/ A4 FEEGRIZREHE SN -HREZNRHICET 20K
F0O &5k

BAREDFR || B PKS [CBY 58K
Bt X

EFOXY LABRESRICEH SBROATETHMBARICA S -RYEHR
JKH EFE

B AERZLESERTE 2021 EEXE 20214E8HA28H (X34 V)
BEEREDAOTILR/ A4 FESHICRH SN -FHREZRBICET 2HE
0 E5h, AL E, ELEA

WEEEEFE T4 —J LE 4 AHERKER 20219818 (Fr314 V)
Saccharomyces eubayanus 0 filamentous growth D fE#T

EE . SE BT, nEw. RR FK. kE KA. sH =, BH B—. BER#z. FEB—

EEMBEEDL-16-JILAVERERET S T ILE D OIERMF DER
—7IhHY. FEEE, AFEE, Wb X8, REE2. HFEB—. KX HE—
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Saccharomyces eubayanus DY 74/ LE#D S. cerevisiae T 2%
I #t. S BRF. mEHR. AR FK, kS ER. 5 %=, 80 B—. BN #Bz. A BG—

nE 63 ARAEHILEWIIRE 2021 F 98 15~17H (K. #5414 )
BEEDAOTILR/ A4 RESRICRHE ShEHEERKHICET I2HE
O &5k, AU E, BELEA

A AKMEFES 2021 FEKRES 2021 4E9A818~198 (X544 )
BEDAOTILR/ A4 FESRIZRHE SN -FHREBXZRHICRET 2HE
O %5, BAUE, ELEAX

BUREHBEDOR) 7F FERBROBEREICESERARI 7 F FOLEICEHT MK CEAER

mE B

nEAMEYMERFZRE M ERS 20214F10H30B8~11 A28 (Fv31)
FREA U FA VB Do —EN LI/ M F T 4 L LR BHIEEE DR
M. BE BE#l. BWEAL /MIERL

i 20 AARREAFENFEILTI7LUR 2021 E1MA1M~128 (Fr34 V)
S RIETBAFNEEAS Aspergillus nidulans DA B IZRIF &
Bl . ERN B2

Aspergillus nidulans 128+ 2% F U & EESH ChsB DEREHBEAD AP2 EEKRDEFS
%R =, EFEﬁ JC» t@l*l *,ﬁ'z

Aspergillus oryzae MRRA 7 7 F )0 l) V& REEEGEFOMERET
AERE. B R, BH R—. EN B2

#ARE Aspergillus nidulans IZ£17% Sec14 77 2 1) —48 L\ BOEBEEED R
*’!J_ l?JL. /E/% ﬁii EFEﬁ JC» *EEIE E ﬂEW %@Z

sBAREYTIZLRTARTHFEEHBRERS 2021 F11A 198 (F>3531V)
BEFEICEVWT YT UICKYREBENFE SN I BEHRRBETERREQJ BETFOHEEARNR
A ®BE

nE 44 B BARDFEMEEES 2021 E 12 A 1~3 8 (HE)
URY —LDWKREEEN L=/ A 7 T ¢ L LTSRS EHFE D R
BE. BE EH. BWEA, /Ml Eih

mRIKEN BDR Symposium 2022 2022 &3 A 1H (X> 34 V)
Visualization and Comparison of CO2 Fixation Pathways in Thermophilic Bacteria.
Yoko Chiba, Tomomi Sumida, Masafumi Kameya, Yoshito Chikaraishi, Takuro Nunoura

sBAREYIZERAAXIHIOFDL 2022838108 (Fr314)
F=E Y flik REEEEE 2RS4 S EFES R Acetobacter pasteurianus D45
BH BEF. BHBE. RH EE. 88 {E. HiF 8z, AH LA

KEMEICL D CO2HENA AR I—FEE A H =X LD
WA FKR, 88 FE, HFA B2, BH EAR

REAEZELZER 2022 FEFEKRE 2022F3 A 15~18 8 (X354 V)
EE Eupenicillium ludwigii B3k PKS ¥4 T X 75—+ EIbB OEE R HEHE(CE T SEEMM
IREFE, KB EE, T BFE. BERES, 2HEE. BILEA

EFOXY LABREDESHEESBER TsnBI OEFRHMEICEHT 48R
KHEEF, AL E, BILEA

FITVRAVUICEFNIRHRT S / BOEAHEB ORI
Bt R4S, 184 BEM. BB ABB. AL E, BILEA
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7S/ BEB EBRICL HBILEMES SHR A PLP IKEFEBER O RICHE
F0O &Eeh, AL E, BILEA

AREOEFICEVTERERBEME NI SNICLDER
=i =, ER#2

$#AKE Aspergillus nidulans @ Sec14 77 2 Y —A VNV BRENEL5THILA RS LREADHE

*’JJ_ l?JL. /E/% ﬁki‘t Eﬁ?ﬁ JC» *EEIE E iEW *,ﬁz

RIKE Asperygillus nidulans 281+ %% F V&R ChsB O 1) U ELIESRDORET
ﬁﬁl =, Eﬁﬂ I iEW *,ﬁ'z

B £ Saccharomyces cerevisiae DHARAIRIZ 1+ 5 X T O—ILDEE|DEHT
i %?‘E Eﬁaﬁ JCs ﬂ?‘im *lﬁ'z *EEIE E_

o Y flk EEFEE SRS 2 BEBEE Acetobacter pasteurianus DY d HHHE
EBH BEF. 85 H9., BH B, R EE. i gz, BH EA

KEMEIZK S CO2 HIE/NNA AR I —BEE A H =X LD
WA FXR, 88 F2. HiF Bz, FHER

BRIRE DR GIHEA 4 > EEBA A b5 U RAR— —HORENEER
BA R, 88 "R, BH ER. HFFEZ

BERIZEWTO 7 U EMA A VICK Y ERNFESN I BHREETERRER VBT FOHEEAREA
EH %, 88 9E., A 2., BH EA

Saccharomyces pastorianus D& E 4 B He D FEHT
EE . 215 BT, mE R, RE FK. kE EE., 5 =, B B—. BN 82z, FHEG—

Saccharomyces eubayanus DY 74/ LE#D S. cerevisiae |IZET 2%

I #t. S BRF. mEH. AR K, kE ER. 5 %=, &80 BR—. EN #Bz. A BG—
OHBELLUFLEDRE

0O 8Bah: 2021 FERAEZLZEERXNAE BFRKRE

0O E5h: F I ERAARILEYIRE EME

= B 2021 FERARRERYSR EAE

Bt %L BAR=EE 2022 FEXE FEVIRE
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