7 ) DA — )LD DNA 8% 5t 5 RS 22 Al e il B B2 iy O £l HY 2022 S
2019 RN IE R HE RS E

o
Ed
S

FORRE: R SRR R Ak SE 7
Hiz

DNA P81 22 BT IR RE 2 T -9~ D AR S Bl



SRR R DB

Rl TN THIEI 2 7A7 A A2 KB % £ T, DNA FLSI 22 O Iz s+
BRREC A S AT RREZ ST HIL TOIE B S b B LS TUD, ARBFFE TS, DNA i
FIZE RO THTRREE R B OIS & T HI T DI M 2 B 522 HREL TV D, A4E
(T, ZNETRAZELI, 77/ LG BB FE ZE 4 2B SR RERL S 2 D R B R B A 7/
LT —=HINDFERT DI DY T 2T ETEMN T 28T, AL REL ERIDEOA L8 Bl
(BFRAAHDREIZE T, SHIZ, —FROBMIEIRFC OV TIFEBRIIMREEE TIT o7, e,
BHITERTELM T ARRBHI Z B REE R MBS 5282 AL ARRED S i dh
G b a BB HIET INBA TR RIBIRF BRSO A REIEFETHI LT
LT, AT, AZ T /7 AT Efi 2@ 95 28T AT /AT F —7 % 200 FifH
ULERIEL, Y7 =T BRIZIB W TE, BRI 77— DR LBR 1R RIR
ZRFOZLZ ATREIC T 27 WEUARITIE A BHE L . DR/ mid b EAT YR D b2 F2H8
Ulze AT, T ) b7 ) DAV R D T s D I L7 D R F~— I B T D EER =Y
—VT DB, AR TF =220 BEDASAT AL T 5T 47 A58 DSPHFE LT
WM AR 22 BN T DL FIRRIC T DL &I, R E DA B2 B 1) L ~&
VAP SE DT AL AT DOPEES IV, Fo, 7 MR R T VA IV THERE -
FHESZEL ., SOIC, ZORBURRT — 2 2 E 4528 T A AT LAORKDO ALz T
TORRFIEERFEL,

(A7 R S ]

1) Zhu, Sato, Sado, Miya, and Iwasaki. MitoFish, MitoAnnotator, and MiFish Pipeline: Updates in
ten years. Molecular Biology and Evolution, 43, msad035. (2023)

2) Konno and Iwasaki. Machine learning enables prediction of metabolic system evolution in
bacteria. Science Advances, 9, eadc9130. (2023)

3) Mise and Iwasaki. Unexpected absence of ribosomal protein genes from metagenome-assembled
genomes. ISME Communications, 2, 118. (2022)

4) Fukunaga and Iwasaki. Mirage 2.0: fast and memory-efficient reconstruction of gene-content
evolution considering heterogeneous evolutionary patterns among gene families. Bioinformatics, 38,
4039-4041. (2022)

5) Nevers et al., The Quest for Orthologs orthology benchmark service in 2022. Nucleic Acids
Research, 50, W623—-W632. (2022)



