114

Sayers, E. W., Beck, I., Bolton, E. E. ez al. 2021. Database resources of
the National Center for Biotechnology Information. Nucleic Acids
Res. 49: D10-D17. doi.org/10.1093/nar/gkaa892

Seow, F., Sato, S., Tanssen, C. S. et al. 2005. The plastidic DNA
replication enzyme complex of Plasmodium falciparum. Mol.
Biochem. Parasitol. 141: 145-153. doi.org/10.1016/j.molbiopara.
2005.02.002

Sibbald, S. J. & Archibald, J. M. 2020. Genomic insights into plastid
evolution. Genome Biol. Evol. 12: 978-990. doi.org/10.1093/gbe/
evaa096

Tice, A. K., Zihala, D., Panek, T. e al. 2021. PhyloFisher: a phylogenomic
package for resolving eukaryotic relationships. PLOS Biol. 19:
€3001365. doi.org/10.1371/journal.pbio.3001365

A
=~

HARBHZRICARZHEIND HIE, ZER—LRX=
D TARREN] o ARHIAEZZY v 0— L, QEHE
ZRRAD L, EFA—IVICHM L TEEHHEY (LE =iE
yamagishi@fukuyama-u.acjp) E TEF LTIV, GEAD
BRUIERAR—LR=VIT7 v L TH O X TREAHIE TSRS
ZEL,

U T S 2EMAOFERYE (BBAE 8,000, FHERE
5,000 F) (FEEIRE THRSIAN W E X T &5 BV
TLET, &k, BEZAIICED, 2FHLURESEOHT)
RENCHHTEETODOC, CTHLEDTIIZEEHHYET
THERESTEE W,

ANEHAERAE
T 729-0292 L BEAELTHEAT 1 Bith =k

RILRE e T2 A Rl A R
L sEIE %

Tel 084-936-2111 P4 4530

E-mail yamagishi@fukuyama-u.ac.jp

2B A
IR RERS ¢ 01640-8-2747
MMAE$ - HAREEYS

ERYNEIE]
@ ZHEHH
O HUAAREHH : £ H H
O ARREEE HrERE 1 ANS) I
O KH (HAGD
O K GGt -
O Friekias: (HAGER :
O ekt GEEh) -

IR - FtE

Turmel, M., Gagnon, M-C., O’Kelly, C. I., Otis, C. & Lemieux. C. 2009.
The chloroplast genomes of the green algae Pyramimonas,
Monomastix, and Pycnococcus shed new light on the evolutionary
history of prasinophytes and the origin of the secondary
chloroplasts of euglenids. Mol. Biol. Evol. 26: 631-648. doi.
org/10.1093/molbev/msn285

Yazaki, E., Kume, K., Shiratori, T. ez al. 2020. Barthelonids represent
a deep-branching metamonad clade with mitochondrion-related
organelles predicted to generate no ATP. Proc. R. Soc. B 287:
20201538. doi.org/10.1098/rspb.2020.1538

Yazaki, E., Yabuki, A., Imaizumi, A., Kume, K., Hashimoto, T. & Inagaki,
Y. 2022. The closest lineage of Archaeplastida is revealed by
phylogenomics analyses that include Microheliella maris. Open
Biol. 12: 210376. doi.org/10.1098/rs0b.210376

(2024 4 5 A 9 HAfF, 2024 45 A 17 H%ZH)
EEHURERE | KW HE

£

OFrlEFm (HAFE : T
O Frig(¥rr (J558) :

O Fhls=Eqs

O A& Fax :

O P& E-mail :

@ ZiEOREMNEEZBEBICHLEI NS FIXLITOEBZ CFREA
IEEW,
OB (HAR : 7
O B=#=F D -
O B5E&EE -
O B Fax :
O BHE E-mail :

SEME  ZUIZEHOUIC v ZTHALIEE L,
(A—=)VDEER, ZE UEWHBZHEE)

O E@Es=E (8,000 M

O 228 (5,000 ) %

JeEHEESR)

(E-mail: )

*}PEZEOHAET, IMEREHAKOBEMIEERED
BHREA—DVT RLADGEEHREBBENLET, FEET
HEDIRN WSS EICHVWEDE 2 HEN D
DETOT, HEHLUBHT THELITZEL,

® =EEkve UpieEk UHE =
DREBRXUAHBICNHZHELRVEELASD L
5, HAMSHEOOI [X] ZTHALTEE D, A—)LD
ek, Ok IX) ICEEH2 TEEV. BTEErA
TAILTLIEE N,





