-~ —

¥ Tpn. 1. Phycol. (Sérui) 70: 199-204, November 10, 2022 ==

LEa—
RATERS  Microheliella maris N 7 V) 7' F A2 L — AV OFE

p(_f:%;_

T O T e S e T - R ]
VLT BERANE 7 1 S D L (T 351-0198 da KIRADEHLIN 2-1)
PUETEIZE RN (7 237-0061 43 || WLREZE R i 5 JBHT 2-15)
PRI ERERIEE 2 — (T 305-8572 IR D L IEH K TS 1-1-1)

Euki Yazaki'*", Akinori Yabuki**" and Yuji Inagaki®: Phylogenomics invokes the clade housing Cryptista,
Archaeplastida, and Microheliella maris. Jpn. J. Phycol. (S6rui) 70: 199-204, November 10, 2022

By clarifying the phylogenetic positions of “orphan” protists (unicellular micro-eukaryotes with no
affinity to extant species/lineages), we may uncover the novel affiliation between two (or more) major
lineages in eukaryotes. Microheliella maris was an orphan protist, which failed to be placed within the
previously described species/lineages by pioneering phylogenetic analyses. We here reviewed Yazaki et
al. (2022) which analyzed a 319-gene alignment and demonstrated that M. maris represents a basal
lineage of one of the major eukaryotic lineages, Cryptista. In that study, a new clade name “Pancryptista”
for Cryptista plus M. maris and “CAM clade” for Pancryptista plus Archaeplastida were also proposed.
Further, the monophyly of Archaeplastida, which has been conceptually accepted but not supported in
the previous phylogenetic analyses, was carefully tested and it was shown that the particular phylogenetic
‘signal’ in cryptophytes and goniomonads most likely hindered the stable recovery of the monophyly of
Archaeplastida in previous studies.
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2wy B REIT S e LB K URA LI K20 F+H7 R
fRNT T, TNETHRIONTEEREMORMBE Rz B <
BILT BT LICHIIL, ZDREMT M maris & P bilix =&
BIVTFRAREMGRE 55T EDWRENT, ZORFRME
BRSSP R—rENTED, ¥EREDS 19FHICL
TR TFDERAEY M. maris DRMANEZ 7 ) TF A 20O
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