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Euglena gracilis ZZ?Q;ZiZ?;A_T‘7”ﬁ//I CaMV358 Khatiwada ef al. (2019)
VA=A A% 2

Amorphochlora amoebiformis N=F A IZNVHv/ZLZ7baRL—3¥  RbeS Hirakawa ef al. (2008), Fukuda et al.

R
Phaeodactylum tricornutum

Nannochloropsis sp. L7 buRlL—yav

T
Amphidinium sp. SiCa+PEG
SiCa+PEG

TIanNg 7Y T L

Symbiodinium microadriaticum

Symbiodinium spp.

NT LR
Pleurochrysis carterae PEG
Tisochrysis lutea PEG

N=F gt IVHv /T taRfL—yay  Fep

(2020)

Apt et al. (1996), Miyahara et al. (2013)
Vcep Kilian ef al. (2011)

CaMV35S, nos
CaMV35S, nos
CaMV35S, nos

ten Lohuis & Miller (1998)
ten Lohuis & Miller (1998)
Ortiz-Matamoros et al. (2015)

Fep Endo et al. (2016)
Lhe Endo ef al. (2018)

CaMV358S, cauliflower mosaic virus 35S; Fcp, fucoxanthin chlorophyll a/c-binding protein; Lhc, Light-harvesting complex protein; nos, nopaline synthase; PEG,

polyethylene glycol; RbcS, rubisCO small subunit; SiCa, silicon carbide; Vcp, violaxanthin/chlorophyll a-binding protein
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