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PB1 Arabidopsis thaliana (Thale cress) Puchta (2002); Antunes et al. (2012)
I-Scel Hordeum vulgare (Barley) Watanabe et al. (2015)

Nicotiana benthamiana (Tobacco)

Zea mays (Maize)

Puchta, Dujon, and Hohn (1993); Puchta,
Dujon, and Hohn (1996); Puchta (1999b);
Siebert and Puchta (2002)

Yang et al. (2009); Gao et al. (2010)
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Arabidopsis thaliana (Thale cress)

Glycine max (Soybean)
Nicotiana sp. (Tobacco)

Petunia disambiguation (Petunia)
Zea mays (Maize)
Other plants
Plant cells

Lloyd et al. (2005); Wright et al. (2005); De Pater et al. (2009); Osakabe,
Osakabe, and Toki (2010); Zhang et al. (2010)
Curtin et al. (2011); Sander et al. (2011)
Wright et al. (2005); Townsend et al. (2009); Cai et al. (2009); Petolino et al.

(2010); Schneider et al. (2016)
Marton et al. (2010)

Ainley et al. (2013); Kumar et al. (2015)
De Pater et al. (2009); Marton et al. (2010); Peer et al. (2015)

Cai et al. (2009)
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O asee K158 ilesT alul,, (Ding et al. 2013) Ayl
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Arabidopsis thaliana (Thale cress)
Glycine max (Soybean)
Nicotiana tabacum (Tobacco)
Oryza sativa (Rice)
Solanum tuberosum (Potato)
Zea mays (Maize)
Hordeum vulgare (Barley) leaf cells
Nicotiana tabacum (Tobacco) protoplast-derived calli

Morbitzer et al. (2010)
Haun et al. (2014)

Zhang et al. (2013); Li et al. (2016)
Nishizawa-Yokoi et al. (2015); Shan et al. (2015)
Sawai et al. (2014); Clasen et al. (2016)
Liang et al. (2014)
Budhagatapalli et al. (2015)

Zhang et al. (2013)
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Slacsls sl oS e D85 5 DNA 51 o5y oo S
Gl e F5 S e ool S dsS
DNA iiS a4 5306 1) ol a5 el bag SU syl
et S et 31 i XS o 35U 1 Ll Ay 5035 g
505 S oopmiear CobB o4 el Cas9 bl o S5,
ol als o iy 4y Gess DNA bl plal o
& wsybpe atls CRISPR) LS oL L oS gyl
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SORNA- Loy (5,8 8us ol enay s DNA il pas -0 IS
e> 5 CrRNA spacer .55y YV lls SgRNA guide
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Jiang et al. (2013b); Shan et al. (2013b)
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