pTF-APEX2 expressing
P. tricornutum cells
embedded in agar
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Phatr3_J18572 I Pro cytosol /
Phatr3_Jdraft1645 | Pro secretory pathway 1
Phatr3_J46616 I Pro secretory pathway /
Phatr3_J54731 | Ala cytosol /
Phatr3_J47395 I Ala secretory pathway /
Phatr3_J13244 | Ala secretory pathway /
Phatr3_Jdraft1023 | Ala mitochondria /
Phatr3_EG02288 I Ala cytosol /




