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Structure basis for E2-E3 interation in plant Atg conjugation system
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We identified the minimum binding region of Atg3 for Atgl2 by in vitro pull-down
assay using Arabidopsis thaliana (At) homologs and crystallized the AtAtgl2b-AtAtg3 peptide complex. The
side-chain of AtAtg3 Asp-Met is bound deeply to the pocket of AtAtgl2b. The imﬁortance of AtAtg3 Metl57
for AtAtgl2b binding was confirmed by mutational analysis. These data establish the basis for E2-E3
interaction in the plant Atg systenm.
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(a) AtAtg12b 11.6 pM, :
AtAtg3 WT 133 uM, (b) AtAtg12b
13.8 uM, AtAtg3 (88-188) 168 uM, (c%
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6 in vitro conjugation

20 mM HEPES, 150 mM NaCl, 1
mM MgCls, 0.2 mM DTT, 0.1 mM ATP, 0.1

mM (DOPE:POPC:DOPA
=7:1:2), 1uM AtAtgl2b-AtAtg5, 10uM
AtAtg8a, 1 uM AtAtg7-His 1 uM
AtAtg3 (WT) (D156R,
M157A, D156R M157A) 37 45
12% SDS-PAGE
AtAtg8a-AtAtg3
-SDSPAGE
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