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Figure S1 

Sequence alignment of Atg10 orthologs from different organisms. The following organisms were used: 

ATG10_YEAST, Saccharomyces cerevisiae; ATG10_KLULA, Kluyveromyces lactis; 

ATG10_CANAL, Candida albicans; ATG10_DICDI, Dictyostelium discoideum; ATG10_HUMAN, 

Homo sapiens; ATG10_MOUSE, Mus musculus; ATG10_ARATH, Arabidopsis thaliana. Shading 

indicates residues that are identical (red) or highly conserved (yellow) in all sequences. Residue 

numbers for ATG10_YEAST are indicated. 

 

 

 

 

 

 

 

 

 



 
 

 

Figure S2  

(a) Native gel analysis of heavy atom derivatization. Lanes show: C – intact yAtg10 sample as a 

control, 1 – Mersalyl acid, 2 – Ethyl mercuric phosphate, 3 – Mercury (II) chloride, 4 – 

Phenylmercury acetate, 5 – Ethylmercurithiolsalicylic acid sodium salt, 6 – Phenylmercury acetate, 7 

– Mercury (II) potassium iodide, 8 – p-Chloromercuribenzoic acid, 9 – 1,4-Diacetoxymercuri-2,3-

dimethoxybutane(*), 10 – p-Chloromercuribenzoic acid sodium salt, 11 – Mercury (II) bromide, 12 – 

Mercury (II) iodide, 13 – Mercury (II) nitrate dehydrate, 14 – Mercury (II) cyanide, and 15 – Mercury 

(II) oxide. Among the many heavy-atom compounds employed in the yAgt10 shift assay, only co-

crystallization with 1,4-diacetoxymercuri-2,3-dimethoxybutane (Lane 9, marked with an asterisk) 

yielded a crystal with sufficient diffraction. (b) Representative X-ray diffraction image of a native 

yAtg10 crystal. It diffracts to less than 4.0 Å resolution. (c) X-ray diffraction image of yAtg10 co-

crystallized with 1,4-diacetoxymercuri-2,3-dimethoxybutane. The crystal diffracts up to 2.7 Å 

resolution. 



 

 

 

 

 

 
 

 

Figure S3  

Ribbon diagram showing the crystallographic dimer of yAtg10. In one monomer, α-helices and β-

strands are coloured blue and green, respectively, according to Fig. 3a, while the other monomer is 

completely coloured gray for clarity. Prime symbol (’) denotes the second subunit. The secondary 

structural elements and several important residues (Cys133 – catalytic residue; Tyr73 and Leu116 – 

dimer interface) are labelled. The N- and C-terminus of yAtg10 are labelled Nt and Ct, respectively. 

Bound mercury atoms (Hg) for each subunit are shown as dark gray spheres. 
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