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SUPPLEMENTARY FIGUREs and table

Supplementary Figure S1: Spectrum of peptides obtained after tryptic digest of ubiquitinated species. After the 
ubiquitination assay, the mixture is resolved on 12.5% SDS-PAGE gel and the ubiquitinated species were excised, digested with trypsin and 
analysed by mass spectrometery. Each spectrum indicates the type of isopeptide linkage formed. K*- lysine residue modified by di-peptide 
(-GG). K**- lysine residue modified by (-LRGG) peptide due to misclevage. M!- oxidized methionine.
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Supplementary Figure S2: Strucure of RING. The structure of the RING domain of LNX2 with zinc coordination residues and zinc 
ions (red spheres) for one of the monomers. Unlike the Cys4HisCys3 “cross-brace” formation, one of the cysteine residues is replaced by 
an aspartic acid residue (Asp87) as shown here.
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Supplementary Figure S3: C-terminal Zn finger motif in Zn-RING-Zn domain. A. Structure of the C-Terminal Zn finger 
motif in Zn-RING-Zn domain with zinc coordination residues and Zinc ion (red sphere). B. Stereo view of the zinc coordination residues 
and zinc ion in (A) with the final 2Fo-Fc electron density map contoured at 1.6 σ.
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Supplementary Figure S4: Gel filteration profiles of Zn-RING-ZN domain and FL-LNX2 respectively. Zn-RING-ZN 
domain and FL-LNX2 elute as a single peak at an elution volume corresponding to molecular mass of approximately 30 kDa A. and 158 
kDa B. respectively. The molecular mass standard is shown in blue.
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Supplementary Figure S5: Analytical Centrifugation of FL-LNX2. AUC analysis of FL-LNX2 showed the presence of dimers 
in the solution.
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Supplementary Figure S6: Residues responsible for the dimerization of Zn-RING-Zn domain. Lys109 of one chain makes 
hydrogen bond contact with Asp45 and Asp47 of other chain.
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Supplementary Figure S7: Secondary structure of dimer and Zn finger motifs disruptive mutants of Zn-RING-Zn 
domain respectively. A. Circular dichroism analysis shows that the dimeric and two zinc finger disruptive mutants of Zn-RING-Zn 
respectively maintained a well-defined secondary structure, comparable to that of the wild type. B. Native gel analysis of the mutants used 
in (A) shows the change in oligomerization state of K109A mutant compared to wild type.
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Supplementary Figure S8: Full blots of the partial western blots shown in the main text. Figure 8B. B. SDS-PAGE result 
for the corresponding blot used in A.
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Supplementary Table S1: Crystallographic data and refinement statistics
Zinc-SAD

DATA COLLECTION

Space group P 1 21 1

Cell Dimensions
a, b, c (Å)
α, β, γ (˚)

46.97 69.39 52.25  
90 115.41 90

Wavelength (Å) 1.282

Resolution range (Å) 24.24 – 1.86 (1.93 – 1.86)

Total reflections 179976

Unique reflections 25098 (2367)

R-syma 0.1 (0.307)

Multiplicity 7.2 (6.3)

Completeness (%) 98.92 (93.78)

Mean I/sigma(I) 9.91 (5.01)

REFINEMENT

Wilson B-factor 17.84

R-factorb 0.190 (0.222)

R-freec 0.232 (0.272)

Number of atoms 2260

macromolecules 1997

ligands 20

water 243

Protein residues 244

RMS(bonds) 0.007

RMS(angles) 1.10

Ramachandran favored (%) 99

Ramachandran outliers (%) 0

Clashscore 3.01

Average B-factor 22.60

macromolecules 22.10

solvent 26.50

Statistics for the highest-resolution shell are shown in parentheses.
aRsym =Σ|Ii − <I>|/Σ|Ii|, where I is the intensity of the i-th measurement, and <I> is the mean intensity for that reflection.
bRwork = Σ||Fobs|−|Fcalc||/Σ|Fobs|, where Fcalc and Fobs are the calculated and observed structure factor amplitudes, 
respectively.
cRfree = as for Rwork, but was calculated using 10% of data excluded from refinement.


