Supplementary Information

Table S1. Affinity measurement for some complexes cited in the current review. The "'
symbol represents a covalent bond whereas '/' represents a non-covalent interaction for a
given complex. NMR: Nuclear Magnetic Resonance; SPR: Surface plasmon resonance; ITC:
Isothermal Titration Calorimetry.

Complex Kd Method
hMms2/Ubc13 2 uM Sedimentation [1]
hMms2/Ub 98 £5 uM NMR [2]
hMms2.Ubc13/Ub 28+ 6 uM NMR [2]
hMms2/Ubc13 49+ 7 nM ITC[2]
HECT-Nedd4/Ub 11 uM SPR [3]
HECT-Rsp5/Ub 90 + 6.4 uM Fluorescence [4]
AMSH/Ub 19+ 3 uM ITC[5]
AMSH/Lys63-Ub; 19 £4 uM ITC[5]
Sst2/Ub 10.2+0.6 uM ITC[6]
Ataxin-3/Ub sitel 58 £ 68 uM NMR [7]
Ataxin-3/Ub site2 58 +£32 uM NMR [7]
Ataxin-3V™'%/Ub 97.0+ 16.9 uM NMR [8]
Ataxin-3"™2/Ub2 Kd1l =10 uM; Kd2 = 100-300 uM NMR (8]
STAM2VHS UMY vs63.Ub,  Kdl1 =35+ 10 uM; Kd2=2+2 uM NMR [9]
Vps36~42/Lys63-Ub, 0.38£0.10 uM Fluorescence [10]
Vps36MNF2/Ub 92 + 49 uM Fluorescence [10]
ALIXY/Ub 119+ 9 uM Fluorescence [11]
p62YBA monomer/p62VBA-dimer 3uM NMR [12]
Nbr1YB4/Lys63-Ub, 4.9+2.0 uM ITC [13]
Nbr1YB4/Lys63-Ub, 102+ 1.1 pM ITC [13]

Table S2. The different structures cited in the current review along with the method used.
The "' symbol represents a covalent bond whereas '/' represents a non-covalent interaction
for a given complex.

Structure Organism PDB Code Method
Mms2/Ubc13 human 1J7D X-ray [1]
Mms2/Ubc13 yeast 1JAT X-ray [14]

Mms2/Ubiquitin human 1ZGU NMR [15]
Mms2/Ubc13.Ub yeast 2GMI X-ray [16]
Nedd4L/UbcH5B.Ub human 3JWO0 X-ray [17]

Nedd4.Ub human 4BBN X-ray [18]
Rsp5.Ub/Sna3 yeast 4LCD X-ray [19]

Nedd4/Ub human 2XBB X-ray [3]

Rsp5/Ub yeast 30LM X- ray [4]
SSt2/Ub yeast 4K1R X-ray [6]
AMSH-LP/Lys63-Ub,  human 2ZNV X-ray [20]
AMSH human 3RZU X-ray [21]
AMSH-LP human 2ZNR X-ray [20]
Ataxin-3’°sPhin/Jb human 2JRI NMR [7]

Ataxin-3"™'%/Ub human 2KLZ NMR [8]
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Table II. Cont.

Structure Organism PDB Code Method

Rap80U™!"UM2/ vs63-Ub,  human 2RR9 NMR [22]

Rap80Y™!"UM21 YS63-Ub,  human 3A1Q  X-ray [22]

TAB2Y¥/Lys63-Ub, mouse 3A9] X-ray [23]

TAB2N*"/Lys63-Ub; human 2WWZ  X-ray [10]

Alix" open human 4JIY X-ray [24]

Alix" closed human 20EV X-ray [25]

NEMO/Lys63-Ub, mouse 3JSV X-ray [26]

NEMO/Met1-Ub, mouse 2ZV0O X-ray [27]
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