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Supplementary Figure 1. 6His-Ulp1 purification on Ni-NTA column. A) Elution profile of Ni-NTA chromatography. UV
curve and elution buffer gradient are in black and orange, respectively. B) Coomassie blue stained 12% SDS-PAGE gel
from different sample fractions. Lane M: pre-stained protein marker. Lane S: Induced supernatant after lysis and
centrifugation. Lanes 1 to 24: Fractions from elution gradient. The arrow indicates the 6His-Ulplprotein (~28 kDa).



A 1000 —
— UV
s00 | — Gradient concentration 1 50
800
700 | 7
600 - s
: 2
& so0 g
o =
o o
a00 | {4 ©
300
200 | 1 20
100
. Fs FI0_____F1s " F0  FP3——F30_ _____ F35
50 52 54 56 58 60 62 64 66 68 70
Volume (mL)
B M 145 REERGT Ea RIS (RO o) S5 3 SR 19575 26" 075N J8ERME) 9 SRSl
Ll
o v
L3
35
q 25
35 ‘
*as " -“

Supplementary Figure 2. 6His-Ulp1 purification on Heparin column. A) Elution profile of heparin chromatography. UV
curve and elution buffer gradient are in black and orange, respectively. B) Coomassie blue stained 12% SDS-PAGE gel
from different sample fractions. Lane M: pre-stained protein marker; Lanes 14 to 31: Fractions from elution gradient.
The fractions containing 6His-Ulp1 proteins (F19 to F25) are indicated by a green rectangle.



Table 1. Detection by nanoLC-MS/MS of the peptides derived from Eat(A)v expressed in E. coli. Are indicated in columns:
Prev. AA: Previous Amino-Acid in the protein sequence ; Peptide: sequence of the identified peptides; Next AA: Next
Amino-Acid in the protein sequence ; Length: length of the identified peptides; PTMs: Post Translational Modifications
detected; PSM Score : Peptide Spectrum Match Score; Start: start position of the identified peptides in the protein
sequence; Stop: stop position of the identified peptides in the protein sequence; Calc. Mass: Calculated Mass of the
theoretical peptide ; Exp. MoZ: Experimental Mass to Charge Ratio; Ppm: Difference between experimental and
theoretical masses; Charge : charge of the peptide ions detected; Rank: Rank of the identified sequence; RT: Retention
Time of the peptides; Protein Set Count: number of Protein Sets in which the peptides are assigned; ProteinSets : Name
of the Protein Sets in which the peptides are assigned.
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