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Figure S1: SDS-PAGE (12%) of protein total extracts (TE) obtained from E. coli Rosetta strains expressing
ATX3-Q24 and ATX3-Q55. (A) Cells were collected at different times after induction (t=0, 1, 2, 5 and 8 h) and
processed as detailed in Materials and Methods. 20 uL of TE samples were boiled for 10 min, separated in
SDS-PAGE and stained with EZBlue Gel Staining Reagent (Sigma). Arrows represent the migrations of
monomeric full-length ATX3-Q24 and ATX3-Q55. (B) Monomeric full-length protein signals at the different
growth times were quantified by densitometry and expressed as percentage of the total amount of the proteins
for each line. Error bars represent standard error and derive from two independent experiments. ** p-value <

0.01.
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Figure S2: Absorption (top panel) and second derivative spectra (bottom panels) of E. coli cells expressing
ATX3-Q24 and ATX3-Q55 at 5 and 8 hours of induction, and of NI cells. The average spectra and the standard
deviation from three independent experiments are displayed.



Table S1: Peak position and assignment of the main spectral components identified by PLS-DA.

Wavenumber Peak wavenumber Assignment References
(cm) (cm?)
from PLS-DA from second
derivatives
2854, 2852 2852 CFL symmetric 1]
stretching
1660-1654 1658 a-belices and random [2]
coils
1642-1640 1639 native 3-sheets [2]
native-like [3-sheets and 3]
1630 1630 [-sheets in protein
aggregates
1625 intermolecular (-sheets | [2,3]
CH>-CHs of lipid polar
1406, 1394, 1372- heads and hydrocarbon
1378 1396, 1388 chains, as well as of [14,5]
peptidoglycans
1250 1243 PO2- a?tisymmetric [1,5]
stretching
Complex vibrational
1137, 1135, 1100 1105 modesof [4,5]
carbohydrates in
peptidoglycans
PO2- symmetric
stretching and complex
1070, 1058 1058 vibrational modes of [1,4,5]
carbohydrates in
peptidoglycans
Complex vibrational
shoulder of the band at | modes of
1044 1039 carbohydrates in [4,5]
peptidoglycans.
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