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Fig. 1S. Vimentin protein identifications were confirmed by MS/MS sequencing of
selected peptides. Three PMF peaks showing a high intensity were CID fragmented
using Argon as collision gas. Accelerating voltages for ion sources 1 and 2 were 8.00 kV
and 7.15 kV, respectively, while reflector 1 and reflector 2 voltages were respectively
set to 29.50 kV and 14 kV with Lift 1 and Lift 2 set to 19 kV and 2.80 kV, respectively.
Lens 10 voltage was 3.60 kV. Fragmented ions were analyzed using the Flex Analysis
software v.3.0 and the MS/MS database searching was carried out in the UniProtkKB
database using the on-line-available MASCOT MS/MS ion search software. Taxonomy
was limited to Homo sapiens, peptide precursor charge was set to +1, mass tolerance
of 1.2 Da for precursor peptide and £0.5 Da for fragment peptides were allowed, and
the number of accepted missed cleavage sites was set to one. Alkylation of cysteine by
carbamidomethylation was selected as fixed modification, while oxidation of
methionine was considered as a possible modification. We judged significant peptides
with individual ion scores p<0.05.
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