Figure S5

Accession Description Coverage  #Unique Peptides  #PSMs  L/H L/H Count L/H Variability [%] ~ MW[kDa] calc.pl
013347 Histone deacetylase 1 5.81% 2 5 1.565 2 0.5 55.1 5.48
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Figure S5. MS and MS/MS spectra of the peptides matched to HDACL. All raw data
generated on LTQ-Orbitrap (Thermo Scientific) were re-processed using Proteome Discoverer
software (v1.3, Thermo Scientific), which
(YYAVNYPLR) of HDAC1 compared to the previous results from Bioworks (v3.3.1SP1)

search (Figure S4B). The AACT/SILAC pairs of both peptides and a representative MS/MS

are shown.

resulted

in one more unique peptide



