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a b s t r a c t

The goal of this research was to analyze the composition of the
Helicobacter pylori exoproteome at multiple phases of bacterial
growth (Snider et al., 2015) [1]. H. pyloriwas grown in a serum-free
medium and at serial time points, aliquots were centrifuged and
fractionated to yield culture supernatant, a soluble cellular frac-
tion, and a membrane fraction. Samples were analyzed by single
dimensional LC-MS/MS analyses and multidimensional protein
identification technology (MudPIT). Here we present data showing
the numbers of assigned spectra and proportional abundance of
individual proteins in each of the samples analyzed, along with a
calculation of the level of enrichment of individual proteins in the
supernatant compared to the soluble cellular fraction.
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Specifications Table

Subject area Biology
More specific sub-
ject area

Microbiology

Type of data Tables
How data was
acquired

Mass spectrometry using a ThermoFisher LTQ equipped with a nano-
electrospray source and attached to a Nanoacuity (Waters) HPLC unit.

Data format Filtered and analyzed
Experimental
factors

Bacteria were grown in broth culture, and at serial time points, aliquots were
removed, centrifuged and fractionated, to yield culture supernatant, a soluble
cellular fraction, and a membrane fraction.

Experimental
features

Concentrated H. pylori broth culture supernatants, soluble cellular fractions,
and membrane preparations were analyzed by single- dimensional LC-MS/
MS or multidimensional protein identification technology.

Data source
location

Nashville, Tennessee, USA

Data accessibility Data are provided in the supplementary materials accompanying this article.

1. Value of the data

� Comparative analyses of the proteins present in H. pylori broth culture supernatants, soluble
bacterial fractions, and membrane fractions allow the identification of H. pylori proteins that are
selectively released into the extracellular space.

� Analysis at multiple time points allows the identification of growth phase-dependent changes in
the composition of the exoproteome.

� Further analysis of the data should allow new insights into mechanisms by which H. pylori proteins
are released into the extracellular space.

� Further analysis of the data may allow the identification of selectively released H. pylori proteins
that cause alterations in host cells.

2. Data

H. pylori broth culture supernatants, soluble cellular fractions, and membrane fractions were
analyzed by one dimensional LC-MS/MS (1D) or multidimensional protein identification technology
(MudPIT). The numbers of assigned spectra were analyzed to calculate the proportional abundance of
individual proteins in samples, the enrichment of proteins in the supernatant compared to soluble
bacterial fraction, and the distribution of proteins between soluble and membrane fractions (mem-
brane localization).

Supplemental Table S1 shows all assigned spectra detected by single-dimensional LC-MS/MS
analysis of supernatant and cellular fractions from five time points, collected in three independent
experiments.

Supplemental Table S2 shows an analysis of merged single-dimensional LC-MS/MS data from
Supplemental Table S1 to calculate enrichment of individual proteins in the supernatant compared to
the soluble cellular fraction.

Supplemental Table S3 shows an analysis of merged single-dimensional LC-MS/MS data from
Supplemental Table S1 for 74 putative secreted proteins (identified as described in [1]). The table
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