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The figure legends are according to the manuscript.
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Figure 37. Voronoi-like treemap of functional categories of S. aureus HG0O1. Ratios (log,) of trend fitted protein intensities
(6.5 hvs. 1.5 h p.i.) are illustrated: (A) mean ratios of the proteins of a pathway cluster; (B) single protein ratios of a pathway cluster.
Bluish colors indicate levels which decrease; reddish colors indicate increased amounts of proteins due to internalization effects.
Light gray cells indicate proteins, which were not regulated during infection, and cells in dark gray illustrate proteins, which were not

detected in this approach.



Figure 52

N =
‘ Rt Riboflavin, ‘s
C -.“.;,. [] FMN, FAD
S ——
Prophages Folate MO 3ne
Branched-

pterines ... chain
Biotin amino
acids
Isoprenoids j
soprenol wd
cysteine
One-carbon

Metabolism
ST “Arginine;
e an urea cycle, . ) Sialic Acid
extracellular Fermentation o foed giaic cid
polysacchrides =

TCA
Cycle

Central
Sugar
carbohydrate aicohols
2ok metabolism
Capsulé-no
subcategory

. Oxidative

DNA replication stress

Monosaccharides Py A repair

o RNA Di-and
pm:gmng oligosaccharides T p
modification competence =
Pyrimidines ; s = 2
—\ Protein Adhesion « Ribogome

biosynthesis bacterial .;

Purines

b deme R
"72?‘;&""

phi-MUSOB-
like prophages

lic Acid Sialic Acid
pretanotsm _ TON pretaboiism _ TCA
Cycle Cycle

DNA-
seplication

Ribosome Ribosome

bacterial bacterial

d )
qntsample

gn tnon adherent

log,

Figure 52. Voronoi-like treemap analysis of S. aureus HG0O01 proteins 2.5 h after internalization. Ratios from intensity values
2.5 h p.i. compared to the non-adherent control are depicted. All pictures represent data on protein level clustered by pathways.
Blue spots indicate lower levels in the internalized bacteria compared to the non-adherent control; red colors represent higher levels
of proteins in response to internalization compared to the non-adherent control. Average values from three independent biological

samples are displayed (Surmann et al., 2014b).
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Figure 53. Voronoi-like treemap analysis of S. aureus HG0O01 proteins 6.5 h after internalization. Ratios from intensity values
6.5 h p.i. compared to the non-adherent control are depicted. All pictures represent data on protein level clustered by pathways.
Blue spots indicate lower levels in the internalized bacteria compared to the non-adherent control; red colors represent higher levels
of proteins in response to internalization compared to the non-adherent control. Average values from three independent biological

samples are displayed (Surmann et al., 2014b).
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Figure 64. Voronoi-like treemap of B. pertussis Tohama | presenting ratios 48 h/2 h after
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infection by macrophages. Mean

data from three biological replicates for two functional category levels [(A) level 2, (B) level 3] from the SEED (Overbeek et al., 2005)
are displayed. Red colored indicate increased protein levels 48 h p.i., blue colors indicate decreased protein levels, and gray colors

show pathways whose proteins were not changed in level during ongoing infection.



