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An integrated multi-omics protocol for swine feces reveals congruent longitudinal
dynamics in microbiome structure and function
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Figure S1: Heatmap displaying fold-change (mean amount day x / mean amount over 30 days) of
detected metabolites in pig feces by GC-MS and 'H-NMR spectroscopy. Dark blue color indicates an
increased fold change of 2.5, while white color represents a decrease in the fold change to 0.3.
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Figure S2: Assignment of identified PGs from swine feces to functional categories based on eggnog
(n=3 for sampling day 0, 7, 21, 25 and 30, n = 2 for sampling day 4). For the functional analysis of the
metaproteome all identified PGs were considered, including unclassified PGs and PGs with unknown
function.



Figure S3: Integration of metaproteome and metabolite profiles of swine feces. Blue lines highlight the
identified proteins of corresponding pathways. Detected metabolites were grouped in the categories
SCFAs (teal), fatty acids (dark green), carbon core metabolism (purple), amino acids (orange), amino
acid degradation (yellow), various (black), and depicted as spots.



Table S1: Amount of isolated DNA from swine feces using different extraction protocols.

tested extraction protocols for 16S rRNA sequencing

TRIzol-based phenol-chloroform
amount DNA [ug /g feces] 10.68 50.11
SD [ug/ g feces] 0.52 2.16

Table S2: Average protein concentration from swine feces after employing different protein extraction
protocols.

tested extraction protocols for metaproteomics

sewage TRIzol-

sludge urea/thiourea  heating and bead-beating based
amount protein [ug / pll 4.67 1.27 1.64 5.76
SD [ug/ ull 0.57 0.21 0.14 0.39

Table S3: Total number of identified protein groups from swine feces at the corresponding sampling
days.

days after starting point

0 4* 7 21 25 30
Total 4560 3454 3705 4230 3817 4348
Bacteria 4062 3194 3386 3924 3506 4055
Eukaryota 403 214 267 228 234 223
Archaea 31 11 4 10 12 20
Various 52 28 37 56 54 34
Unclassified 12 7 11 12 11 16

*only two biological replicates available



