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Introduction
The aim of this study was to develop infrastructure for joint interdisciplinary support of research and education at University of
Ljubljana and its external collaborating partners, that would enable access to high‐throughput analyses of samples relevant for
(i) human physiology, (ii) human microbiome responses (intestinal tract, lung, mouth, etc.), (iii) laboratory animal (mice
microbiome), and (iv) environment (air‐con systems, biogas reactors).

The establishment of MoSAIC enabled high through‐put analyses of short chain fatty acids as metabolites present in intestinal tract of
test subjects involved in EU FP7 PlanHab Project (http://www.planhab.com/) in response to three‐week normoxic or hypoxic bedrest.
Liquid‐state NMR of water soluble extracts are being analyzed using ls‐NMR for relative identification of a more numerous set of
watersoluble organic compounds in the same samples (http://www.nmr.ki.si/).
Bioinformatic grid computing supports computationally intensive analyses of next generation sequencing of microbiome samples from
PlanHab Project.
Future: Collaborative analyses of samples collected from human subjects, laboratory animals, natural and human made
environments.
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trim.seqs(fasta=namefile.fasta, oligos=namefile.oligos, qfile=namefile.qual, 
maxambig=0,maxhomop=8, flip=T, bdiffs=1, pdiffs=2, qwindowaverage=30, 
qwindowsize=50, minlength=200,processors=2)
unique.seqs(fasta=namefile.trim.fasta)
align.seqs(candidate=namefile.trim.unique.fasta, template=silva.bacteria.fasta, 
processors=2)
screen.seqs(fasta=namefile.trim.unique.align, name=ra.trim.names, group=ra.groups, 
optimize=start, criteria=85, processors=2)
filter.seqs(fasta=namefile.trim.unique.good.align, vertical=T, trump=., processors=2)
unique.seqs(fasta=namefile.trim.unique.good.filter.fasta, 
name=namefile.trim.good.names)
pre.cluster(fasta=namefile.trim.unique.good.filter.unique.fasta,name=namefile.trim.uniqu
e.good.filter.names, diffs=1)
filter.seqs(fasta=silva.gold.align, hard=namefile.filter, processors=2)
chimera.slayer(fasta=namefile.trim.unique.good.filter.unique.precluster.fasta, 
reference=silva.gold.filter.fasta, processors=2)
remove.seqs(accnos=namefile.trim.unique.good.filter.unique.precluster.slayer.accnos,fast
a=namefile.trim.unique.good.filter.unique.precluster.fasta, 
name=namefile.trim.unique.good.filter.unique.precluster.names, 
group=namefile.good.groups)
classify.seqs(fasta=namefile.trim.unique.good.filter.unique.precluster.pick.fasta, 
template=trainset6_032010.rdp.fasta, taxonomy=trainset6_032010.rdp.tax, processors=2, 
iters=1000)
remove.lineage(fasta=namefile.trim.unique.good.filter.unique.precluster.pick.fasta,name=
namefile.trim.unique.good.filter.unique.precluster.pick.names,group=namefile.good.pick.g
roups,taxonomy=namefile.trim.unique.good.filter.unique.precluster.pick.rdp.wang.taxono
my,taxon=Cyanobacteria)
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