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ABSTRACT

Tempeh is a traditional fermented food from Indonesia.

might contribute significantly to study culture-independent microbial community analysis. lTotal bacterial genomics DNA was isolated
m different producers (SDJD and EMP). The V6 hyper-variable region of the 16S rRNA were amplified and
b lon Torrent Personal Genome Machine (PGM). Sequencing read were analyzed employing metagenome

from two tempeh samples fro
sequenced each on a 314 chi
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It is usually produced by household industry that is spread out
all over Indonesia. It is estimated that there are more than 100.000 tempeh producers with many variation in flavor or texture.
Rhizophus oligosporus or microsporus is commonly used as starter for the tempeh production. However, due to open fermentation
technique, naturally-occurring bacteria could grow and contribute in sensory quality of tempeh. Microbial community analysis would
be an important tool to study microbial community and dynamic during tempeh production. Next Generating sequencing technologies

pipeline in local facility Galaxy server and revealed the different bacterial community that might be responsible in flavor or texture

formation from those two tempeh samples.
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PROBLEM

Research to identify diversity of microorganisms besides
Rhizopus genus in tempeh fermentation process would show the
contribution of certain organism(s) in characterizing produced
tempeh. Focusing on the contribution of each organism would
not help in revealing effects of microorganism diversity in tempeh
production. The reason was because in the fermentation process,
microorganisms work in consortium (Seumahu 2012).
Metagenomic techniques provide the possibility to view
microorganism diversity in an ecosystem as these techniques
could be used to analyze consortiums of microorganisms without

lon Torrent PGM as a product of Life
Technologies offered NGS with
affordable price. The success of
metagenomics research of bacterial
community based on 16S rRNA
amplification using lon Torrent PGM
technology had been reported
(Junemann et al 2012; Whiteley et
al. 2012). Galaxy Project (galaxyproject.org) gave ease of
bioinformatics analysis either online through their public server
or offline using private facility. Application in the Galaxy Project
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cultivating it first (Teeling & Glockner 2012). can be used to analyze metagenomic data (Pond et al. 2009).
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Figure 1 Galaxy Metagenome Analysis Workflow for lon Torrent based on Pond et al. (2009)
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Figure 2 A genus level phylogenetic profile of two samples Indonesian tempeh
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