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1 % culturable

Marker genes «

> 58 % missing from databases

Louca et al. 2019;
Torsvik, Sgrheim, and Goksgyr 1996



» Marker gene analysis
» Short, long reads

» Default settings



LAST aligner

Kietbasa et al. 2011
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So what?
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ZymoBIOMICS Cusco et al. 2018

Parallel

META

16



17

0.8
0.6+
@ . )
Q Classification
o™ Manufacturer
2 0.4 MetaG —MTX
=2 Parallel-META 3 -native
e 2 WIMP (Cuscé
< (Cusco et. al.)
0.21
0.0- —
e 3 £ £ @ 3§ & g ¢
. c B) S S 2
? L & @ D <) o c =
: u= E i) ) ’ o O
Q i g g g 2 4
- g Q
&£
-
Species

Cusco et al. 2018;
https://files.zymoresearch.com/protocols/ _d6305_d6306 zymobiomics_microbial community _dna_standard.pdf;
accessed 24.04.2019



genus, species
defaults

18



Viruses

Bacteria, archaea, fungi
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Viruses Load file

Typing of variables
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bioinformatics.uni-muenster.de/tools/metag/index.hbi?
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