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Reads 

>Otu1  

GATTAGCTCATTCGTA 

>Otu2 

TTCGTAGATTAGCTCA 

>Otu2 

... 

 

OTU table 

Diversity analysis 
(QIIME, mothur...) 

Clustering 
(UPARSE) 

 
Read processing 

Chimeras 

OTU generation 

Taxonomy prediction 
(UTAX) 

OTU sequences 



 Three hours of lectures, six commands 
 Few minutes to process millions of MiSeq reads 

$usearch -fastq_mergepairs ../fq/F3D*_R1_*.fastq -fastqout $out/merged.fq \ 

  -relabel @ -log $out/merge.log 

 

$usearch -fastq_filter $out/merged.fq -fastq_maxee 1.0 -fastaout $out/filtered.fa \ 

  -relabel Filt -log $out/filter.log 

 

$usearch -derep_fulllength $out/filtered.fa -sizeout -relabel Uniq \ 

  -fastaout $out/uniques.fa -log $out/derep.log 

 

$usearch -cluster_otus $out/uniques.fa -minsize 2 -otus $out/otus.fa \ 

  -relabel Otu -log $out/cluster_otus.log 

 

$usearch -utax $out/otus.fa -db ../utax/utax_16s_250.udb -strand plus \ 

  -fastaout $out/otus_tax.fa -utax_cutoff 0.9 -log $out/utax.log 

 

$usearch -usearch_global $out/merged.fq -db $out/otus_tax.fa -strand plus -id 0.97 \ 

  -log $out/make_otutab.log -otutabout $out/otutab.txt 

 

1. Merge pairs 

 
2. Quality filter 

 
3. Find uniques 

 

4. Cluster & 

filter chimeras 
 

5. Predict taxonomy 

 
6. Make OTU table 


