
recA

Read Assembly

rpoB nodD nodA

UMI clustering

Raw count 
matrix

Sec/pri ratio
filtering

Discard low 
abundance UMIs 

Transform to 
relative abundance

Separate by geneAmplicon region of interest
Target-gene forward inner primer
Target-gene forward reverse primer
UMI
Universal forward outer primer
Nextera XT index N/S

5’ 3’350 bp
//

Data analysis workflow 

Environmental 
sample 

recA

Nextera 
tagging

Illumina 
MiSeq

DNA extraction 

rpoB nodD nodA

PCR amplification and UMI tagging

Sample preparation workflow 

A

B

CPrimer design


