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Request for offer: microbiome@starseq.com

Optional: gold standard  bioinformatic analysis of 16S/18S/ITS sequences (QIIME2)
The bioinformatics analysis pipeline consists of quality control, pre-processing of reads, 
taxonomy identiöcation and visualization, calculation of alpha and beta-diversity metrics.

Request for offer: microbiome@starseq.com

design of custom primers with Illumina speciöc overhangs

cytochrome oxidase I, CO I E (5'-ccagagattagagggaatcagtg-3') – CO 1 F (5'-
cctgcaggaggaggagaycc-3')

cytochrome b, cytb1 (5'-ccatccaacatctcagcatgatgaaa-3') – cytb2 (5'
-gcccctcagaatgatatttgtcctca-3')

2-Step Barcoding and Custom Amplicon analysis

ITS, ITS 2 region, Primer combination: ITS3F (5'-GCATCGATGAAGAACGCAGC-3') – ITS4R
(5'-TCCTCCGCTTATTGATATGC-3')

ITS, ITS 1/2 region, Primer combination: ITS-u2 (5'-GAAYCATCGARTCTTTGAACGC-3')
– ITS-p4 (5'-CCGCTTAKTGATATGCTTAAA-3')

16S, V1-V2 region, Primer combination 27F (5'-AGAGTTTGATCMTGGCTCAG-3') – 338R
(5'-TGCTGCCTCCCGTAGGAGT-3')

2-Step 16S and ITS Microbiome analysis

Our autumnal offers with our øexible voucher option, our all-in-one
package and øexible service. At StarSEQ we know that every project is unique.

AUTUMN INSPIRES NEW IDEAS!



From sample prep to library prep to sequencing and bioinformatics. 
StarSEQ offers a complete and comprehensive workøow for various 
16S/ITS applications. Sequencing of the hypervariable regions of the 
16S rRNA gene is the gold-standard for identiöcation and classiöcation 
of bacterial communities within a given sample. 

StarSEQ is using established gold-standard primer sequences to target 
rregions covering the hypervariable regions V3-V4, V4 and V4-V5. In 
contrast to common used methods, StarSEQ has designed its own 
single-step technique for simultaneous ampliöcation, indexing and
adaptoring of samples to reduce the bias caused during PCR. 

• Illumina MiSeq / NextSeq 2000TM sequencing: 2 x 300 nt 
 paired-end sequencing with V3 chemistry

• Output 20-30 M reads (including 25 % PhiX to balance the 
 composition of bases)

• De-multiplexing of reads

• Free 16S metagenomics analysis (Illumina App)

•• Data delivery via FTP server
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Prices without tax. Cannot be combined with other promotions or discounts. Valid until 31.12.2024. 

You have no me/staff for roune preparaon 
of gDNA from your collected samples?
As an addional service we offer also the 
purificaon of gDNA starng from 18 €.

  

•  Environmental Metagenomics (soil, water, air, bioölms, complex 
 organic communities)

•  Human or Animal Microbiome (skin, stool, gut, blood, swab)

•  Monitoring of animal health (e.g. alternatively or supplementarily 
 to  FELASA-Test)

•  Sterility Monitoring

••  Detection of Contamination

•  Monitoring of Biogas Plant

•  Biosafety Monitoring

•  Food Quality

•  Clinical Samples . . .

16S and ITS Microbiome analysis

Our autumnal offers with our øexible voucher option, our all-in-one
package and øexible service. At StarSEQ we know that every project is unique.
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