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Illumina Short-read Sequencing 

DNA Sequencing General information  

• We request electrophoresis of ~40ng of DNA on 0.7% agarose gel and submit the gel picture 
during sample submission. Tape Station, Bioanalyzer, or similar results can be submitted 
alternatively 

• Recommended dissolving/suspension buffer: 10 mM Tris-HCl or water 

• 260/280 ratio: 1.8-2.0 

• 260/230 ratio: 1.5-2.2 
• For most applications, a low quantity of DNA is also possible to handle in exceptional cases. 

Please get in touch with us 

• All samples of an order must be adjusted to a uniform concentration within the recommended 
specifications 

 Amount Volume      
(µL) 

Concentration 
(ng/µL) 

Comment 

Whole Genome - PCR Free 
Whole Genome - Low input (incl. PCR) 

Whole Exome Sequencing 
Gene Panel 
Amplicons 

 
 
 

ATAC-Seq 
 
 

ChIP-Seq 
Methyl-Seq/ Whole-genome bisulfite 

sequencing 

2 µg 50 ≥ 40 High molecular DNA is required for the best results 

300 ng 30 ≥ 10 High molecular DNA is required for the best results 

2 µg 50 ≥ 40 High molecular DNA is required for the best results 

2 µg 50 ≥ 40 High molecular DNA is required for the best results 

1 µg 50 ≥ 20 Column purified PCR-Product! Make sure that the selected read 
length fits the size of your amplicons. Please attach a gel picture 
(50 ng PCR-Amplicon on 0.7 % agarose gel). Library Prep is PCR-
free 

 20  20 µL Eluate after the "Tagmentation Reaction and Purification". 
For ATAC-Seq, we request discussing the protocol with the CCG 
team before starting the experiment 

≥ 10 ng ≥ 20                                                    We required at least 10 ng of ds ChIP DNA (more is better) 
2 µg 50 ≥ 40 Cell-free DNA is possible. Please get in touch with us 

 

Metagenome 2 µg 50 ≥ 40 High molecular DNA is required for the best results 
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Illumina Short-read Sequencing 

RNA Sequencing General information  

• We request to dilute samples having higher RNA concentrations. RNA should be DNA-free, with 
no degradation (RIN > 7) 

• For specific RNA-sequencing applications, information about the number of read pairs and read 
length should be selected in the online sample submission form  

• 260/280 ratio 1.7-2.0 

• 260/230 ratio 1.5-2.4 

• ERCC Spike-Ins can be selected optionally (not for 3´mRNA-seq). This set of external RNA controls 
is added to the samples before library prep and can be used during data analysis to control for 
sample variability (we use ERCC RNA Spike-In Mix 1 (Cat. No. 4456740)) 

 Amount Volume 
(µL) 

Concentration 
(ng/µL) 

RIN Comment 

Whole Transcriptome (Total RNA-seq) 
– standard input 

1 µg 20- 50 40-50 7-10 (> 7)  

Whole Transcriptome (Total RNA-seq) 
– low input 

100 ng 20- 50 5-50 7-10 (> 7) Possible with at least 10ng of RNA 

Expression Profiling (mRNA-seq) 
– standard input 

1 µg 20- 50 40-50 7-10 (> 7)  

Expression Profiling (mRNA-seq) 
– low input 

100 ng 20- 50 5-50 7-10 (> 7) Possible with at least 10ng of RNA 

3’ RNA-Seq 
-standard input 

1 µg 20- 50 40-50 7-10 (> 7)  

3’ RNA-Seq 
-low input 

100 ng 20- 50 5-50 1-10 (> 1) Adjusted protocols for low input (10 ng), low 
quality, or from FFPE samples are available 

Small RNA-Seq (miRNA, lnc-RNA etc.) 2 µg 20- 50 40-50 7-10 (> 7)  
Custom RNA-Seq 1 µg 20- 50 40-50 7-10 (> 7)  
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Illumina Short-read Sequencing 

Spatial transcriptomics General information  

• It is mandatory to get in touch with the CCG team before planning your experiment 

• Sample preparation (tissue sectioning) is not offered by the CCG 
 

 Section thickness      
         (µm) 

DV200 RIN Comment 

Fresh frozen (FF) tissue 10 30% (CytAssist) 4-10 (≥ 4)  

Formalin-Fixed, Paraffin-Embedded 
(FFPE) tissue 

5 ≥ 30% (CytAssist) 7-10 (≥ 7)  
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Illumina Short-read Sequencing 

Single-Cell RNA-Sequencing General information  

• It is mandatory to get in touch with the CCG team before planning your experiment  

• Cells should be dissolved in: 1X PBS containing 0.04% BSA 

• Single cell suspension, free of debris and cell aggregates 
 

 Targets Concentration 
(cells/µL) 

Viability Diameter Comment 

3' scRNA-Seq 500-10,000 cells 
10,000-20,000 cells 

400-1,200 
800-1,600 

>75 % 
>75 % 

<40 µm 
<40 µm 

 

5' scRNA-Seq 500-10,000 cells 
10,000-20,000 cells 

400-1,200 
800-1,600 

>75 % 
>75 % 

<40 µm 
<40 µm 

 

scATAC-Seq Up to 5,000 nuclei 
Up to 10,000 nuclei 

>1,540 
>3,080 

>75 % 
>75 % 

<40 µm 
<40 µm 

Starting volume must be 5 µL 

3' scRNA + scATAC Up to 5,000 nuclei 
Up to 10,000 nuclei 

>1,540 
>3,080 

>75 % 
>75 % 

<40 µm 
<40 µm 

Starting volume must be 5 µL 

SMART-Seq3 1 cell  >75 % <40 µm Please get in touch with the CCG team 
before planning this application 
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Illumina Short-read Sequencing 

Library/Pool sequencing General information  

• Please dilute your Libraries / Pools if they are highly concentrated 

• Use 10 mM Tris-Cl Buffer, pH 8.5 (Qiagen EB or Illumina RSB), and Tween-20 (final 
concentration of 0.1 %) 

• Always use DNA low-bind tubes  

• Please provide us with TapeStation or Bioanalyzer traces of your samples 

• We only accept libraries compatible with the standard Illumina sequencing primers We will 
add 0.5 % PhiX to the final sequencing pool 

• Please provide the Libraries in clearly labeled 1.5 mL Tubes  

• Please use the online sample submission form and select the "Custom Library" application 
type 

 Amount Volume 
(µL) 

Concentration 
(nM) 

Comment 

NovaSeq Runs  20-250 20 Please select the “Custom library” application type and 
follow the prompts. You must also upload the index 
information there. 

MiSeq Runs  20-250 20 Please select the “Custom library” application type and 
follow the prompts. You must also upload the index 
information there 

 

  



Page 6 of 6 
 

Oxford Nanopore Technologies (ONT) Long-Read Sequencing 

 We will support a wide range of Oxford Nanopore Protocols for sequencing RNA, DNA, cDNA, 
Amplicons, and 16S amplicons. Please get in touch with us directly for sample requirement 
information 

 

 

PacBio Long-Read Sequencing 
 General information  

• We require high molecular genomic DNA 

• We request resolving ~40ng of DNA on 0.7% agarose gel and submit the gel picture during sample 
submission 

• Dissolving buffer: 10 mM Tris-HCl or Water 

• 260/280 ratio 1.7-2.0 

• 260/230 ratio 1.5-2.4 
 Amount Volume (µL) Concentration 

(ng/µL) 
DIN/RIN Comment 

Whole Genome Sequencing 
-standard input, PCR free 

3 µg > 50  7-10 (> 7) Please get in touch with the CCG team 
before planning this application 

Whole Genome Sequencing 
-ultra-low input, with PCR 

20 ng 50  7-10 (> 7) Please get in touch with the CCG team 
before planning this application 

 


