
Send us your samples — get reliable results! 

Our offer covers the whole workflow, from sample to result — and we provide the steps 

individually or as a full service.

■■ DNA, miRNA, and RNA isolation

■■ Content-centered PCR assay panels

■■ Whole genome expression profiling and genotyping

■■ Whole genome amplification

■■ Sanger sequencing

Free up your valuable time — let our expert scientists do your sample preparation, 

gene expression work, and genomic analyses. With QIAGEN processing your samples, 

you’ll be sure of reliable answers from your precious samples.

Sample & Assay Technologies 

Trust our experts with your samples!

Support for sample prep,  
gene expression, and genomics



Sample & Assay Technologies

Trademarks: QIAGEN®, REPLI-g® (QIAGEN Group); Illumina®, iScan® (Illumina, Inc.).
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DNA and RNA isolation

For isolation of high-quality genomic DNA, RNA, and miRNA

Our broad portfolios of leading sample preparation technologies are designed 

to optimally suit sample type, sample size, and downstream application. 

Whole genome amplification

For highly uniform whole genome amplification and quality assessment

Our proven REPLI-g® multiple displacement amplification technology 

allows the amplification of large amounts of DNA from limited samples 

with minimal sequence bias. 

Content-centered PCR assay panels

For pathway-focused, disease-focused, and custom gene profiling

We offer content-centered PCR assays for normal- and high-throughput 

needs, with results provided as scientist-compiled reports with a range of 

data displays (Figure 1).

Whole genome expression profiling and genotyping

For whole genome SNP genotyping and genome-wide expression analysis 

We offer whole genome gene expression profiling services using the 

Illumina® iScan® platform and direct hybridization assay-based whole 

genome expression analysis bead chips (standard and custom content).

Sanger sequencing

For the highest standards in contract DNA sequencing

QIAGEN offers a wide range of Sanger sequencing services. Our single-

read services enable routine sequencing of plasmids, PCR products, and 

siRNA expression vectors in the 96-well format. Optional template DNA 

purification is available for all services. 

Our Service Center for the United States is located in Frederick, MD.  

Our Service Center for worldwide clients is in Hilden, Germany.

USA: LifeScienceServiceUS@qiagen.com 

Worldwide: LifeScienceService@qiagen.com

Figure 1. Example of data displays for PCR array report.

Figure 2. Sanger sequencing report.
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Verification Sequencing Report

QSS3333  (Verification)

This report was generated on April 16th, 2014. 
Of 801 bases in the alignment 793 matched the reference (99.00 %). 8 bases do not match, all bases in this 
report have been sequenced. Please Note: All positions are given relative to those of the original reference 
sequence. Dots represent a perfect match of the obtained sequence with the reference. Here are the results in 
more detail: 

Insertions
An insertion of 3 bases has been detected at this site 
84 +TAT 

Deletions
A deletion of 3 bases has been detected at this site 
213 -ATT 

Mismatches
22 G>T; 55 G>A 

Uncovered Regions
All bases have been verified.

Alignment

1           11          21          31          41          51          
Reference GCGA T TCGAG  CTCGGT ACCC  GGGGA TCCTC  T AGAGTCGAC  CTGCAGGCA T  GCAAGCTCTG  
Verification . . . . . . . . . .  . . . . . . . . . .  . T . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  . . . . A . . . . .  

61          71          81          88          98          108         
Reference AGT A T TCT A T  AGTGTCACCT  AA - - - A T AGC  T TGGCGT AA T  CA TGGTCA T A  GCTGT T TCCT  
Verification . . . . . . . . . .  . . . . . . . . . .  . . T A T . . . . .  . . . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  

118         128         138         148         158         168         
Reference GTGTGAAA T T  GT T A TCCGCT  CACAA T TCCA  CACAACA T AC  GAGCCGGAAG  CA T AAAGTGT  
Verification . . . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  

178         188         198         208         218         228         
Reference AAAGCCTGGG  GTGCCT AA TG  AGTGAGCT AA  CTCACA T T AA  T TGCGT TGCG  CTCACTGCCC  
Verification . . . . . . . . . .  . . . . . . . . . .  . . . . . . . . . .  . . . . . - - - . .  . . . . . . . . . .  . . . . . . . . . .  


