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Break Throuqh . 
...to Better Minipreps 

for Sequencing 
New advances in sequencing technology allow longer 
reads and higher through-put, but poor quality template 
can hold you back. QIAGEN Anion-Exchange Resin gives 
you the template quality you want, in a format to suit your 
needs. 
Unambiguous Results 
QIAGEN anion-exchange technology 
provides the high quality template DNA 
essential for optimal automated sequen- 
cing - -  free of contaminants that can 
reduce accuracy, reproducibility (figure) 
and read length even at low levels. 

High Throughput 
For larger sample numbers, the QIAwell system combines 
QIAGEN Anion-Exchange Resin with Empore | membrane 
from 3M. Convenient microtiter 8-well strips and 
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96-well plates provide in-line filtration, 
purification, desalting and concentration 
on the QIAvac Manifold. 
M a x i m u m  Convenience 
QIAwell Ultra Plasmid Kits purify up to 
48 ultrapure minipreps in just 1 hour, and 
96 in just 2 hours. For even greater 
convenience, the QIAwell system can be 

J used on the QIAGEN BioRobot 9600 Proven Performance 9Ooo ,5o 2oo 2~o 3oo 3~o ~ ~ 
QIAGEN Plasmid Mini Kits offer " ~ "  automated workstation. 
consistently high yields of ultrapure DNA -,,- ~ ~ o ~  -,,-- ~,~o~ Don't let template purification hold you 
from convenient gravity flow columns. Each column is back from long reads and high throughput. Upgrade to 
packed with QIAGEN Anion-Exchange Resin, the most ultrapure mini-preps from QIAGEN - -  the leaders in 
widely used plasmid purification resin in the world, nucleic acid purification. 

Q I A G E N  Inc.  
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