
 Nextera mate-pair libraries for Illumina sequencing:  
Mate-pair library sequencing enables the generation of long- 
insert paired-end libraries.  Only 1 µg of DNA is necessary for 
the Gel-Free protocol (broad fragment sizes from 2 kb to 15 kb) 
or 4 µg of DNA for the Gel-Plus protocol (for narrower or larg-
er size distribution).    

 Larger insert mate-pair libraries for Illumina: GGF is 
refining mate-pair library construction protocols for insert siz-
es up to 40 kb.  This technology is likely to replaced much 
more expensive fosmid end-sequencing as a powerful ap-
proach for assembly of complex genomes.  Contact us for more 
information. 

N e w  S e r v i c e s  a t  G G F  

 Research projects in the life sciences are becoming increasingly larger, more complex and in need 

of expert data analysis and processing from multiple different arenas/perspectives. 

 The QBCG brings the combined expertise of multiple UGA quantitative biology consultants to bear 

on a single problem.  Experts in the disciplines of high performance computing, bioinformatics, 

and statistics are brought together to help researchers develop a more comprehensive approach to 

experimental design and data analysis solutions. 

 If you are developing a grant proposal or already have complex datasets requiring analysis, contact 

the QBCG (http://qbcg.uga.edu) to schedule your FREE team consulting session.  G
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Tel: 706-542-6409 

Fax: 706-542-6414 

http://dna.uga.edu 

U p c o m i n g  

S e m i n a r  

O c t o b e r  2 0 1 3  

M o n d a y ,  O c t o b e r  7 t h  

3 : 1 5  p m - 4 : 4 5  p m  

C o v e r d e l l  B u i l d i n g  

R m  S 1 7 5  

 

 

M e e t i n g  t h e  

c h a l l e n g e s  o f  l o w -

i n p u t ,  h i g h -

t h r o u g h p u t  l i b r a r y  

c o n s t r u c t i o n  f o r  

I l l u m i n a  

s e q u e n c i n g  

 

 

D r .  M a r y k e  A p p e l  

K a p a  B i o s y s t e m s  

 

 

N o  r e g i s t r a t i o n  

n e c e s s a r y  

C u r r e n t  P r o m o t i o n :   

4 5 4  d i s c o u n t e d  r u n s  o f f e r e d  

u n t i l  N o v e m b e r  9 t h ,  2 0 1 3  

 For a limited time, GGF is offering an exceptional saving op-
portunity for customers. For the first 8 sequencing runs com-
pleted between now and November 9, 2013, the following pric-
es will be in effect:  

 
- $3,315 or $3,960 for a 454 Sequencing system half run or full 
run , respectively (includes one library prep and one titration)  

- $300 per additional library  
- $600 per additional titration  

Q u a n t i t a t i v e  B i o l o g y  C o n s u l t i n g  G r o u p  ( Q B C G )  

A  s e q u e n c i n g  a n d  g e n o t y p i n g  

c o r e  l a b o r a t o r y  a t  t h e  

U n i v e r s i t y  o f  G e o r g i a .  

http://qbcg.uga.edu/contact/

