
Figure 1. The SPRIworks Fragment Library System I has three components; The SPRI-TE Nucleic Acid Extractor, a method card that controls liquid handling, and a cartridge containing all the
reagents required to prepare a single library. 
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The emergence of second generation sequencing technologies
from Roche/454*, Illumina* and Life Technologies* has enabled
scientists to generate vastly increased data sets from their
sequencing experiments. The increase in throughput, however, is
supported by workflows that are relatively complicated and labor
intensive, requiring skilled labor and significant hands-on time to
prepare samples for each instrument. Beckman Coulter has
created a simplified automated workflow that utilizes Solid
Phase Reversible Immobilization (SPRI) paramagnetic bead-
based technology to create an automated system for fragment
library preparation for the Illumina Genome Analyzer.
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SPRIworks Fragment Library System I
The SPRIworks Fragment Library System I has three components
(Figure 1); The SPRI-TE Nucleic Acid Extractor, a method card
that controls liquid handling, and a cartridge containing all the
reagents required to prepare a single library. The SPRIworks
System I has a bench-top footprint and can process up to 10
samples in parallel. With less than 5 minutes of hands on time the
SPRIworks system can prepare up to 10 libraries for the Illumina
Genome Analyzer in 5 hours. 

Key Features:

• Easy to use bench-top liquid handling system

• Reagents pre-dispensed in a disposable cartridge

• Automated purification of fragmented or sheared DNA

• Optimized size selection chemistry – no more gels
or columns

• Process up to 10 samples in parallel per system in 5 hours

• Reproducible and consistent library output

• Libraries compatible with:

• PCR†-free workflow

• Regular fragment or paired end adaptors

• Reduced sequencing cost/sample

• Improved sequencing service turnaround time



Figure 3. SPRIworks Fragment Library System I throughput vs. manual library construction process
for Illumina Genome Analyzer (one day process).

Sample Name Read Length
Total

Sequence
Sequence
Mapped

Unique
Mapped

 Reads per
Startpoint (avg)

SPRIworks-short
size selection

36 17,162,237 13,988,940 12,491,985 2.09

SPRIworks-short
size selection

36 15,762,523 13,068,205 11,844,183 2.02

Control: PhiX 36 25,040,301 22,092,804 20,283,538 1894.06

SPRIworks-long
size selection

51 29,019,872 21,120,729 17,558,880 2.78

SPRIworks-long
size selection

51 28,273,819 21,431,987 18,237,102 2.82

Control PhiX 51 14,963,699 14,070,370 13,674,331 1276.66

Figure 2. Size selection range for short (A) and long (B) fragment sizes (Agilent high
sensitivity DNA chip).

A

B Table 1. SPRIworks libraries sequencing data generated on Illumina GAII.
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Built in SPRI Size Selection Chemistry and Cleanup
The SPRI chemistry has been optimized to purify fragmented
DNA and size select the prepared library. Two different size
ranges are available, as well as no size selection for processing
amplicons. This feature replaces the need for gel purification
and column based cleanup.

1- Short Fragments 200-400 bp
2- Long Fragments 300-600 bp
3- No Size Selection

Consistent and Reproducible Fragment Size Selection
and Sequencing Performance
Data shown in Figure 2 is representative of the libraries created
from sheared E.coli DNA. The libraries were then sequenced on
the Illumina Genome Analyzer. Sequencing output and data
quality metrics are shown in Table 1.

Maximizing Sequencing Workflow
On average, it would take a highly qualified scientist one day to
prepare up to four libraries manually. The SPRIworks System I
enables the user to prepare up to 20 libraries in a working day,
a significant increase in throughput with a corresponding
decrease in labor (Figure 3).



Four Simple and Easy Basic Setup Steps
The setup process to prepare up to 10 libraries takes less than 5 minutes. The SPRIworks end-user provides input DNA and
adaptors. All other reagents and consumables are included in the SPRIworks Fragment Library Kit I.

3 – Load SPRI-TE with Cartridges, Input Samples, Adaptors and Labware

4 – Insert Method Card and Press START

1 – Load SPRIworks Fragment Library Kit I Cartridge into the Rack

2 – Transfer Input Sample: Sheared DNA, cDNA or Amplicons



Ordering Information

In the United States and Canada call +1 800 526 3821

Product  Product #
SPRIworks Fragment Library System I (For Illumina Genome Analyzer) A88267

Includes:

SPRI-TE instrument

SPRIworks Accessories Kit

Utility Card

SPRI-TE Operator Manual CD

SPRI-TE Step Feeler Gauge

1 mL Piercing Tips and Sheaths

200 µL Piercing Tips and Sheaths 

Elution Tubes

Empty Reagent Cartridges 

SPRI-TE Operator Manual

SPRIworks Fragment Library Kit I (For Illumina Genome Analyzer)

10 cartridges for the preparation of 10 libraries

SPRIworks Nebulization Buffer

1 mL Piercing Tips and Sheaths

200 µL Piercing Tips and Sheaths 

Elution Tubes

Empty Reagent Cartridges

SPRIworks Method Card Kit for Fragment Library System I (For Illumina  Genome Analyzer)

Instructions For Use

Accessories Size Product #
SPRIworks Adapter I (For Illumina Genome Analyzer) A84879

Adaptor Tube- 10 Adaptors

Forward Primer Mix Tube

Reverse Primer Mix Tube

SPRIworks Nebulizer Kit 10 A84871

10 SPRIworks nebulizers each suitable for a single nebulization

SPRIworks Nebulizer Kit 50 A84872

50 SPRIworks nebulizers each suitable for a single nebulization

SPRIworks Fragment Library Kit I (For Illumina Genome Analyzer) 10 A84801

10 cartridges for the preparation of 10 libraries

SPRIworks Fragment Library Kit I (For Illumina Genome Analyzer) 50 A84803

50 cartridges for the preparation of 50 libraries
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† The PCR process is covered by patents owned by Roche Molecular Systems, Inc., and F. Hoffman-La Roche, Ltd.
* All trademarks are property of their respective owners.
Beckman Coulter, the stylized logo, SPRI, SPRI-TE and SPRIworks are registered trademarks of Beckman Coulter, Inc.
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