Real-Time Data Quality Feedback for the 5500 Series SOLID™ Sequencers s

M

technologies'

Kathleen Perry, Sylvia Chang, Rachel Fish, Laura Lua, Lee Jones, Maria Mariano, Sarah Ngola, Min-Yi Shen, Arjun Vadapalli, Licen Xu, Subbu Yerramelli & Janet Ziegle,
Life Technologies, Foster City, CA 94404

Figure 8. In-run error analysis with the 5500 SOLID System control sequences

ABSTRACT MATERIALS AND METHODS

Amajor problem with next generation sequencing systems is the lack of feedback
regarding sample and run quality. Some systems use a dedicated control lane for the
run, which reduces the overall sample throughput. With the introduction of the 5500-
series SOLID sequencers, a small percentage of the total sample population is occupied
by sequencing control beads, which are included as an internal control to monitor the

Figure 4. Primer Dimer Identification with 5500 SOLiD System control Position i j+5

The sequencing control beads were prepared by placing each of the 1024 sequences
into a separate well and then performing PCR to amplify the material onto the bead.
The beads were then assayed using three methods (Figure 2). We have a calibration
curve that allows us to convert fluorescence units to number of copies per bead.
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