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nucleotide upstream of the variable regions that have random 36 bp Figure 5. Quantification of PCR products with a Qubit Fluorometer.
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Figure 1. Selection of phage reactive to bovine IgG. Random M13KE
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phage bind to bovine IgG, with any unbound phage washed away. . .. B Reverse llumina adapter
Bovine IgG bind to Protein G-coated magnetic beads and the reactive Amplicon
phage are eluted from the magnetic beads and amplified in E. coli. This Figure 3. M13KE-derived amplicons. The target amplicon (~280bp) is Figure 7. The amplicon replication process. The second set of
product is the enriched library. This process is repeated to select for consistent with the higher band. adapters anneal to the flow cell. Preparatory to massive parallel
more selection of phage reactive to the bovine antisera. sequencing, amplicons undergo bridging between the forward and
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