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Abstract

The initial proposed product of this gene by GENI-ACT was
DNA polymerase . This gene product proposal was
supported by the top BLAST hits for the amino acid
sequence, the presence of well-curated protein functional
domains within the amino acid sequence, the
transmembrane topography of the amino acid sequence,
and the cellular location of the amino acid sequence. As
such, the proposed annotation is DNA polymerase.

Figure 4 — CLJ 0039 First BLAST hit pairwise alignment hit for product
proposal DNA polymerase.

www.buffalo.edu

Figure 1- Scanning electron micrograph of Clostridium botulinum
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