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protein. This gene product proposal was supported by the
top BLAST hits for the amino acid sequences, the sequence
alignment with proteins of the suggested protein family,
protein structure, the top BLAST hits for paralogs, and the
function of related proteins. This gene product proposal is
also supported by Figure 5 Due to this, the proposed
annotation is an ABC transporter ATP-binding protein.

cytoplasm.

Figure 4 — Ksed 12570 is located outside of the cell or in the
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