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CLH _0153 (Nathaniel Grosskopf):
The computer pipeline proposed product of this gene was a cell

evidence forced the conclusion that this protein is most likely
where the computer predicted, and that it also performs the
functions previously mentioned.

Segment of WebLogo of the sequence
alignment of significant orthologs from the

BLAST search
https://weblogo.berkeley.edu/
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Figure 2. The locus tags and relative position of the genes under
iInvestigation in this research

genetics/cell-biology/sporulation
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