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Abstract

Methods

PA0033:

Pseudomonas aeruginosa infection are often also suffering
from severe burns, AIDS or cancer. This can cause a great
problem within hospitals, with an infection rate of 4 out of
1000 hospital patients and a death rate of about 50 percent of
those infected (Todar, 2012).
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sulfatase which functions as a catalyst. The only COG hit
showed another sulfatase related enzyme. For TIGRfam, the
only hit resulted in choline-sulfatase. Both Pfam hits showed
choline-sulfatase. This gene has been found to code for a
catalyst.

PA0032:

PA0O032 has consistently been regarded as, or related to a
transcriptional activator (BLAST hits) or transcriptional regulator
(COG hit). It is confirmed as a Periplasmic Binding Protein.
This is consistent with findings from other modules, as the term
“transcriptional” has been used to describe it numerous times.
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Figure 3. CDD Results for PAO030

genes in the group. There were two hypothetical proteins for
which we now propose alternative annotations through our
research. A table is shown below to summarize original pipeline
annotations and final proposed annotations.

Geni-Act Product Name Proposed Annotation

PA0029 Sulfate Transporter
PA0030 Hypothetical Protein

PA0031 Choline Sulfatase
PA0032 Transcriptional Regulator

PA0033 Hypothetical Protein

PA0034 Two-Component Response Regulator Putative Transcriptional Regulator

Sulfate Transporter
Choline or Betatine Transporter
Choline Sulfatase

Transcriptional Activator/Regulator
Histidine Phosphotransferase Domain Protein
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Figure 1. Gram Stain of Pseudomonas aeruginosa cells
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Figure 4: Crystal structure of a choline sulfatase from
Sinorhizobium melliloti
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